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Project Info
Name: teeth-151208 Date: Dec 8, 2015
Note:  

Sample Info & Protocols
Name: id-UP Date: Dec 10, 2015

Fraction:  

Volume:  Concentration:  

Note:  

Buffer:  Organism:  

Search Result Info
Search Result Location Search Engine Database

ZT_human_PE_2015-12-10 16:24:
42

/teeth-151208/id-UP/"Combined MS/
MS spectra"

Mascot refseq_human

Protein 1: serum albumin preproprotein [Homo sapiens]
Accession: gi|4502027 Score: 1475.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.3
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 54.5

No. of unique Peptides: 31
Quantitation
QU:MU Median: 1.11 CV: 102.80 % No. of Peptides: 15
WUP:QUP Median: 0.82 CV: 70.70 % No. of Peptides: 17

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

250 12 613.8261 32.39 2 33.1 70.4 1 35-44 R.FKDLGEENFK.A WUP:QUP 1.90
QU:MU 1.13

514 15 575.2390 -125.46 2 34.9 63.4 0 66-75 K.LVNEVTEFAK.T

529 11 509.2667 -10.16 2 36.6 49.5 0 89-97 K.SLHTLFGDK.L QU:MU 0.23

299 2 467.2609 -4.27 2 33.7 52.0 0 98-105 K.LCTVATLR.E Carbamidomethyl: 2

265 3 879.3978 -18.24 3 33.3 25.7 2 118-138 K.
QEPERNECFLQHKDDNPNLPR.L

Carbamidomethyl: 8 WUP:QUP 1.09
QU:MU 1.47

279 2 666.3028 -17.84 3 33.5 40.0 1 123-138 R.NECFLQHKDDNPNLPR.L Carbamidomethyl: 3 WUP:QUP 0.81
QU:MU 1.34
WUP:QUP 2.55
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

350 3 528.2959 -3.73 2 34.4 39.6 1 161-168 K.KYLYEIAR.R QU:MU 0.82

326 11 464.1239 -272.44 2 32.8 30.1 0 162-168 K.YLYEIAR.R WUP:QUP 0.87
QU:MU 1.39

18 2 686.2378 -71.67 2 29.2 64.2 0 187-198 K.AAFTECCQAADK.A Carbamidomethyl: 6, 7

1590 1 977.4188 -47.42 2 50.1 11.8 1 187-205 K.AAFTECCQAADKAACLLPK.L

31 4 537.7767 3.24 2 30.1 45.4 1 206-214 K.LDELRDEGK.A QU:MU 2.86
WUP:QUP 0.31

143 2 696.2767 -10.48 3 31.5 53.1 0 265-281 K.VHTECCHGDLLECADDR.A Carbamidomethyl: 5, 6, 13 WUP:QUP 0.63
QU:MU 1.67

45 8 722.3225 -3.01 2 30.4 77.4 0 287-298 K.YICENQDSISSK.L Carbamidomethyl: 3 WUP:QUP 0.50
QU:MU 1.82

104 1 773.8655 -47.15 2 31.0 20.6 1 299-310 K.LKECCEKPLLEK.S Carbamidomethyl: 4, 5 WUP:QUP 0.64

2459 1 997.4538 2.48 3 59.0 27.7 0 311-337 K.
SHCIAEVENDEMPADLPSLAADFVESK.
D

Carbamidomethyl: 3; 
Oxidation: 12

2841 5 812.4044 8.52 2 65.9 42.2 0 348-360 K.DVFLGMFLYEYAR.R

2516 10 820.4094 17.73 2 59.7 54.5 0 348-360 K.DVFLGMFLYEYAR.R Oxidation: 6 WUP:QUP 2.21

8 5 776.7890 -17.37 2 29.1 42.3 0 384-396 K.CCAAADPHECYAK.V Carbamidomethyl: 1, 2, 10

2964 40 682.3684 -2.26 3 65.8 51.0 0 397-413 K.VFDEFKPLVEEPQNLIK.Q

1272 12 829.3522 -33.47 2 45.5 60.5 0 414-426 K.QNCELFEQLGEYK.F Carbamidomethyl: 3 WUP:QUP 0.90
QU:MU 1.12

742 18 480.7783 -13.77 2 39.3 53.1 0 427-434 K.FQNALLVR.Y QU:MU 1.46

694 1 547.3131 -7.95 3 37.1 59.0 1 438-452 K.KVPQVSTPTLVEVSR.N WUP:QUP 0.50
QU:MU 1.51

930 1 756.4093 -20.82 2 40.0 32.0 0 439-452 K.VPQVSTPTLVEVSR.N WUP:QUP 0.70

78 4 569.7455 -12.45 2 30.7 62.5 0 500-508 K.CCTESLVNR.R Carbamidomethyl: 1, 2 WUP:QUP 0.31
QU:MU 3.50

1168 1 637.6405 -12.97 3 44.2 54.8 0 509-524 R.RPCFSALEVDETYVPK.E Carbamidomethyl: 3 WUP:QUP 0.36

2419 11 753.9221 -119.82 3 58.5 64.2 0 525-543 K.EFNAETFTFHADICTLSEK.E Carbamidomethyl: 14 WUP:QUP 1.24

628 1 564.7514 -179.84 2 37.9 25.5 1 549-558 K.KQTALVELVK.H QU:MU 1.02
WUP:QUP 1.60

807 12 500.7995 -11.94 2 38.5 46.8 0 550-558 K.QTALVELVK.H

2104 14 671.7654 -82.73 2 56.7 98.0 0 570-581 K.AVMDDFAAFVEK.C QU:MU 0.11

27 1 543.2457 -2.64 3 30.0 35.7 2 585-598 K.ADDKETCFAEEGKK.L Carbamidomethyl: 7

895 1 571.3207 -52.32 2 39.6 22.1 1 598-609 K.KLVAASQAALGL.-
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Protein 2: hemoglobin subunit beta [Homo sapiens]
Accession: gi|4504349 Score: 703.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.0
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 84.4

No. of unique Peptides: 12
Quantitation
QU:MU Median: 0.65 CV: 69.99 % No. of Peptides: 7
WUP:QUP Median: 0.51 CV: 49.14 % No. of Peptides: 10

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

63 3 476.7531 -11.35 2 30.5 38.7 0 2-9 M.VHLTPEEK.S QU:MU 1.43
WUP:QUP 0.36

629 13 466.7591 -9.74 2 36.3 58.8 0 10-18 K.SAVTALWGK.V WUP:QUP 1.66
QU:MU 0.23

496 9 657.8496 20.65 2 36.2 81.3 0 19-31 K.VNVDEVGGEALGR.L WUP:QUP 0.57

2284 26 637.8143 -81.79 2 56.9 61.8 0 32-41 R.LLVVYPWTQR.F WUP:QUP 0.46
QU:MU 0.52

2107 7 1029.8517 -122.16 2 56.7 64.9 0 42-60 R.FFESFGDLSTPDAVMGNPK.V

2980 23 599.9999 -0.41 3 66.0 82.5 1 67-83 K.KVLGAFSDGLAHLDNLK.G WUP:QUP 0.28

2515 57 835.4601 13.21 2 59.7 95.3 0 68-83 K.VLGAFSDGLAHLDNLK.G WUP:QUP 0.75

527 3 739.8504 -0.54 2 35.0 36.5 0 84-96 K.GTFATLSELHCDK.L Carbamidomethyl: 11 WUP:QUP 0.38
QU:MU 0.70

187 13 563.6579 -226.49 2 31.2 45.5 0 97-105 K.LHVDPENFR.L QU:MU 1.24
WUP:QUP 0.42

532 2 689.8492 -6.46 2 36.6 44.0 0 122-133 K.EFTPPVQAAYQK.V WUP:QUP 0.46
QU:MU 0.97

307 6 575.3418 2.06 2 33.8 76.7 0 134-145 K.VVAGVANALAHK.Y QU:MU 0.32

430 1 725.3587 -59.21 2 35.4 17.7 1 134-147 K.VVAGVANALAHKYH.- WUP:QUP 0.49
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Protein 3: keratin, type I cytoskeletal 13 isoform a [Homo sapiens]
Accession: gi|131412225 Score: 575.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 33.4

No. of unique Peptides: 12
Quantitation
QU:MU Median: 1.04 CV: 25.84 % No. of Peptides: 7
WUP:QUP Median: 1.09 CV: 110.84 % No. of Peptides: 8

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

337 2 1073.9554 -24.90 2 34.2 51.4 0 5-27 R.
LQSSSASYGGGFGGGSCQLGGGR.
G

Carbamidomethyl: 17 WUP:QUP 1.88
QU:MU 0.75

323 3 651.3296 -4.86 2 34.0 78.4 0 124-135 R.ALEEANADLEVK.I

264 4 572.8011 -32.35 2 33.3 62.0 0 166-175 K.ILTATIENNR.V WUP:QUP 0.13

547 1 521.6684 -248.82 2 36.4 53.1 0 176-184 R.VILEIDNAR.L QU:MU 1.21
WUP:QUP 2.66

518 1 624.8405 -16.71 2 36.5 46.5 1 192-201 R.LKYENELALR.Q WUP:QUP 1.23

322 1 679.3584 -6.47 2 34.0 14.0 1 202-213 R.QSVEADINGLRR.V WUP:QUP 1.52
QU:MU 1.32

727 1 509.2783 -32.74 2 39.1 53.0 0 214-222 R.VLDELTLSK.T

434 2 566.7484 -14.34 2 35.4 31.5 0 291-299 R.DAEEWFHAK.S QU:MU 0.74

153 4 725.3478 16.83 2 31.6 68.8 0 343-355 K.AGLENTVAETECR.Y Carbamidomethyl: 12 WUP:QUP 1.76
QU:MU 1.13

269 3 690.3609 -9.58 2 33.1 55.3 1 396-406 K.TRLEQEIATYR.S WUP:QUP 1.45
QU:MU 1.45

942 3 696.8484 -3.18 2 41.8 28.0 0 416-429 K.MIGFPSSAGSVSPR.S

38 3 1001.9629 -16.86 2 30.2 32.9 0 430-450 R.STSVTTTSSASVTTTSNASGR.
R

WUP:QUP 0.63
QU:MU 0.88
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Protein 4: apolipoprotein A-I preproprotein [Homo sapiens]
Accession: gi|4557321 Score: 524.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 43.8
No. of unique Peptides: 12

Quantitation
QU:MU Median: 1.32 CV: 17.55 % No. of Peptides: 7
WUP:QUP Median: 1.01 CV: 24.03 % No. of Peptides: 6

Alias proteins:
Accession Name Description
gi|530398069 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: apolipoprotein A-I isoform X2 [Homo sapiens]

gi|530398067 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: apolipoprotein A-I isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2017 8 731.8316 -133.68 2 53.6 39.6 1 35-47 R.VKDLATVYVDVLK.D

2150 1 618.2001 -238.81 2 55.2 52.2 0 37-47 K.DLATVYVDVLK.D WUP:QUP 0.79
QU:MU 1.39

893 2 700.8159 -31.87 2 39.6 45.2 0 52-64 R.DYVSQFEGSALGK.Q QU:MU 1.22

1864 18 806.8865 -12.14 2 51.7 89.9 0 70-83 K.LLDNWDSVTSTFSK.L WUP:QUP 0.78
QU:MU 1.13

2426 2 966.9435 -27.92 2 58.6 21.1 0 86-101 R.EQLGPVTQEFWDNLEK.E

497 2 626.6875 -201.93 2 34.7 29.3 0 121-130 K.VQPYLDDFQK.K QU:MU 1.15
WUP:QUP 1.02

257 4 690.8471 -20.89 2 32.0 53.5 1 121-131 K.VQPYLDDFQKK.W QU:MU 1.36
WUP:QUP 0.91

774 1 642.2953 8.43 2 39.7 17.4 0 132-140 K.WQEEMELYR.Q QU:MU 1.94
WUP:QUP 1.54

1475 3 896.3833 -111.83 1 48.6 11.9 0 158-164 K.LHELQEK.L

283 3 651.3276 -0.37 2 33.5 58.6 0 185-195 R.THLAPYSDELR.Q WUP:QUP 1.18
QU:MU 1.19

2876 19 615.8555 -4.42 2 64.7 47.2 0 240-250 R.QGLLPVLESFK.V

2827 22 693.8609 -0.42 2 65.8 57.9 0 251-262 K.VSFLSALEEYTK.K
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Protein 5: keratin, type II cytoskeletal 6C [Homo sapiens]
Accession: gi|155969697 Score: 467.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.0
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 20.7

No. of unique Peptides: 10
Quantitation
QU:MU Median: 1.28 CV: 85.94 % No. of Peptides: 4
WUP:QUP Median: 1.38 CV: 64.36 % No. of Peptides: 5

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

152 1 712.8348 20.14 2 31.9 14.7 0 43-59 R.GSGGLGGACGGAGFGSR.S Carbamidomethyl: 9

470 1 799.8881 6.12 2 35.9 18.2 0 70-86 R.ISIGGGSCAISGGYGSR.A Carbamidomethyl: 8 WUP:QUP 2.01

808 1 602.3214 -1.12 2 40.1 44.0 0 195-204 K.WTLLQEQGTK.T

2908 8 945.9990 10.55 2 65.1 35.8 0 208-222 R.QNLEPLFEQYINNLR.R

2813 2 682.9825 -67.79 3 65.6 26.1 1 208-223 R.QNLEPLFEQYINNLRR.Q

328 2 675.8743 11.03 2 34.1 67.2 1 261-272 R.TAAENEFVTLKK.D WUP:QUP 1.73
QU:MU 0.56

1975 11 704.2826 -108.99 2 55.1 74.7 0 288-299 K.ADTLTDEINFLR.A QU:MU 0.74
WUP:QUP 2.35

2923 15 665.3592 -11.18 2 65.3 86.6 0 327-338 R.NLDLDSIIAEVK.A

167 4 583.1671 -220.95 2 31.8 56.5 0 360-369 K.YEELQVTAGR.H WUP:QUP 1.38
QU:MU 1.71

1633 4 632.2990 -81.98 2 50.2 43.1 0 456-466 K.LALDVEIATYR.K WUP:QUP 0.45
QU:MU 3.73
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Protein 6: hemoglobin subunit delta [Homo sapiens]
Accession: gi|4504351 Score: 461.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.0
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 48.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.14 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

467 1 628.8213 -19.13 2 35.8 42.8 0 19-31 K.VNVDAVGGEALGR.L QU:MU 1.14
WUP:QUP 0.16
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Protein 7: hemoglobin subunit alpha [Homo sapiens]
Accession: gi|4504345 Score: 438.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 50.7

No. of unique Peptides: 8
Quantitation
QU:MU Median: 0.55 CV: 45.17 % No. of Peptides: 3
WUP:QUP Median: 0.28 CV: 94.03 % No. of Peptides: 5

Alias proteins:
Accession Name Description
gi|4504347 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
hemoglobin subunit alpha [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

4 1 729.4098 -5.99 1 29.0 28.6 0 2-8 M.VLSPADK.T

31 2 586.3232 -24.65 2 29.3 50.8 1 2-12 M.VLSPADKTNVK.A WUP:QUP 0.72

146 11 765.3477 -30.12 2 31.6 78.8 0 18-32 K.VGAHAGEYGAEALER.M WUP:QUP 0.74
QU:MU 0.96

1126 1 544.1344 -264.30 2 42.3 39.7 0 33-41 R.MFLSFPTTK.T Oxidation: 1 WUP:QUP 0.19

1845 38 536.1590 -227.09 2 51.4 57.9 0 33-41 R.MFLSFPTTK.T

1189 4 917.4299 -21.44 2 45.0 51.1 0 42-57 K.TYFPHFDLSHGSAQVK.G QU:MU 0.50

592 6 544.3095 -13.04 2 37.4 51.7 1 92-100 K.LRVDPVNFK.L WUP:QUP 0.13
QU:MU 0.34

1648 39 626.8403 -33.03 2 48.9 80.4 0 129-140 K.FLASVSTVLTSK.Y WUP:QUP 0.13
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Protein 8: keratin, type I cytoskeletal 15 [Homo sapiens]
Accession: gi|24430190 Score: 385.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.2
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 16.0
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.36 CV: 29.32 % No. of Peptides: 2
WUP:QUP Median: 3.83 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

296 1 532.8004 -15.38 2 33.7 58.7 1 116-124 R.LASYLDKVR.A QU:MU 0.27

853 1 515.2848 -30.68 2 40.2 40.1 0 215-223 R.VLDELTLAR.T QU:MU 0.48
WUP:QUP 3.83
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Protein 9: serotransferrin precursor [Homo sapiens]
Accession: gi|4557871 Score: 352.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.0
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 18.2

No. of unique Peptides: 10
Quantitation
QU:MU Median: 1.30 CV: 33.87 % No. of Peptides: 7
WUP:QUP Median: 0.94 CV: 38.12 % No. of Peptides: 6

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

568 2 708.3474 -22.90 2 37.1 42.7 0 47-60 K.SVIPSDGPSVACVK.K Carbamidomethyl: 12 WUP:QUP 1.25
QU:MU 1.10

431 2 637.3141 -25.64 2 35.0 51.8 0 226-236 K.HSTIFENLANK.A WUP:QUP 0.82
QU:MU 1.39

302 1 850.4388 3.54 3 33.8 10.5 1 252-273 R.
KPVDEYKDCHLAQVPSHTVVAR.
S

Carbamidomethyl: 9 WUP:QUP 0.63

498 1 746.3968 18.25 2 36.2 42.7 1 298-310 K.SKEFQLFSSPHGK.D QU:MU 0.82

678 2 638.8051 -22.74 2 38.0 31.2 0 300-310 K.EFQLFSSPHGK.D QU:MU 2.12

172 3 761.3492 -29.85 2 31.0 78.7 1 372-384 R.LKCDEWSVNSVGK.I Carbamidomethyl: 3 QU:MU 1.29
WUP:QUP 0.57

255 1 863.4074 23.48 2 33.2 14.5 0 385-399 K.IECVSAETTEDCIAK.I Carbamidomethyl: 3, 12 WUP:QUP 1.20
QU:MU 0.93

840 1 853.8816 -5.85 2 40.5 22.5 0 516-530 K.LCMGSGLNLCEPNNK.E Carbamidomethyl: 2, 10

448 1 642.1562 -205.50 2 34.1 34.3 0 531-541 K.EGYYGYTGAFR.C QU:MU 1.94
WUP:QUP 1.54

845 1 766.3399 -10.08 2 39.0 23.0 0 684-696 K.CSTSSLLEACTFR.R Carbamidomethyl: 1, 10
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Protein 10: PREDICTED: alpha-2-macroglobulin isoform X1 [Homo sapiens]
Accession: gi|578822814 Score: 332.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 167.4
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.3

No. of unique Peptides: 12
Quantitation
QU:MU Median: 1.75 CV: 37.08 % No. of Peptides: 5
WUP:QUP Median: 0.63 CV: 31.85 % No. of Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

743 1 697.8370 -9.33 2 39.3 19.9 0 124-135 K.NEDSLVFVQTDK.S

1703 3 802.9034 -27.20 2 49.6 35.7 0 175-188 R.IAQWQSFQLEGGLK.Q WUP:QUP 1.07
QU:MU 1.50

2299 2 924.9110 -35.46 2 57.0 20.1 0 189-204 K.QFSFPLSSEPFQGSYK.V WUP:QUP 0.55
QU:MU 1.41

2052 5 574.7391 -130.69 2 54.0 26.2 0 361-370 R.QGIPFFGQVR.L
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

898 1 542.6752 -250.41 2 39.6 25.9 0 522-531 K.GHFSISIPVK.S

276 2 636.8299 -16.03 2 33.4 30.1 0 587-598 R.VTAAPQSVCALR.A Carbamidomethyl: 9 QU:MU 1.12

2461 2 942.5232 -4.52 2 59.1 21.9 0 824-841 R.VSVQLEASPAFLAVPVEK.E

305 2 558.6600 -261.38 2 32.5 48.3 0 854-863 R.QTVSWAVTPK.S WUP:QUP 0.48
QU:MU 2.34

189 1 605.6838 -232.96 2 31.2 17.9 0 935-945 K.LPPNVVEESAR.A WUP:QUP 0.55
QU:MU 2.98

2462 1 669.8332 5.93 2 59.1 43.0 0 1123-
1133

R.NALFCLESAWK.T Carbamidomethyl: 5

2729 1 783.4212 1.90 2 65.2 28.1 0 1148-
1162

K.ALLAYAFALAGNQDK.R

2649 1 973.5082 -44.93 2 64.0 15.9 1 1385-
1401

K.MVSGFIPLKPTVKMLER.S
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Protein 11: keratin, type I cytoskeletal 14 [Homo sapiens]
Accession: gi|15431310 Score: 315.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 14.2
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

88 1 713.3252 -37.61 2 30.0 39.9 0 42-56 R.APSTYGGGLSVSSSR.F

282 1 633.8578 31.13 2 33.5 20.5 1 202-211 R.TKYETELNLR.M

246 2 512.5147 -194.60 3 33.1 22.6 2 406-417 K.TRLEQEIATYRR.L
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Protein 12: titin isoform N2-A [Homo sapiens]
Accession: gi|291045225 Score: 283.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 3711.3
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 18
Quantitation
QU:MU Median: 1.93 CV: 119.44 % No. of Peptides: 2
WUP:QUP Median: 0.85 CV: 65.88 % No. of Peptides: 5
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

619 1 690.3860 77.00 2 37.3 10.5 0 4467-
4479

R.VTNEVGSSICSAR.V Carbamidomethyl: 10

2868 1 805.9212 74.64 2 66.3 17.2 0 5591-
5605

K.AQNEVGSDTCVCTVK.L Carbamidomethyl: 10

2735 1 1045.0652 51.04 2 64.6 11.1 1 6628-
6646

K.NDAGMRECSAVLTVLEPAR.I Carbamidomethyl: 8

1761 1 785.8716 -131.54 2 51.8 13.2 2 9274-
9287

K.IHVAISKRVEPPPK.V

1331 1 640.2131 -156.95 2 45.0 10.2 1 9719-
9728

K.EVTIMEEKER.A Oxidation: 5 WUP:QUP 1.16

1495 1 620.4184 75.49 3 48.4 11.8 2 10442-
10458

K.GPEISEKIIPPKKPPTK.V

1106 7 555.2011 -153.95 2 43.9 16.9 0 11321-
11331

K.GTAIFACDIAK.D

1925 1 661.3041 -146.74 2 54.4 13.5 1 12630-
12641

R.AAAHLTVIEKLR.I WUP:QUP 0.93

958 10 481.1097 -309.72 2 41.5 15.0 0 13135-
13142

K.TWVLATDR.A

1842 1 740.3191 -71.84 2 53.4 15.5 2 13621-
13633

K.GYIVERCPRGSDK.W WUP:QUP 2.11
QU:MU 0.75

2512 3 813.3358 -60.53 2 61.3 13.8 0 17073-
17085

R.VPDLLEGCQYEFR.V Carbamidomethyl: 8

2614 2 701.8585 19.90 2 62.7 22.1 1 27706-
27717

K.MVCSSVARTTFK.V Carbamidomethyl: 3; 
Oxidation: 1

69 1 731.7932 -168.95 2 30.8 10.2 1 28600-
28611

K.QLTFTVERLVEK.T

560 1 607.8375 45.47 2 37.0 10.1 1 29711-
29721

R.AQNEKGVSEPR.E WUP:QUP 0.40

658 1 677.6643 -16.40 3 38.2 11.8 2 31095-
31112

K.DAGFYVVCAKNRFGIDQK.T

2593 1 616.1731 -223.16 2 60.7 11.0 1 31970-
31979

R.MPYDVPEPRK.Y

2811 1 1052.5183 -55.98 2 65.6 16.6 0 32274-
32291

R.SLSPTYIELMRPVSELIR.S

27 1 731.6483 -99.39 3 29.3 11.9 2 32802-
32820

K.TNLQFMGQAFKSIHEKVSK.I WUP:QUP 0.49
QU:MU 4.95
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Protein 13: keratin, type II cytoskeletal 5 [Homo sapiens]
Accession: gi|119395754 Score: 273.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.3
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.7

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.06 CV: 13.88 % No. of Peptides: 2
WUP:QUP Median: 1.54 CV: 18.38 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

585 1 851.2523 -176.11 2 36.9 23.4 0 406-420 K.QCANLQNAIADAEQR.G Carbamidomethyl: 2 WUP:QUP 1.85
QU:MU 0.92

455 1 720.3680 11.23 2 35.7 13.9 0 560-576 R.GLGVGFGSGGGSSSSVK.F WUP:QUP 1.28
QU:MU 1.21
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Protein 14: annexin A1 [Homo sapiens]
Accession: gi|4502101 Score: 224.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.7
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 24.0

No. of unique Peptides: 5
Quantitation
QU:MU Median: 0.79 CV: 25.20 % No. of Peptides: 3
WUP:QUP Median: 1.22 CV: 0.79 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1254 2 786.0316 -32.49 3 45.3 18.2 0 30-53 K.
GGPGSAVSPYPTFNPSSDVAALHK.
A

QU:MU 0.59

2994 1 973.5095 -39.14 2 66.2 10.2 1 54-71 K.AIMVKGVDEATIIDILTK.R Oxidation: 3

422 1 631.7779 -41.67 2 35.3 82.8 0 114-124 K.TPAQFDADELR.A QU:MU 0.78
WUP:QUP 1.21

2959 4 851.9284 -21.25 2 65.8 81.3 0 129-144 K.GLGTDEDTLIEILASR.T

2421 1 775.8147 -125.84 2 58.5 32.3 0 215-228 K.GTDVNVFNTILTTR.S QU:MU 1.08
WUP:QUP 1.23
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Protein 15: actin, cytoplasmic 2 [Homo sapiens]
Accession: gi|4501887 Score: 217.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.8
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 18.4
No. of unique Peptides: 5

Quantitation
QU:MU Median: 0.66 CV: 11.30 % No. of Peptides: 2
WUP:QUP Median: 2.75 CV: 23.69 % No. of Peptides: 4

Alias proteins:
Accession Name Description
gi|316659409 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
actin, cytoplasmic 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

962 2 599.7074 -248.44 2 42.1 46.8 0 29-39 R.AVFPSIVGRPR.H WUP:QUP 3.30

1159 2 651.9980 -43.48 3 44.1 29.5 0 96-113 R.VAPEEHPVLLTEAPLNPK.A

1450 4 895.8455 -116.24 2 48.3 44.3 0 239-254 K.SYELPDGQVITIGNER.F WUP:QUP 3.60
QU:MU 0.59

563 1 581.2929 -34.36 2 37.0 51.0 0 316-326 K.EITALAPSTMK.I WUP:QUP 2.03

102 3 758.7219 -175.32 2 31.0 46.3 0 360-372 K.QEYDESGPSIVHR.K WUP:QUP 2.39
QU:MU 0.74
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Protein 16: keratin, type II cytoskeletal 2 epidermal [Homo sapiens]
Accession: gi|47132620 Score: 200.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 5.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

412 1 738.3807 -21.14 2 35.1 70.4 0 198-209 R.FLEQQNQVLQTK.W
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Protein 17: keratin, type II cytoskeletal 75 [Homo sapiens]
Accession: gi|153791158 Score: 197.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 8.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

300 1 678.9411 74.83 2 32.5 11.4 1 413-424 K.LVDLEEALQKAK.Q
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Protein 18: haptoglobin isoform 2 preproprotein [Homo sapiens]
Accession: gi|186910296 Score: 190.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.6

No. of unique Peptides: 4
Quantitation
QU:MU Median: 0.99 CV: 43.43 % No. of Peptides: 4
WUP:QUP Median: 0.74 CV: 66.89 % No. of Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

107 1 854.9264 -2.66 2 30.3 16.6 1 58-72 K.LRTEGDGVYTLNNEK.Q WUP:QUP 0.74
QU:MU 1.81

73 2 619.9745 -5.86 3 29.9 61.3 1 78-94 K.AVGDKLPECEAVCGKPK.N Carbamidomethyl: 9, 13 WUP:QUP 0.73
QU:MU 1.02

1754 7 645.8334 -54.84 2 50.3 65.3 0 157-168 K.DIAPTLTLYVGK.K QU:MU 0.94
WUP:QUP 0.32

741 2 602.2951 -44.79 2 39.2 47.7 0 333-342 K.VTSIQDWVQK.T QU:MU 0.56
WUP:QUP 1.76
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Protein 19: actin, aortic smooth muscle [Homo sapiens]
Accession: gi|4501883 Score: 174.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.0
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 19.9

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|213688375 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
actin, aortic smooth muscle [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2365 1 1015.4376 26.15 2 60.0 17.3 0 2-20 M.CEEEDSTALVCDNGSGLCK.A Carbamidomethyl: 11

1391 1 652.6877 2.54 3 47.5 15.3 0 98-115 R.VAPEEHPTLLTEAPLNPK.A



Detailed Protein Report

24 / 2208

Protein 20: lactotransferrin isoform 2 [Homo sapiens]
Accession: gi|312433998 Score: 170.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.1
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.6

No. of unique Peptides: 6
Quantitation
QU:MU Median: 0.73 CV: 42.10 % No. of Peptides: 3
WUP:QUP Median: 3.59 CV: 25.66 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

739 1 787.3768 -43.94 2 39.2 13.3 1 320-332 R.VVWCAVGEQELRK.C Carbamidomethyl: 4

1575 3 681.8469 -16.13 2 49.9 23.1 0 380-391 K.CGLVPVLAENYK.S Carbamidomethyl: 1

458 1 619.2938 -20.74 2 35.7 45.8 0 419-429 R.SDTSLTWNSVK.G QU:MU 1.20

593 1 904.3991 -2.21 2 37.4 38.9 0 476-491 R.SNLCALCIGDEQGENK.C Carbamidomethyl: 4, 7

2333 1 668.3646 18.05 2 59.0 28.6 0 543-554 K.LADFALLCLDGK.R Carbamidomethyl: 8 QU:MU 0.73
WUP:QUP 2.79

1229 1 790.3991 23.83 2 45.5 20.9 0 615-627 K.NLLFNDNTECLAR.L Carbamidomethyl: 10 WUP:QUP 4.62
QU:MU 0.44
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Protein 21: POTE ankyrin domain family member F [Homo sapiens]
Accession: gi|153791352 Score: 148.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.4
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 4.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1070 1 670.5538 205.94 2 43.5 10.8 2 152-162 K.VPRKDLIVMLR.D
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Protein 22: alpha-1-antitrypsin precursor [Homo sapiens]
Accession: gi|50363217 Score: 141.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 15.8
No. of unique Peptides: 3

Quantitation
QU:MU Median: 2.56 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.71 CV: 28.96 % No. of Peptides: 2

Alias proteins:
Accession Name Description
gi|189163542 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
alpha-1-antitrypsin precursor [Homo sapiens]

gi|189163540 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1-antitrypsin precursor [Homo sapiens]

gi|189163538 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1-antitrypsin precursor [Homo sapiens]

gi|189163536 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1-antitrypsin precursor [Homo sapiens]

gi|189163534 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1-antitrypsin precursor [Homo sapiens]

gi|189163532 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1-antitrypsin precursor [Homo sapiens]

gi|189163530 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1-antitrypsin precursor [Homo sapiens]

gi|189163528 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1-antitrypsin precursor [Homo sapiens]

gi|50363221 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1-antitrypsin precursor [Homo sapiens]

gi|50363219 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1-antitrypsin precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2521 1 821.3964 -47.50 2 61.5 24.3 0 50-63 K.ITPNLAEFAFSLYR.Q

2391 1 1287.6505 -18.34 2 58.2 20.0 0 126-149 R.
TLNQPDSQLQLTTGNGLFLSEGLK.
L

WUP:QUP 0.94

677 3 555.6562 -269.06 2 36.9 69.2 0 315-324 K.LSITGTYDLK.S QU:MU 2.56
WUP:QUP 0.53
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Protein 23: keratin, type II cytoskeletal 79 [Homo sapiens]
Accession: gi|32567786 Score: 140.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.8
Database Date: 2015-11-30 pI: 6.9
Modification(s): Oxidation Sequence Coverage [%]: 6.7

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.66 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

140 1 773.9092 30.36 2 31.7 10.7 2 1-13 -.MRSSVSRQTYSTK.G Oxidation: 1 QU:MU 0.66
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Protein 24: fibrinogen gamma chain isoform gamma-A precursor [Homo sapiens]
Accession: gi|70906437 Score: 122.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 10.8
No. of unique Peptides: 4

Quantitation
QU:MU Median: 1.76 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.36 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

127 1 757.2233 -190.62 2 30.5 61.4 0 135-146 R.YLQEIYNSNNQK.I QU:MU 1.76
WUP:QUP 0.36

1191 1 647.3732 -13.52 2 43.1 26.2 0 189-199 K.QSGLYFIKPLK.A

2104 2 841.8525 -155.05 2 54.7 23.4 0 259-273 K.IHLISTQSAIPYALR.V

353 1 559.1708 -172.44 2 34.1 11.9 0 274-282 R.VELEDWNGR.T
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Protein 25: transthyretin precursor [Homo sapiens]
Accession: gi|4507725 Score: 120.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 18.4
No. of unique Peptides: 3

Quantitation
QU:MU Median: 1.43 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1401 2 683.8722 -15.95 2 45.9 76.1 0 42-54 R.GSPAINVAVHVFR.K

594 2 761.8596 -3.46 2 37.4 15.4 1 55-68 R.KAADDTWEPFASGK.T QU:MU 1.43

810 1 697.8221 10.50 2 40.1 29.0 0 56-68 K.AADDTWEPFASGK.T
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Protein 26: neutrophil defensin 1 preproprotein [Homo sapiens]
Accession: gi|4758146 Score: 108.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.2
Database Date: 2015-11-30 pI: 7.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 19.1

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.71 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.65 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|124248516 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
neutrophil defensin 1 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

147 1 493.7604 4.77 2 31.8 52.9 0 70-78 R.IPACIAGER.R Carbamidomethyl: 4 QU:MU 0.71

108 3 559.2630 8.21 2 31.3 55.9 0 80-88 R.YGTCIYQGR.L Carbamidomethyl: 4 WUP:QUP 1.65
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Protein 27: laminin subunit alpha-2 isoform a precursor [Homo sapiens]
Accession: gi|28559088 Score: 104.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.7
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 8
Quantitation
QU:MU Median: 0.80 CV: 107.92 % No. of Peptides: 3
WUP:QUP Median: 1.64 CV: 49.37 % No. of Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2885 1 1023.0269 2.26 2 64.8 14.8 2 248-264 R.IRTLNADLMMFAHKDPR.E Oxidation: 9

2021 1 665.3031 -44.41 2 55.2 14.0 1 295-306 R.ACPLDPATNKSR.C Carbamidomethyl: 2 QU:MU 0.31

892 1 739.3524 121.81 2 39.5 10.1 0 1125-
1137

K.CSCSDQTGQCTCK.V Carbamidomethyl: 1, 10

1065 1 836.1966 -317.81 1 42.9 11.8 1 1756-
1762

K.KLFGESR.G

445 1 475.6547 -205.40 2 34.1 10.7 1 1810-
1817

K.NMTALEKK.K Oxidation: 2 WUP:QUP 1.03
QU:MU 2.57

1656 1 803.8745 -81.91 2 50.5 10.4 2 1969-
1982

K.GCLQKSFRILNEAK.K

1760 1 568.7537 -31.99 2 52.3 14.8 0 2146-
2156

K.VSVSSGGDCIR.T Carbamidomethyl: 9

2430 1 531.0471 -454.49 1 60.8 17.8 0 2291-
2295

K.ADAVR.V WUP:QUP 2.62
QU:MU 0.65
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Protein 28: heat shock protein beta-1 [Homo sapiens]
Accession: gi|4504517 Score: 97.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.8
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 21.5
No. of unique Peptides: 3

Quantitation
QU:MU Median: 0.88 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.40 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1772 7 582.3088 -9.00 2 50.5 62.7 0 28-37 R.LFDQAFGLPR.L

1635 1 953.4046 -99.49 2 50.2 22.4 0 172-188 K.LATQSNEITIPVTFESR.A WUP:QUP 2.40
QU:MU 0.88

2630 2 822.4504 42.56 2 63.7 12.6 1 189-205 R.AQLGGPEAAKSDETAAK.-



Detailed Protein Report

35 / 2208

Protein 29: apolipoprotein A-II preproprotein [Homo sapiens]
Accession: gi|4502149 Score: 97.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.2
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 32.0
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

457 3 578.8364 -24.29 2 35.7 60.5 1 68-77 K.SKEQLTPLIK.K

2890 1 1193.0548 -39.81 2 64.9 36.7 0 79-100 K.AGTELVNFLSYFVELGTQPATQ.-
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Protein 30: keratin, type II cytoskeletal 1 [Homo sapiens]
Accession: gi|119395750 Score: 94.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.0
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1554 1 692.3258 -33.18 2 49.6 24.5 0 186-197 K.SLNNQFASFIDK.V
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Protein 31: immunoglobulin lambda-like polypeptide 5 isoform 1 [Homo sapiens]
Accession: gi|295986608 Score: 94.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.0
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 23.8

No. of unique Peptides: 3
Quantitation
WUP:QUP Median: 0.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2042 1 1045.4503 -102.49 2 55.9 14.4 2 70-86 R.LLLQPSPQRADPRCWPR.G Carbamidomethyl: 14

1468 2 1022.0062 -16.69 2 48.0 16.1 0 113-131 K.ANPTVTLFPPSSEELQANK.A

1789 12 872.4180 -17.25 2 50.7 64.0 0 174-188 K.YAASSYLSLTPEQWK.S WUP:QUP 0.90
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Protein 32: PREDICTED: nesprin-2 isoform X8 [Homo sapiens]
Accession: gi|578825626 Score: 91.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 553.3
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 7
Quantitation
QU:MU Median: 0.75 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 6.20 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2639 1 686.8883 34.43 2 63.0 14.6 0 451-462 K.DENHLPLVPPNK.L

2757 1 849.0563 -8.59 3 65.6 10.4 0 696-717 K.
ATVEFSTDMSVELPENYNQNIK.
A

Oxidation: 9

2961 1 927.4882 -20.92 2 65.8 15.8 1 864-880 R.AQQLLGQRESPGELISK.H

133 1 679.8336 -94.89 2 31.4 13.6 1 2192-
2203

K.AQDLTSLLKELK.S WUP:QUP 6.20
QU:MU 0.75

1892 1 628.2831 -31.74 2 54.0 13.1 0 2204-
2214

K.SQGNYLLECTK.N

1662 1 882.4096 -80.38 2 51.0 13.3 2 3618-
3632

K.SEQFEELQSILKKGK.L

1911 1 568.7711 -62.35 2 52.2 11.0 1 4627-
4636

K.SLKAGLDYNR.S
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Protein 33: alpha-enolase isoform 1 [Homo sapiens]
Accession: gi|4503571 Score: 85.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.1
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 6.9
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.82 CV: 24.50 % No. of Peptides: 2
WUP:QUP Median: 1.59 CV: 16.64 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1942 1 902.8469 -142.55 2 54.2 18.2 0 33-50 R.AAVPSGASTGIYEALELR.D WUP:QUP 1.35
QU:MU 1.04

1618 5 713.3563 -14.47 2 50.5 67.0 0 270-281 R.YISPDQLADLYK.S WUP:QUP 1.87
QU:MU 0.64
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Protein 34: usherin isoform B [Homo sapiens]
Accession: gi|219842266 Score: 84.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 575.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 6
Quantitation
QU:MU Median: 1.49 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.15 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

449 1 565.3223 -66.47 2 35.3 13.2 1 200-209 K.VMTLGRILVK.K

2191 1 863.3484 -20.01 2 55.8 14.2 0 794-811 K.ACDCDTAGSLPGTVCNAK.T

2688 2 885.4613 98.77 2 63.8 13.3 0 838-851 R.QNNSFLCLPCNCDK.T Carbamidomethyl: 7, 10, 12

1593 1 1172.1148 23.38 2 50.1 15.7 0 3098-
3119

K.SNGTQITTVEDTPSDIPTPTIR.
G

864 1 471.1407 -194.52 2 39.2 18.2 0 3546-
3554

R.GTSLSFSDK.E

206 1 898.4111 -54.24 3 32.3 10.4 2 5085-
5108

K.
RMSPLNVYPPGENHMGLADTKIPR.
S

WUP:QUP 1.15
QU:MU 1.49
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Protein 35: PREDICTED: keratin, type I cytoskeletal 10 isoform X1 [Homo sapiens]
Accession: gi|530412176 Score: 84.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.3
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

348 1 806.4041 46.58 2 34.3 11.3 1 185-198 K.HGNSHQGEPRDYSK.Y
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Protein 36: trinucleotide repeat-containing gene 18 protein [Homo sapiens]
Accession: gi|169658378 Score: 83.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 314.3
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 4
Quantitation
QU:MU Median: 1.13 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.90 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578813684 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: trinucleotide repeat-containing gene 18 protein isoform 
X1 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1629 1 1052.2731 65.37 3 50.1 21.1 1 271-302 K.
TKNAALQPSVLTMCNGGAGDVGLPALVAEAGR.
G

Carbamidomethyl: 14; 
Oxidation: 13

2682 1 734.8888 -6.21 2 63.7 11.3 2 1642-
1655

K.LKSPFKFSDSAGGK.S

177 1 613.7776 -171.05 2 31.9 22.8 1 1787-
1797

R.TLKPKPATSRK.Q WUP:QUP 1.90
QU:MU 1.13

1643 1 713.3402 -67.63 2 50.8 15.8 2 2464-
2476

K.LDHEGVTSPKSKK.A
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Protein 37: zinc finger protein 622 [Homo sapiens]
Accession: gi|15529978 Score: 81.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.2
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 16.1

No. of unique Peptides: 6
Quantitation
QU:MU Median: 0.93 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.47 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2592 1 822.7237 16.97 3 62.4 10.6 2 1-20 -.MATYTCITCRVAFRDADMQR.A Carbamidomethyl: 6, 9

2687 2 973.5040 65.98 2 64.7 14.9 2 15-29 R.DADMQRAHYKTDWHR.Y Oxidation: 4 WUP:QUP 1.47
QU:MU 0.93

1830 3 938.9541 -36.71 2 51.2 19.3 2 34-50 R.RKVASMAPVTAEGFQER.V

1757 1 560.2452 1.92 2 52.3 12.6 0 64-74 K.GSATYCTVCSK.K

2237 1 753.3462 -49.90 2 56.3 10.4 1 299-311 K.VGVGKICLWCNEK.G Carbamidomethyl: 7

1586 1 480.6461 -220.76 2 49.5 14.0 1 395-401 R.SLMRYYK.Q
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Protein 38: PREDICTED: dynein heavy chain 5, axonemal isoform X1 [Homo sapiens]
Accession: gi|530378724 Score: 79.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 526.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 4
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1349 1 991.5669 90.75 3 47.0 28.2 1 1947-
1976

R.CYITLAQALGMSMGGAPAGPAGTGKTETTK.D Carbamidomethyl: 1; 
Oxidation: 11, 13

2802 1 849.0671 -21.12 3 66.2 12.2 2 1999-
2021

R.GLGRIFKGLAQSGSWGCFDEFNR.I

78 1 529.5845 -42.73 3 29.9 11.4 2 3729-
3741

R.THLMEDVTANKRR.M Oxidation: 4

2750 1 905.4797 -0.39 2 65.5 16.2 2 3993-
4008

R.TIAQARKYIVDSMGEK.Y
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Protein 39: coiled-coil domain-containing protein 168 [Homo sapiens]
Accession: gi|226246554 Score: 79.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 801.4
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 6
Quantitation
QU:MU Median: 3.74 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.50 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2367 1 805.3600 -33.80 2 60.0 10.6 0 1883-
1897

K.CLQTQNGTICTVNSK.L

270 1 642.3049 -15.58 2 33.4 11.3 0 2241-
2251

R.QNLDGHITEEK.E QU:MU 3.74
WUP:QUP 0.50

2490 1 610.2540 -89.47 2 61.1 10.6 2 3706-
3716

K.QEGKMQEGKGK.S

1634 1 803.8641 -92.41 2 50.2 10.9 0 5427-
5440

K.MCILFSKPLPSNLK.L Oxidation: 1

2371 8 974.2361 79.07 3 60.1 12.7 2 5658-
5682

R.
DEDIYFTGFGTIRSGKRPEWLFTGK.
K

1685 1 916.4063 -73.78 2 50.8 10.7 2 6846-
6860

R.ECRKETLIITPPSCK.S Carbamidomethyl: 2, 14



Detailed Protein Report

56 / 2208

Protein 40: hemoglobin subunit epsilon [Homo sapiens]
Accession: gi|4885393 Score: 77.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.2
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 15.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2297 6 596.8075 -111.81 2 57.0 16.1 0 134-145 K.LVSAVAIALAHK.Y
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Protein 41: PREDICTED: DNA-directed RNA polymerase, mitochondrial isoform X1 [Homo 
sapiens]

Accession: gi|530425287 Score: 77.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.4

No. of unique Peptides: 4
Quantitation
QU:MU Median: 1.41 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.07 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

3 1 1244.4602 -117.14 2 28.9 10.3 1 41-65 R.
GPVGWPGAACVMSALCWGRGAAGLK.
R

Carbamidomethyl: 10; 
Oxidation: 12

77 1 793.8731 -24.51 2 29.9 14.5 1 158-172 K.VQMGAKDATPVPCGR.W Carbamidomethyl: 13

2861 1 682.6750 3.46 3 66.2 16.6 0 584-601 K.YLCLLASDAEVPEPCLPR.Q Carbamidomethyl: 3

390 1 685.3636 4.04 2 34.8 10.5 0 1043-
1054

K.QTVMTVVYGVTR.Y Oxidation: 4 WUP:QUP 1.07
QU:MU 1.41
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Protein 42: obscurin isoform b [Homo sapiens]
Accession: gi|403501446 Score: 77.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 867.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.7
No. of unique Peptides: 5

Quantitation
QU:MU Median: 0.57 CV: 58.49 % No. of Peptides: 2
WUP:QUP Median: 1.62 CV: 48.00 % No. of Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1991 1 643.3110 -83.65 2 54.8 19.9 2 338-347 K.RLQDLEVREK.E WUP:QUP 2.55
QU:MU 0.33

961 1 512.1292 -217.77 2 42.1 10.5 0 872-880 R.VGEDSVDFR.L WUP:QUP 1.03
QU:MU 0.98

2661 2 686.8980 -30.78 2 63.3 13.1 2 881-892 R.LRVSEPKVVFAK.E

2091 1 709.3658 -116.08 2 56.0 20.8 2 5981-
5992

R.KYLLQARTAIIK.S

2727 1 846.9286 -83.14 2 65.2 13.0 2 7693-
7708

K.ASGRALAAKIIPYHPK.D
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Protein 43: PREDICTED: ceruloplasmin isoform X3 [Homo sapiens]
Accession: gi|578807065 Score: 75.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2714 5 735.4243 1.19 2 65.0 45.6 0 188-201 K.DIASGLIGPLIICK.K Carbamidomethyl: 13

2789 2 788.4137 -22.96 2 65.3 30.2 0 888-901 K.DLYSGLIGPLIVCR.R Carbamidomethyl: 13
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Protein 44: probable helicase senataxin [Homo sapiens]
Accession: gi|113722133 Score: 74.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 302.7
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 5
Quantitation
QU:MU Median: 0.43 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

896 1 576.9688 -1.76 3 41.3 12.0 1 679-694 K.LEDHLLAGSCLKQSSK.N

2700 1 856.9282 -25.41 2 64.9 12.2 2 853-867 K.NGEQKSQNNVLPKEK.Q QU:MU 0.43

160 1 896.7503 -91.72 3 31.7 17.5 1 1573-
1597

K.
AADEDVFRKPGLPPPASKPLRPTTK.
I

1617 1 781.3954 -38.20 2 48.5 10.2 1 1613-
1627

K.SLETSSALSPSLKNK.S

2158 1 682.2802 -2.49 3 57.4 22.7 1 2220-
2235

K.AQEYGYDQSMMARFCR.L Carbamidomethyl: 15; 
Oxidation: 10, 11
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Protein 45: glyceraldehyde-3-phosphate dehydrogenase isoform 2 [Homo sapiens]
Accession: gi|378404908 Score: 73.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.6

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.52 CV: 14.71 % No. of Peptides: 2
WUP:QUP Median: 2.83 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

676 3 917.4657 2.44 2 38.0 53.0 0 104-120 K.IISNASCTTNCLAPLAK.V Carbamidomethyl: 7, 11 WUP:QUP 2.83
QU:MU 0.45

1648 4 882.4064 1.76 2 50.9 20.6 0 268-281 K.LISWYDNEFGYSNR.V QU:MU 0.61
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Protein 46: dynein heavy chain 9, axonemal isoform 2 [Homo sapiens]
Accession: gi|114155133 Score: 73.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 511.6
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.1
No. of unique Peptides: 4

Quantitation
QU:MU Median: 0.47 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.21 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2873 2 731.8707 -28.75 2 66.4 25.7 1 1075-
1086

R.LEPIKVFDGWMK.I

1912 2 634.8166 -103.44 2 54.3 17.9 0 2134-
2144

K.VVQLEELLAVR.H WUP:QUP 2.21
QU:MU 0.47

54 1 796.7965 -120.13 2 30.4 11.9 0 3448-
3461

R.MSVENATILINCER.W

1679 4 648.2912 -180.05 2 51.3 17.9 0 4475-
4486

K.WVLAGVALLLQI.-
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Protein 47: PREDICTED: histone-lysine N-methyltransferase 2A isoform X1 [Homo sapiens]
Accession: gi|578822195 Score: 72.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 323.9
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 5
Quantitation
QU:MU Median: 2.24 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.78 CV: 38.96 % No. of Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1751 1 1061.1573 33.03 3 51.7 15.9 2 144-170 R.
SRRCGQCPGCQVPEDCGVCTNCLDKPK.
F

Carbamidomethyl: 4, 10, 16, 
19, 22

908 1 541.3264 90.29 3 41.4 12.3 2 242-256 R.EDPAPKKSSSEPPPR.K WUP:QUP 0.54
QU:MU 2.24

1836 13 682.2601 12.95 3 52.8 16.3 1 567-582 K.CYDDDDYESKMMQCGK.C Carbamidomethyl: 1, 14

53 1 1096.9888 -34.10 2 30.4 17.5 1 1264-
1284

R.
TVVTVGNKNSHLDGSSSSEMK.
Q

Oxidation: 20

395 1 625.3909 142.58 2 34.6 10.9 2 2950-
2960

K.LPCNCGAKKCR.K Carbamidomethyl: 5 WUP:QUP 1.14
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Protein 48: PREDICTED: ankyrin repeat domain-containing protein 11 isoform X4 [Homo sapiens]
Accession: gi|578828959 Score: 72.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 286.8
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 6
Quantitation
QU:MU Median: 1.14 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

793 1 1105.5255 -96.76 2 39.9 11.9 2 167-187 R.KGETPLKVANSPTMVNLLLGK.
G

462 1 475.6124 -248.29 2 34.3 11.4 1 1171-
1179

K.SSRSADAEK.S QU:MU 1.14

2600 1 741.8765 -22.04 2 62.5 14.8 2 1379-
1390

R.DRHADGLLRHHR.D

255 1 501.2790 -48.16 2 31.9 12.8 2 1426-
1434

R.LGDAKLKEK.F

2267 1 937.3359 -108.02 2 56.7 10.6 1 1471-
1486

R.EKLLGDGDLMMTSFER.M Oxidation: 10, 11

1507 1 619.9684 9.93 3 48.5 11.3 1 1471-
1486

R.EKLLGDGDLMMTSFER.M Oxidation: 11
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Protein 49: dynein heavy chain 1, axonemal [Homo sapiens]
Accession: gi|197927452 Score: 71.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 487.2
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 4
Quantitation
QU:MU Median: 1.67 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.04 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578805960 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dynein  heavy  chain  1,  axonemal  isoform  X1  [Homo  
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1891 2 918.3580 -147.46 2 53.5 15.4 2 559-574 K.DSWISSLKVAMRSSLR.D WUP:QUP 1.04

178 1 715.8622 76.35 2 31.9 12.3 0 2496-
2506

R.CMEQWEVTFNK.V Oxidation: 2 QU:MU 1.67

2816 1 788.8905 -16.60 2 65.6 10.2 1 3081-
3094

R.LREVEDGIATMQAK.Y Oxidation: 11

51 1 706.3163 -75.95 3 30.3 15.4 2 3699-
3718

K.KLSAISLGQGQGPRAEAMMR.
S

Oxidation: 18
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Protein 50: protocadherin Fat 2 precursor [Homo sapiens]
Accession: gi|13787217 Score: 71.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 479.0
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 1.7
No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578810809 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protocadherin Fat 2 isoform X1 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2633 1 741.3552 -72.85 2 63.0 15.7 1 71-83 R.YRIISGDVANVFK.T

1721 1 1030.6326 87.08 2 51.3 16.6 1 993-1011 R.AGYNLSLWASDGGRPLARR.T

65 2 1096.9820 -88.55 2 30.5 12.9 2 3376-
3395

K.GELQVAKALDREQASSYSLK.L
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Protein 51: PREDICTED: protein AHNAK2 isoform X1 [Homo sapiens]
Accession: gi|530403029 Score: 69.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 605.3
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 5
Quantitation
QU:MU Median: 1.02 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2046 1 596.7306 -219.53 2 56.0 16.0 2 384-393 R.VRVHDLKTPK.F QU:MU 1.02

267 1 862.8828 -39.08 2 33.3 11.9 1 1375-
1389

R.LEEDMSLADKDLTTK.D Oxidation: 5

738 1 769.3703 -105.01 2 39.2 11.2 2 3308-
3321

K.SPQVDIKGPKLDLK.V

1307 2 926.0984 -40.13 3 46.5 19.2 1 3391-
3417

R.
SIEASLDVSAPKVEADVSLSSMQGDLK.
A

1329 1 1023.0254 -12.68 2 46.8 11.6 1 5662-
5679

R.VMVTSAARTELILPEQDR.K Oxidation: 2
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Protein 52: 14-3-3 protein zeta/delta [Homo sapiens]
Accession: gi|4507953 Score: 69.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.7
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.0

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530389321 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: 14-3-3 protein zeta/delta isoform X4 [Homo sapiens]

gi|530389319 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: 14-3-3 protein zeta/delta isoform X3 [Homo sapiens]

gi|530389317 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: 14-3-3 protein zeta/delta isoform X2 [Homo sapiens]

gi|208973244 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

14-3-3 protein zeta/delta [Homo sapiens]

gi|208973242 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

14-3-3 protein zeta/delta [Homo sapiens]

gi|208973240 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

14-3-3 protein zeta/delta [Homo sapiens]

gi|208973238 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

14-3-3 protein zeta/delta [Homo sapiens]

gi|21735625 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

14-3-3 protein zeta/delta [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2739 1 709.8489 -20.41 2 64.6 22.3 0 92-103 R.DICNDVLSLLEK.F Carbamidomethyl: 3

2725 2 595.3333 -1.39 2 65.2 47.3 0 213-222 K.DSTLIMQLLR.D
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Protein 53: voltage-dependent P/Q-type calcium channel subunit alpha-1A isoform 3 [Homo 
sapiens]

Accession: gi|187828880 Score: 69.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 256.6
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 5
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

35 2 796.7935 -124.10 2 29.4 12.9 0 12-31 R.YGGGGSGAAAGVVVGSGGGR.G

2300 2 822.4329 20.49 2 57.1 15.3 1 1124-
1139

R.RTPNNPGNPSNPGPPK.T

118 1 753.3697 -54.70 2 31.4 13.4 0 1533-
1546

R.ACIDFAISAKPLTR.H

2664 1 701.8434 -53.81 2 63.4 12.1 0 1741-
1751

R.TFFQALMLLFR.S Oxidation: 7

2837 1 913.4693 21.67 1 64.1 15.5 1 1869-
1876

K.CPHRVACK.R
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Protein 54: PREDICTED: striated muscle preferentially expressed protein kinase isoform X4 
[Homo sapiens]

Accession: gi|530369685 Score: 68.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 339.0
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.69 CV: 86.96 % No. of Peptides: 2
WUP:QUP Median: 1.26 CV: 205.34 % No. of Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

661 2 480.6345 -248.82 2 37.8 10.5 1 10-17 R.FQKTGHSR.R QU:MU 1.46
WUP:QUP 0.35

146 1 531.9457 -37.14 3 31.8 25.5 2 1936-
1950

R.GPLLESLGGRARDPR.M WUP:QUP 4.55
QU:MU 0.33

43 1 796.8047 -128.81 2 30.2 14.7 2 2824-
2837

R.FGVVRACRENATGR.T Carbamidomethyl: 7
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Protein 55: PREDICTED: collagen alpha-1(XIV) chain isoform X1 [Homo sapiens]
Accession: gi|530389313 Score: 67.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.8
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 4
Quantitation
QU:MU Median: 2.11 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.41 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2684 5 673.3700 31.83 2 63.7 19.1 0 208-218 R.IEWHLNAFSTK.D

74 1 809.3972 -57.78 2 30.6 10.2 1 740-754 R.NLVVGDETTSSLRVK.W WUP:QUP 0.41
QU:MU 2.11

834 1 683.9031 -31.20 2 40.0 13.1 1 1133-
1145

R.GIPKVIVVITDGR.S

2428 2 637.7139 -201.25 2 58.6 10.6 1 1371-
1381

K.VVIDCKQVGEK.A Carbamidomethyl: 5
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Protein 56: DNA-dependent protein kinase catalytic subunit isoform 2 [Homo sapiens]
Accession: gi|126032350 Score: 66.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 465.2
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 5
Quantitation
QU:MU Median: 0.97 CV: 59.76 % No. of Peptides: 2
WUP:QUP Median: 2.35 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1135 1 473.1745 -251.80 2 44.3 15.1 0 1643-
1651

K.MAVLALLAK.I Oxidation: 1 QU:MU 0.56

9 1 798.7834 5.94 3 29.1 17.8 2 2314-
2334

K.EVYAAAAEVLGLILRYVMERK.
N

935 1 512.1405 -273.82 2 41.8 10.3 0 2434-
2441

K.VCLDIIYK.M Carbamidomethyl: 2 WUP:QUP 2.35
QU:MU 1.68

272 1 898.1750 46.75 3 33.4 12.1 2 3030-
3050

K.IWSEPFYQETYLPYMIRSKLK.L

2214 1 722.7106 -205.39 2 56.0 11.5 2 3236-
3247

K.FSMKMKMIDSAR.K
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Protein 57: semaphorin-5B isoform 3 precursor [Homo sapiens]
Accession: gi|373432662 Score: 65.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.0
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2242 7 682.6902 75.49 3 58.4 22.5 2 113-129 R.SCQSKGKTEEECQNYVR.V Carbamidomethyl: 2

1478 1 1061.4566 -34.44 2 48.1 20.8 0 765-785 R.TCPADGSGSCDTDALVEVLLR.S
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Protein 58: chromodomain-helicase-DNA-binding protein 2 isoform 1 [Homo sapiens]
Accession: gi|118421089 Score: 65.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.2
Database Date: 2015-11-30 pI: 8.8
Modification(s): Oxidation Sequence Coverage [%]: 4.0

No. of unique Peptides: 5
Quantitation
QU:MU Median: 1.42 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.05 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2644 1 913.4624 -16.46 2 63.1 14.1 1 743-759 K.GTRGSTSGFLNIVMELK.K Oxidation: 14

1777 2 1022.8922 -139.78 2 52.6 14.7 2 932-948 K.KMVLDHLVIQRMDTTGR.T Oxidation: 2, 12

1792 1 898.7912 -12.20 3 52.2 11.6 1 1212-
1234

K.
ISGVQVNVKSIIQHEEEFEMLHK.
S

2192 1 885.2814 -167.85 2 57.8 12.6 0 1221-
1234

K.SIIQHEEEFEMLHK.S

1619 1 1015.0002 -35.61 2 50.0 12.7 2 1531- R.RNLWIFVSKFTEFDAR.K WUP:QUP 1.05
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1546 QU:MU 1.42
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Protein 59: voltage-dependent P/Q-type calcium channel subunit alpha-1A isoform 4 [Homo 
sapiens]

Accession: gi|187828892 Score: 65.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 282.4
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2706 1 741.8621 -28.64 2 64.1 11.6 2 2371-
2384

R.VPGPARSESPRACR.H
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Protein 60: PREDICTED: CDK5 regulatory subunit-associated protein 2 isoform X4 [Homo 
sapiens]

Accession: gi|578817652 Score: 64.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.3
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 4
Quantitation
QU:MU Median: 1.34 CV: 15.04 % No. of Peptides: 2
WUP:QUP Median: 0.32 CV: 8.26 % No. of Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

93 1 529.5810 3.65 3 30.1 13.6 1 271-283 K.ERETEAAQMEHQK.E WUP:QUP 0.30
QU:MU 1.55

2305 1 937.4652 -77.24 2 57.1 11.9 1 906-921 R.LPILIKPSRSLGNMYR.L Oxidation: 14

268 2 501.1673 -209.52 2 32.1 13.8 1 1589-
1597

K.EQLARGAEK.A WUP:QUP 0.35
QU:MU 1.15

667 1 575.7990 -26.64 2 38.3 15.2 1 1756- K.LTLEEAYRR.L
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1764
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Protein 61: PREDICTED: E3 ubiquitin-protein ligase UBR4 isoform X11 [Homo sapiens]
Accession: gi|578798772 Score: 64.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 574.7
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 4
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

270 1 530.5999 -29.12 3 33.1 13.6 2 1777-
1790

K.VADEEKPKKSSLCR.T

1928 1 917.3279 -102.08 2 54.5 15.2 1 2608-
2623

K.LPQMETGMDEGKEPQK.Q Oxidation: 4

1934 1 745.7866 -161.90 2 54.6 10.5 1 3240-
3252

R.DLHTLDSHVRGIK.K

375 1 878.7841 3.73 3 34.7 12.0 2 4668-
4690

K.VFLDCFCKIAAGIKNNSNGHQLK.D Carbamidomethyl: 5, 7
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Protein 62: centromere protein F [Homo sapiens]
Accession: gi|55770834 Score: 64.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 357.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2707 1 821.4735 62.12 2 64.1 11.9 2 301-314 R.LQGHEKEMKGQVNK.F Oxidation: 8

1276 1 917.4679 30.80 2 46.1 11.7 0 2267-
2283

K.ELNEAVAALCGDQEIMK.A

552 1 600.8199 -67.28 2 35.3 13.6 1 2316-
2325

K.KQLCVLQQLK.E
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Protein 63: Alstrom syndrome protein 1 [Homo sapiens]
Accession: gi|110349786 Score: 64.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 460.9
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 2
Quantitation
QU:MU Median: 2.56 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.53 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

881 1 555.8212 17.82 2 40.6 26.2 0 1219-
1229

K.VSPVLGPADQK.T QU:MU 2.56
WUP:QUP 0.53

1890 1 1036.8846 -93.94 2 54.0 16.6 2 2503-
2519

R.NAEEEESRVRAHAWNMK.F Oxidation: 16
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Protein 64: PREDICTED: Golgin subfamily A member 4 isoform X7 [Homo sapiens]
Accession: gi|530372330 Score: 64.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 259.0
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 5
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

362 2 539.2298 -100.57 2 33.2 13.3 1 947-955 K.AKEMQETLK.K

2557 1 715.3634 85.34 2 61.9 10.2 1 1479-
1490

R.FDCLKGEMEDDK.S

2790 2 683.3645 24.15 3 65.3 12.8 1 1813-
1829

K.QNLENVFDDVQKTLQEK.E

190 1 716.5084 147.04 2 32.1 12.0 2 1840-
1851

K.IKELDSCLVRQK.E

1522 1 620.4115 154.27 3 48.7 15.7 2 1850-
1864

R.QKEVHRVEMEELTSK.Y Oxidation: 9
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Protein 65: smoothelin isoform e [Homo sapiens]
Accession: gi|333360860 Score: 63.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1663 1 1044.8761 -92.00 2 50.6 17.6 1 1-20 -.MGGMGTPGDLHAACPSTTRR.D Carbamidomethyl: 14; 
Oxidation: 1
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Protein 66: PREDICTED: 14-3-3 protein epsilon isoform X1 [Homo sapiens]
Accession: gi|530410617 Score: 63.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.4
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 11.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578840292 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: 14-3-3 protein epsilon isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2589 1 1045.0814 94.73 2 62.4 16.1 2 13-29 K.LAEQAERYDEMVESMKK.V Oxidation: 11, 15
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Protein 67: PREDICTED: dynein heavy chain 10, axonemal isoform X1 [Homo sapiens]
Accession: gi|530401632 Score: 63.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 528.4
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 4
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1643 1 938.9588 -53.24 2 50.3 11.9 2 624-639 R.SAEAAFDMLLKFKHIR.S

2459 1 1045.2266 -235.83 1 61.2 14.2 0 940-948 R.ASDVDHMVR.W Oxidation: 7

2662 1 835.4217 30.04 2 61.6 11.7 1 2634-
2646

K.RLLVFMDDMNMPR.V Oxidation: 6, 9

1556 1 502.7809 -7.71 2 49.7 11.3 1 3742-
3750

K.ATEVSEKLK.L
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Protein 68: 14-3-3 protein sigma [Homo sapiens]
Accession: gi|5454052 Score: 62.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 4.5

Sequence Coverage [%]: 11.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2035 3 1051.3758 -123.72 2 55.8 15.4 2 10-27 K.AKLAEQAERYEDMAAFMK.G
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Protein 69: dynein heavy chain 2, axonemal [Homo sapiens]
Accession: gi|75677365 Score: 62.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 507.4
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 5

Alias proteins:
Accession Name Description
gi|530409951 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dynein  heavy  chain  2,  axonemal  isoform  X1  [Homo  
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

271 1 701.3595 -80.46 2 33.1 11.1 2 1681-
1692

K.VMKKNQVSILNK.Y

2974 1 826.4375 -16.40 2 65.9 10.8 2 1693-
1706

K.YSEAIRGNLTKIMR.L

1377 1 976.4425 -17.17 2 46.8 10.3 1 2078-
2095

R.HSTMIVGCTGSGKTASWR.I Carbamidomethyl: 8; 
Oxidation: 4

2410 1 1023.8441 -100.67 2 60.0 14.9 2 4373-
4389

K.KSAKGMYSCPCYYYPNR.A Oxidation: 6

2695 1 1044.5484 84.19 2 63.9 15.3 2 4373-
4389

K.KSAKGMYSCPCYYYPNR.A Carbamidomethyl: 9
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Protein 70: PREDICTED: nebulin isoform X22 [Homo sapiens]
Accession: gi|530370465 Score: 62.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 961.5
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 3



Detailed Protein Report

128 / 2208



Detailed Protein Report

129 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

457 2 544.7651 77.28 2 35.3 13.1 0 646-654 K.SMNYCETPK.Y Oxidation: 2

2640 1 701.8709 47.97 2 63.1 10.8 0 6260-
6270

R.CQYILSDLEYR.H

2657 1 994.4910 10.30 2 63.3 10.6 1 8000-
8015

K.LNQENFSSVLYKENMR.K Oxidation: 15
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Protein 71: small proline-rich protein 2A [Homo sapiens]
Accession: gi|5174693 Score: 62.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 8.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 36.1

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.33 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.12 CV: 29.24 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2928 1 724.8814 36.56 2 65.4 11.5 0 10-22 K.QPCQPPPVCPTPK.C Carbamidomethyl: 3

88 3 753.3275 -50.62 2 30.8 36.7 0 10-22 K.QPCQPPPVCPTPK.C Carbamidomethyl: 3, 9 WUP:QUP 1.49
QU:MU 1.33

171 1 729.5012 195.91 2 31.9 13.8 0 54-66 K.YPPVTPSPPCQSK.Y Carbamidomethyl: 10 WUP:QUP 0.84
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Protein 72: PREDICTED: UDP-glucose:glycoprotein glucosyltransferase 1 isoform X1 [Homo 
sapiens]

Accession: gi|578804601 Score: 60.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.5
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.9

No. of unique Peptides: 5

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1283 1 882.7587 -117.26 2 45.6 10.6 1 1-18 -.MGCKGDASGACAAGVCYK.M Carbamidomethyl: 11; 
Oxidation: 1

1565 1 1018.8365 -18.21 3 49.3 12.6 2 611-637 R.KEARGYYEQTGVGPLPVVLFNGMPFER.E

1888 1 600.2525 -61.03 3 53.5 13.2 0 638-652 R.EQLDPDELETITMHK.I

2009 1 599.9210 -67.30 3 53.5 11.7 1 1014-
1028

R.VFMNCQSKLSDMPLK.S Carbamidomethyl: 5



Detailed Protein Report

132 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2056 1 973.8963 -78.49 2 54.1 12.8 0 1033-
1049

R.YVLEPEISFTSDNSFAK.G
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Protein 73: PREDICTED: biorientation of chromosomes in cell division protein 1-like 1 isoform X1 
[Homo sapiens]

Accession: gi|530376284 Score: 60.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 335.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.83 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.83 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1228 1 954.9820 37.30 2 45.5 23.8 0 658-674 R.TSTPVIMEGVQEETDTR.D Oxidation: 7 QU:MU 0.83
WUP:QUP 1.83

2965 1 557.6376 40.39 3 65.8 10.0 2 2881-
2894

K.YPVETTLKMKDDSK.T Oxidation: 9



Detailed Protein Report

136 / 2208

Protein 74: PREDICTED: striated muscle preferentially expressed protein kinase isoform X14 
[Homo sapiens]

Accession: gi|578803490 Score: 59.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 283.5
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.74 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

257 1 765.3459 -79.23 2 33.2 16.1 0 2578-
2592

R.SESVPSLGLEAAIEK.L WUP:QUP 0.74
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Protein 75: myosin-9 [Homo sapiens]
Accession: gi|12667788 Score: 59.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 226.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2655 1 822.4643 30.49 2 64.2 12.9 2 1213-
1226

K.ANLEKAKQTLENER.G

187 1 849.4195 -61.73 2 32.3 21.9 2 1358- K.QIATLHAQVADMKKK.M Oxidation: 12
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1372

2426 1 625.6164 -235.71 2 60.8 13.5 0 1593-
1602

R.EMEAELEDER.K
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Protein 76: 14-3-3 protein eta [Homo sapiens]
Accession: gi|4507951 Score: 59.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.2
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 11.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2722 1 1044.5326 52.39 2 65.2 11.7 2 11-28 R.ARLAEQAERYDDMASAMK.A Oxidation: 13, 17
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Protein 77: fibronectin isoform 6 preproprotein [Homo sapiens]
Accession: gi|47132549 Score: 59.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 239.5
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1763 1 1044.9953 44.20 2 51.9 16.6 1 534-550 K.RHEEGHMLNCTCFGQGR.G Carbamidomethyl: 10, 12

2765 1 904.4689 14.28 2 65.7 16.9 0 923-938 K.VTIMWTPPESAVTGYR.V

1706 1 796.3662 -51.72 2 51.1 15.3 0 1525-
1539

R.GDSPASSKPISINYR.T
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Protein 78: polyribonucleotide nucleotidyltransferase 1, mitochondrial precursor [Homo sapiens]
Accession: gi|188528628 Score: 58.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.9
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 5.5
No. of unique Peptides: 3

Quantitation
WUP:QUP Median: 0.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2849 8 973.4915 -40.84 2 64.3 15.3 2 120-136 R.EIGTSDKEILTSRIIDR.S

80 1 586.3280 116.43 2 30.9 28.4 0 369-378 R.NVSCEVDMFK.T WUP:QUP 0.72

2737 1 885.4690 -31.70 2 64.6 15.2 1 751-766 K.VLQSPATTVVRTLNDR.S
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Protein 79: ATP-binding cassette sub-family A member 3 [Homo sapiens]
Accession: gi|116734710 Score: 58.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.2
Database Date: 2015-11-30 pI: 8.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.87 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.16 CV: 176.78 % No. of Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

198 1 424.2139 -143.01 3 32.2 15.7 1 672-684 R.KLSIGIALIAGSK.V

32 1 877.8644 -76.86 2 29.3 10.4 1 739-753 K.GELQCCGSSLFLKQK.Y Carbamidomethyl: 5, 6 WUP:QUP 0.35

535 3 607.3148 34.29 2 36.7 32.6 0 988-998 K.DALQAEGQEPR.E QU:MU 0.87
WUP:QUP 3.82
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Protein 80: sp110 nuclear body protein isoform a [Homo sapiens]
Accession: gi|190343010 Score: 58.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.3
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 10.2
No. of unique Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1618 1 882.8999 95.52 3 48.5 11.3 2 374-398 R.VTQGAASPGHGIQEKLQVVDKVTQR.K

220 1 978.1311 -3.65 3 32.7 10.8 2 482-507 K.HGSSVKCIRNEDGTWLTPNEFEVEGK.G

1829 1 781.3008 -84.17 2 53.2 11.5 2 569-580 K.RMLWSCTFCRMK.R

2660 1 484.7692 52.33 2 61.6 14.6 1 639-645 R.DMRLMFR.N



Detailed Protein Report

150 / 2208

Protein 81: filaggrin [Homo sapiens]
Accession: gi|60097902 Score: 58.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 434.9
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 1.5
No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2478 1 589.2111 -88.51 2 60.9 15.3 1 898-907 R.NEEQSRDGSR.H

46 1 731.3139 -20.71 3 30.3 16.4 1 3577-
3596

R.HPTSHHEDRAGHGHSAESSR.Q

371 1 938.4376 1.41 2 34.6 15.1 2 3797-
3814

R.SDASHGQSGSRSASRETR.N
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Protein 82: desmoplakin isoform I [Homo sapiens]
Accession: gi|58530840 Score: 58.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 331.6
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 4
Quantitation
QU:MU Median: 2.24 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2092 1 1045.4569 7.22 2 56.0 12.2 0 46-64 R.GVITDQNSDGYCQTGTMSR.H Carbamidomethyl: 12

2178 4 596.7430 -119.04 2 57.6 11.1 1 1330-
1339

R.LKAEFQEEAK.R QU:MU 2.24

1858 1 616.2551 -101.28 2 53.1 10.2 1 1488-
1497

K.QLIDKETNDR.K

2393 1 1176.1976 83.64 2 59.8 12.7 2 2465-
2484

R.RVVIVDPETNKEMSVQEAYK.K Oxidation: 13
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Protein 83: PREDICTED: glutamine-rich protein 2 isoform X2 [Homo sapiens]
Accession: gi|578831523 Score: 57.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.2
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 8.1

No. of unique Peptides: 4
Quantitation
WUP:QUP Median: 1.84 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2513 1 410.0863 -280.49 2 61.4 19.3 1 68-74 R.ESQDRGK.A

592 1 1105.2058 124.92 2 35.8 10.7 1 151-169 R.YEQLQDMVNSLAVSRPSKK.A Oxidation: 7

2139 1 937.3370 -142.40 2 56.6 10.9 1 322-337 R.ERPPLYQADEAAAMRR.Q WUP:QUP 1.84

16 1 537.2110 -148.15 2 29.8 16.9 0 429-438 K.VQIHFGGSTK.A
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Protein 84: complement C3 precursor [Homo sapiens]
Accession: gi|115298678 Score: 57.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2396 4 701.3860 -50.24 2 59.8 21.6 0 892-904 K.SSLSVPYVIVPLK.T

1824 2 1087.0109 22.47 2 51.1 15.7 2 1505-
1522

K.LCRDELCRCAEENCFIQK.S

192 1 650.8121 22.36 2 31.2 19.9 0 1536-
1546

K.ACEPGVDYVYK.T Carbamidomethyl: 2
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Protein 85: fatty acid-binding protein, epidermal [Homo sapiens]
Accession: gi|4557581 Score: 57.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.2
Database Date: 2015-11-30 pI: 7.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1139 2 847.8676 -43.89 2 44.4 57.2 0 116-129 K.LVVECVMNNVTCTR.I Carbamidomethyl: 5, 12
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Protein 86: uncharacterized protein C4orf21 [Homo sapiens]
Accession: gi|254826809 Score: 57.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 236.5
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 3.1
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530377937 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  C4orf21  isoform  X1  [Homo  
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1998 1 902.8620 -77.52 2 55.4 13.3 1 128-144 K.KMVIMESGESAASHEAK.K

2085 1 698.2938 -180.04 2 56.0 10.9 1 282-294 K.QPQGSLKIATKPK.Y
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Protein 87: PREDICTED: beta/gamma crystallin domain-containing protein 3 isoform X1 [Homo 
sapiens]

Accession: gi|530373918 Score: 57.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 298.2
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 3
Quantitation
WUP:QUP Median: 1.04 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1963 1 918.3504 -135.25 2 54.9 12.1 1 501-517 K.ANMSIIEKSDSLSLEAK.T WUP:QUP 1.04

137 1 793.8712 -30.92 2 31.4 10.2 1 1430-
1444

K.DAEGDIGKAEVMPVR.L

1726 1 900.4572 47.30 3 49.9 14.8 1 1649-
1672

K.
DYEGYPAPAMPDFQPGDTTVRLDK.
R

Oxidation: 10
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Protein 88: PREDICTED: protein KIAA1199 isoform X3 [Homo sapiens]
Accession: gi|578827243 Score: 56.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.7
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 5.8
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1123 3 473.1123 -298.74 2 44.2 17.0 0 78-86 K.SGTLLPSDR.D

737 1 936.9549 11.85 2 39.2 10.8 0 570-584 R.SHYYWDEDSGLLFLK.L

143 1 796.0835 178.80 2 30.7 10.0 2 740-752 R.YVSRGPWTRVLEK.L
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Protein 89: PREDICTED: rapamycin-insensitive companion of mTOR isoform X2 [Homo sapiens]
Accession: gi|530378756 Score: 56.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 159.9
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 3.0
No. of unique Peptides: 2

Quantitation
QU:MU Median: 2.42 CV: 4.84 % No. of Peptides: 2
WUP:QUP Median: 0.71 CV: 68.39 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2751 1 805.9143 -22.12 2 65.5 23.4 1 435-449 K.ILTAATDACRLYATK.H WUP:QUP 1.32
QU:MU 2.54

275 1 795.2750 -158.71 2 33.1 12.4 1 916-929 R.ERLVVESSTSSHMK.I WUP:QUP 0.38
QU:MU 2.31
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Protein 90: dynein heavy chain 11, axonemal [Homo sapiens]
Accession: gi|459642365 Score: 56.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 520.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2496 1 822.4302 -68.99 2 61.8 12.6 1 2977-
2990

R.LQLKIILCFSPVGR.T Carbamidomethyl: 8
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Protein 91: rap guanine nucleotide exchange factor 3 isoform a [Homo sapiens]
Accession: gi|148747859 Score: 55.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.6
Database Date: 2015-11-30 pI: 7.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.98 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.01 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1402 1 727.3976 -11.71 2 45.9 15.2 0 256-268 R.ELAAVLLFEPHSK.A QU:MU 1.98
WUP:QUP 1.01

1805 1 937.7928 -121.06 2 52.4 13.0 1 517-532 R.CHRLENGCGNASPQMK.A Carbamidomethyl: 1, 8; 
Oxidation: 15
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Protein 92: fanconi-associated nuclease 1 isoform a [Homo sapiens]
Accession: gi|226246523 Score: 55.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.2
Database Date: 2015-11-30 pI: 7.4
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.83 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.53 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578840975 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  fanconi-associated  nuclease  1  isoform  X4  [Homo  
sapiens]

gi|578840973 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  fanconi-associated  nuclease  1  isoform  X3  [Homo  
sapiens]

gi|578840971 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  fanconi-associated  nuclease  1  isoform  X2  [Homo  
sapiens]

gi|578840969 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  fanconi-associated  nuclease  1  isoform  X1  [Homo  
sapiens]

gi|530405539 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  fanconi-associated  nuclease  1  isoform  X4  [Homo  
sapiens]

gi|530405537 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  fanconi-associated  nuclease  1  isoform  X3  [Homo  
sapiens]

gi|530405535 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  fanconi-associated  nuclease  1  isoform  X2  [Homo  
sapiens]

gi|530405533 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  fanconi-associated  nuclease  1  isoform  X1  [Homo  
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

691 1 765.8997 57.54 2 38.6 18.5 1 223-235 K.EECIPEHMVRGSK.I Oxidation: 8

60 5 768.2851 -144.27 2 30.4 19.5 2 233-246 R.GSKIMEAESQKATR.E QU:MU 0.83
WUP:QUP 1.53

97 2 826.6883 -79.67 3 31.1 17.4 0 922-945 R.
FTSLQQAQDLVSCLGGPVLSGVCR.
H
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Protein 93: replication factor C subunit 1 isoform 1 [Homo sapiens]
Accession: gi|32528306 Score: 55.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.5

No. of unique Peptides: 5

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

967 1 530.7788 -57.17 2 40.4 11.1 2 42-50 K.EIKVNSSRK.E

1884 1 974.4729 4.34 2 51.9 11.6 2 125-142 K.SKENGRSTNSHLGTSNMK.K

1563 1 949.5033 -22.26 2 49.7 10.2 1 469-485 K.IIDEDGLLNLIRTMPGK.K

2929 1 965.1417 7.65 3 65.4 10.9 1 657-682 K.TTTASLVCQELGYSYVELNASDTRSK.S Carbamidomethyl: 8

1265 1 990.4490 -59.66 2 45.4 11.3 2 745-760 K.IPIICMCNDRNHPKIR.S Carbamidomethyl: 5
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Protein 94: protein S100-A11 [Homo sapiens]
Accession: gi|5032057 Score: 54.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.7
Database Date: 2015-11-30 pI: 7.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2752 3 654.3389 -24.71 2 65.5 54.9 0 13-23 R.CIESLIAVFQK.Y Carbamidomethyl: 1
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Protein 95: collagen alpha-1(XXVIII) chain precursor [Homo sapiens]
Accession: gi|154759255 Score: 54.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 2.39 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1277 1 990.9708 -72.85 2 45.6 13.8 2 150-167 R.KDGVKVVLLMTDGIDHPK.N Oxidation: 10 WUP:QUP 2.39

201 1 714.3696 -12.54 3 32.5 18.4 2 667-689 K.
GEPGVRGPPGPSGPRGVGTQGPK.
G
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Protein 96: ATP-binding cassette sub-family A member 12 isoform b [Homo sapiens]
Accession: gi|27881501 Score: 54.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 256.8
Database Date: 2015-11-30 pI: 7.6
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 4
Quantitation
WUP:QUP Median: 1.33 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1898 1 890.3676 -104.02 2 53.6 10.7 1 341-354 K.DQKPVEKMMELFIR.L Oxidation: 8 WUP:QUP 1.33

1953 1 590.7822 22.74 2 52.8 13.4 1 519-527 R.EKSQEWMDK.S

2766 1 702.8107 -71.83 2 65.0 19.2 1 612-623 R.IQAAKTIDEMER.E

2087 1 753.3822 -28.39 2 56.5 10.9 0 651-664 R.GYDSGNVFLPPVIK.Y
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Protein 97: PREDICTED: pericentrin isoform X6 [Homo sapiens]
Accession: gi|530419254 Score: 54.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 355.7
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.2
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2710 4 1044.5270 3.44 2 65.0 25.0 2 1173-
1189

R.FEKEFSFKNEETAQVVR.K

490 2 472.1760 -159.67 2 34.6 13.3 1 3049-
3056

R.TRESPPTR.D
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Protein 98: glutathione S-transferase P [Homo sapiens]
Accession: gi|4504183 Score: 53.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.3
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 7.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.64 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1649 4 942.4739 -4.87 2 50.9 53.5 0 56-71 K.FQDGDLTLYQSNTILR.H QU:MU 0.64
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Protein 99: PREDICTED: complement receptor type 1 isoform X4 [Homo sapiens]
Accession: gi|578800553 Score: 53.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 224.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.52 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 4.24 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

73 2 826.3528 -22.94 3 30.6 30.9 1 339-361 R.
GAASMRCTPQGDWSPAAPTCEVK.
S

Carbamidomethyl: 7, 20 WUP:QUP 4.24
QU:MU 0.52
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Protein 100: PREDICTED: sterol regulatory element-binding protein 1 isoform X1 [Homo sapiens]
Accession: gi|530410590 Score: 53.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.4
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 4.3

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.57 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.19 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1578 1 798.3570 -33.20 2 49.4 11.7 0 109-123 K.MYPSMPAFSPGPGIK.E Oxidation: 5

783 1 676.8811 19.88 2 39.8 12.5 0 1069-
1081

K.GGAVAELEPRPTR.R WUP:QUP 1.19
QU:MU 1.57
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Protein 101: PREDICTED: guanine nucleotide exchange factor VAV3 isoform X4 [Homo sapiens]
Accession: gi|530361574 Score: 52.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.1
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.8

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

154 1 968.4666 19.86 2 31.6 10.4 1 74-89 K.NIRTFLTACCETFGMR.K Carbamidomethyl: 10; 
Oxidation: 15

877 1 705.9834 77.48 2 41.0 16.1 1 322-333 R.DLLVVPMQRVLK.Y

103 1 807.7358 -182.29 2 31.0 26.3 2 551-564 R.AHKECLGRVDNCGR.V Carbamidomethyl: 12
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Protein 102: PREDICTED: extracellular sulfatase Sulf-1 isoform X1 [Homo sapiens]
Accession: gi|578815628 Score: 52.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.6
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 5.7

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578815632 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: extracellular sulfatase Sulf-1 isoform X3 [Homo sapiens]

gi|578815630 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: extracellular sulfatase Sulf-1 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2819 1 701.9509 -109.35 3 65.7 16.7 2 329-345 K.GKSMPYDFDIRVPFFIR.G Oxidation: 4

2524 1 813.8725 -59.59 2 61.5 11.6 1 428-440 K.NIQQSNHLPKYER.V

2488 1 673.3201 -4.49 3 61.7 13.8 2 577-595 R.HDEGHKGPRDLQASSGGNR.G



Detailed Protein Report

188 / 2208

Protein 103: transcription initiation factor TFIID subunit 1-like [Homo sapiens]
Accession: gi|24429572 Score: 52.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 207.2
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 4
Quantitation
WUP:QUP Median: 0.54 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2709 1 813.0615 149.49 2 62.3 13.8 0 227-241 K.LTLPLAGIMQHDATK.L Oxidation: 9

1183 1 839.3834 23.08 2 44.9 11.4 0 1050-
1065

R.TMSTEQAHSGEGPMSK.F

14 1 847.2854 -163.39 2 29.8 15.5 2 1069-
1082

R.GSRFSVAEHQERYK.E

2649 1 835.4339 3.24 2 61.4 11.7 1 1150-
1165

R.RMLLVAGSAASGNNHR.D Oxidation: 2 WUP:QUP 0.54



Detailed Protein Report

190 / 2208

Protein 104: origin recognition complex subunit 6 [Homo sapiens]
Accession: gi|7657427 Score: 52.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.1
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 20.6

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2162 1 701.2632 -88.04 3 57.4 14.6 0 42-60 R.TTETSSAVMCLDLAASWMK.C Carbamidomethyl: 10 QU:MU 0.94

55 1 930.9009 -129.85 2 30.4 14.2 2 61-76 K.CPLDRAYLIKLSGLNK.E Carbamidomethyl: 1

2540 1 941.9343 -22.57 2 61.7 12.6 0 100-116 R.DLAVQFSCIEAVNMASK.I Carbamidomethyl: 8
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Protein 105: PREDICTED: zinc finger protein 510 isoform X3 [Homo sapiens]
Accession: gi|530390743 Score: 51.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

282 1 627.0085 98.28 3 33.2 10.2 2 481-494 K.TYQCNECEKSFWRK.D Carbamidomethyl: 7
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Protein 106: PREDICTED: protein odd-skipped-related 2 isoform X2 [Homo sapiens]
Accession: gi|530388731 Score: 51.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.8
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 4.54 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

857 2 663.6905 -200.92 2 40.8 13.1 1 36-47 R.LRSCTPACHPGK.R Carbamidomethyl: 8 WUP:QUP 4.54



Detailed Protein Report

193 / 2208

Protein 107: protein SOGA1 isoform 1 [Homo sapiens]
Accession: gi|257467639 Score: 51.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 183.7
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

63 1 1097.5505 -104.35 1 30.7 13.5 2 93-102 R.TGVRAKGRPR.S

2190 1 701.1048 122.16 3 57.8 13.2 2 1426-
1443

K.VHSRIERPCCSPKYGSPK.L Carbamidomethyl: 9

2282 1 701.1125 133.17 3 58.4 14.5 2 1426-
1443

K.VHSRIERPCCSPKYGSPK.L Carbamidomethyl: 10
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Protein 108: PAS domain-containing protein 1 [Homo sapiens]
Accession: gi|157785548 Score: 51.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.4
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2772 2 557.6353 40.20 3 65.8 22.5 1 451-465 K.DVKCFCGLSLSNSLK.N Carbamidomethyl: 4

2612 1 1045.0458 -11.45 2 62.7 10.6 1 574-591 K.HNVIVGNERVQICLQNPR.D
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Protein 109: zinc finger protein 92 isoform 1 [Homo sapiens]
Accession: gi|37537684 Score: 51.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.2
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.9

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2753 1 920.1206 24.93 3 65.6 10.2 1 1-23 -.MVDKTPVMCSHFAQDVWPEHSIK.D Carbamidomethyl: 9; 
Oxidation: 8

1095 1 540.7909 -75.68 2 41.9 25.1 1 252-260 K.AFRVFSILK.K

2728 6 741.8636 30.01 2 64.4 16.2 0 445-458 K.CGNAFNQSSNLTAR.K
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Protein 110: PREDICTED: supervillin isoform X13 [Homo sapiens]
Accession: gi|578818553 Score: 51.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 217.6
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 3
Quantitation
WUP:QUP Median: 0.55 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

874 1 903.4160 -143.87 2 40.5 11.0 1 50-66 R.GIDAQLLVALPKVAELR.Q

2793 1 846.4331 0.98 2 66.1 19.3 1 323-338 R.SPKHAHSSSLQQAASR.S WUP:QUP 0.55

2904 1 974.3155 -109.14 2 65.1 10.9 0 1712- K.AYDCMLQDPGSFNFAPR.L Oxidation: 5
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1728
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Protein 111: testis-specific serine/threonine-protein kinase 2 [Homo sapiens]
Accession: gi|194294513 Score: 51.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.3

No. of unique Peptides: 2
Quantitation
QU:MU Median: 3.74 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.50 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1388 1 570.1598 -180.58 2 45.7 10.7 1 238-246 R.SKNLTCECK.D Carbamidomethyl: 6, 8

136 2 642.2923 -49.74 2 30.6 19.6 2 293-302 K.YRAECKLDTK.T Carbamidomethyl: 5 QU:MU 3.74
WUP:QUP 0.50
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Protein 112: PREDICTED: ankyrin repeat domain-containing protein 12 isoform X6 [Homo sapiens]
Accession: gi|578832112 Score: 51.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 202.9
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.51 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 4.73 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

468 1 572.6830 -230.04 2 34.3 15.5 2 447-455 K.HVSKERNFK.E WUP:QUP 4.73
QU:MU 0.51

110 1 1083.4576 -80.32 2 31.3 13.6 2 865-884 K.DAVSNRSQSVDTKNVMTLGK.
S

Oxidation: 16

623 1 824.1088 -20.46 3 37.4 10.9 2 995-1016 R.SSSVEDVKLIISEGRPTIEVRR.
C
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Protein 113: fibroblast growth factor receptor substrate 2 [Homo sapiens]
Accession: gi|110347408 Score: 51.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.0
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.6

No. of unique Peptides: 4

Alias proteins:
Accession Name Description
gi|507834075 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
fibroblast growth factor receptor substrate 2 [Homo sapiens]

gi|507834073 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fibroblast growth factor receptor substrate 2 [Homo sapiens]

gi|507834071 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fibroblast growth factor receptor substrate 2 [Homo sapiens]

gi|507834069 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fibroblast growth factor receptor substrate 2 [Homo sapiens]

gi|507834066 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fibroblast growth factor receptor substrate 2 [Homo sapiens]

gi|507834061 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fibroblast growth factor receptor substrate 2 [Homo sapiens]

gi|110347414 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fibroblast growth factor receptor substrate 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1454 1 450.0854 -157.84 2 48.4 13.2 0 2-10 M.GSCCSCPDK.D

390 1 524.3566 177.97 2 33.5 14.0 0 57-63 K.WHYLCLR.R Carbamidomethyl: 5

2420 1 822.3542 -46.73 2 60.7 12.7 1 80-93 R.CQTGQGIFAFKCAR.A Carbamidomethyl: 1, 12

1513 1 1023.0018 -57.43 2 49.1 11.1 1 304-322 K.LVYENINGLSIPSASGVRR.G



Detailed Protein Report

203 / 2208

Protein 114: PREDICTED: ral GTPase-activating protein subunit alpha-2 isoform X1 [Homo sapiens]
Accession: gi|530425829 Score: 50.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 216.1
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1746 2 1023.9594 -58.70 2 51.6 16.7 1 433-448 K.WILQDKPVFMEEPDRK.D Oxidation: 10

584 1 666.3548 8.18 2 37.3 10.6 1 713-726 R.SATTSGAPGVEKAR.N

1736 1 1273.5367 -62.63 2 51.5 13.3 0 1341- K.SSEPVQYHSSAELGNLLTVEEEK.K
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1363
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Protein 115: zinc finger protein 281 isoform 1 [Homo sapiens]
Accession: gi|6912752 Score: 50.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.9
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.3

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.61 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.43 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|526253064 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 281 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2793 1 840.4111 74.23 2 65.3 14.1 1 347-359 K.CDTCQQYFSRTDR.L Carbamidomethyl: 4

698 2 495.2768 -16.50 2 37.2 25.1 1 408-416 K.SKSIAIENK.E QU:MU 0.61
WUP:QUP 0.43

2862 1 693.8668 91.67 4 66.2 11.6 1 861-885 R.
VRTSVSDFSGYTNMMSDVSEPCSTR.
V

Oxidation: 14
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Protein 116: PREDICTED: midasin isoform X3 [Homo sapiens]
Accession: gi|578812559 Score: 50.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 627.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.9
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

558 1 512.6910 -181.41 2 35.4 13.3 2 1688-
1695

K.IYDRMKAK.E

1915 1 918.3456 -31.31 2 53.8 12.2 1 4832-
4848

K.EEKEEAEADDGGQGEDK.I
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Protein 117: PREDICTED: integrin beta-4 isoform X9 [Homo sapiens]
Accession: gi|578830859 Score: 50.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 198.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 2

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification
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Cmpds. [ppm] [min]

1596 1 480.7905 34.21 2 49.7 13.2 1 1-8 -.MVVAVRNR.A Oxidation: 1

522 1 678.9701 154.68 2 36.5 13.0 1 403-414 R.SNLDIRALDSPR.G
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Protein 118: PREDICTED: basement membrane-specific heparan sulfate proteoglycan core protein 
isoform X10 [Homo sapiens]

Accession: gi|578799003 Score: 50.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 433.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 4
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2417 1 1175.2100 -20.32 2 60.1 10.2 1 5-27 R.AAGALLLALLLHGRLLAVTHGLR.A

2083 1 1052.3950 -135.43 2 56.4 13.6 0 643-661 R.GMLEPVQRPDVVLMGAGYR.L Oxidation: 2

85 1 827.0046 173.12 2 31.0 13.9 0 920-934 R.LCNECADGSFHLSTR.N

1714 1 1011.6020 66.80 3 51.7 12.9 1 3926-
3953

R.FDAGSGMATIRHPTPLALGHFHTVTLLR.S Oxidation: 7
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Protein 119: fibrillin-1 precursor [Homo sapiens]
Accession: gi|281485550 Score: 50.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 312.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1872 1 1057.6895 -79.32 3 53.8 11.0 2 610-636 R.YCKDINECETPGICMNGRCVNTDGSYR.C Carbamidomethyl: 2, 19; 
Oxidation: 15

748 8 635.3242 75.75 2 37.8 23.9 1 2482-
2492

R.SCKDLDECATK.Q Carbamidomethyl: 8

2864 1 703.3686 82.89 2 66.3 15.8 0 2681-
2694

R.IGQGHCVSGMGMGR.G Oxidation: 12
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Protein 120: PREDICTED: nuclear receptor corepressor 1 isoform X13 [Homo sapiens]
Accession: gi|578830118 Score: 50.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 277.7
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.77 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.67 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2870 1 973.5098 46.41 2 64.6 11.5 1 426-441 K.FINMNGLMEDPMKVYK.D Oxidation: 8

47 3 1068.4733 -12.48 2 30.3 15.3 2 2030-
2049

K.DARERGSQSSDSSSSLSSHR.
Y

QU:MU 1.77
WUP:QUP 0.67

911 1 492.2027 -52.98 2 40.9 10.7 0 2341-
2349

K.ALMGSFDDK.V



Detailed Protein Report

221 / 2208

Protein 121: tenascin-X isoform 1 precursor [Homo sapiens]
Accession: gi|188528648 Score: 50.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 457.9
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 4
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2748 1 1085.5225 -113.03 1 65.5 14.6 0 107-115 R.LEILEELVK.G

15 1 1103.5160 91.05 2 29.8 14.6 1 264-282 R.CVCDPGYTGDDCGMRSCPR.G Carbamidomethyl: 1, 3, 12

29 1 1103.5152 82.27 2 30.1 10.9 0 445-464 R.CENGVCVCNAGYSGEDCGVR.S Carbamidomethyl: 6, 8, 17

2993 1 557.9657 38.29 3 66.2 10.2 0 2141-
2157

R.VGGEESEVTVGGLEPGR.K
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Protein 122: PREDICTED: E3 ubiquitin-protein ligase HUWE1 isoform X8 [Homo sapiens]
Accession: gi|530426358 Score: 50.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 466.2
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.3
No. of unique Peptides: 3

Quantitation
WUP:QUP Median: 0.97 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2725 2 1045.0312 6.89 2 64.4 11.5 2 1715-
1733

R.KENKGNDTPLALESTNTEK.E

2705 1 645.8441 -36.29 2 64.1 10.1 1 3005-
3015

R.GVQYTRLAVQR.G WUP:QUP 0.97

355 1 658.3846 -33.13 2 33.1 10.5 2 3311-
3321

R.RSSLLTEKLLR.L



Detailed Protein Report

227 / 2208

Protein 123: pyruvate kinase PKM isoform a [Homo sapiens]
Accession: gi|33286418 Score: 50.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.9
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 5.1
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.03 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530405979 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: pyruvate kinase PKM isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

773 1 599.4299 171.21 2 39.7 39.3 0 33-43 R.LDIDSPPITAR.N

183 1 628.6439 7.16 3 32.3 10.8 0 74-89 R.LNFSHGTHEYHAETIK.N QU:MU 1.03
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Protein 124: PREDICTED: regulator of G-protein signaling 3 isoform X2 [Homo sapiens]
Accession: gi|578817733 Score: 50.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.1
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.0

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

7 6 819.8312 -118.35 2 29.5 14.6 2 73-85 R.LRHQKTQTVPDCR.D Carbamidomethyl: 12

512 1 593.1679 -216.84 2 36.4 10.4 0 209-220 R.VQAVDSGGPAER.A

1949 1 599.9043 -89.98 3 52.7 12.8 0 877-892 R.NGGSMHHLSLFFTGHR.K
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Protein 125: PREDICTED: ubiquitin carboxyl-terminal hydrolase 24 isoform X1 [Homo sapiens]
Accession: gi|530362258 Score: 50.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 275.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.60 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.27 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2676 1 585.8808 7.47 2 61.8 11.9 1 284-294 R.IKGIIELLGSK.L

2168 1 841.4140 51.38 2 57.5 11.5 1 1010-
1024

K.LMPTADDDMARSCAK.S Carbamidomethyl: 13

1965 1 572.7269 -108.26 2 54.9 16.4 1 1760-
1771

R.SVDQGGGGSPRK.K WUP:QUP 2.27
QU:MU 0.60
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Protein 126: apolipoprotein B-100 precursor [Homo sapiens]
Accession: gi|105990532 Score: 49.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 515.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.24 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.38 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

222 1 493.5794 -31.61 3 32.8 10.5 0 513-525 K.CVQSTKPSLMIQK.A Oxidation: 10 WUP:QUP 0.38
QU:MU 0.24
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Protein 127: transitional endoplasmic reticulum ATPase [Homo sapiens]
Accession: gi|6005942 Score: 49.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.3
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2857 1 1051.5637 82.66 2 66.2 14.5 1 678-696 K.MTNGFSGADLTEICQRACK.L Carbamidomethyl: 18
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Protein 128: syntaxin-binding protein 5 isoform b [Homo sapiens]
Accession: gi|189217915 Score: 49.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.5
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 5.0
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1682 1 796.3351 -89.13 2 50.8 10.5 1 143-155 R.ERVTFCHLPFQSK.W

1487 1 676.3270 -69.10 2 48.8 11.5 2 742-753 R.KFSKMVANDIAK.M

1944 1 665.3207 -0.95 2 54.7 15.6 0 1122-
1134

R.TAAMLSSAESFSK.H
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Protein 129: PREDICTED: rho GTPase-activating protein 26 isoform X6 [Homo sapiens]
Accession: gi|530380462 Score: 49.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.68 CV: 70.11 % No. of Peptides: 2
WUP:QUP Median: 0.77 CV: 223.20 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1925 2 710.2851 -115.74 2 53.9 19.4 1 35-48 R.ARHAGVPAVGPECR.A

47 3 768.2750 -160.02 2 30.4 15.4 1 340-353 K.QITMVPFDQKSGGK.G WUP:QUP 0.20
QU:MU 1.27

1623 1 516.2455 -93.79 2 50.5 14.5 0 466-474 K.LLSVLMDPK.T Oxidation: 6 WUP:QUP 2.95
QU:MU 0.36
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Protein 130: PREDICTED: autophagy-related protein 2 homolog B isoform X1 [Homo sapiens]
Accession: gi|578825925 Score: 49.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.5
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.1
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2278 1 713.2212 -186.29 2 56.8 10.0 1 549-560 K.IDPARFSTEDFK.S

1611 1 621.3254 12.46 2 50.4 11.2 2 1590-
1601

R.HGRNTVCGGKGR.N
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Protein 131: PREDICTED: probable E3 ubiquitin-protein ligase MYCBP2 isoform X2 [Homo sapiens]
Accession: gi|530402184 Score: 49.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 504.8
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 3
Quantitation
WUP:QUP Median: 0.15 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

242 / 2208



Detailed Protein Report

243 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1748 3 697.3510 1.93 3 50.2 15.7 1 680-698 K.GHFVTQVAMGKAHTCVLMK.N Oxidation: 9, 18

2398 1 1023.7079 112.56 2 59.9 13.0 2 2442-
2460

K.VKDPPKGMIPPGTQLVKPK.S Oxidation: 8

2407 1 973.4149 -88.00 2 60.6 10.4 1 3799-
3817

K.DGESTKIAGQISASVAQQR.N WUP:QUP 0.15
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Protein 132: cytospin-B isoform 2 [Homo sapiens]
Accession: gi|75750474 Score: 49.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.2
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 6.0
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

14 1 1103.5194 -101.41 2 29.8 16.5 2 799-818 R.GVTQRLDLPDLPLSDILKGR.T

29 1 1001.9624 -50.81 2 30.0 16.6 0 831-849 K.SPSLESLSRPPSLGFGDTR.L
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Protein 133: myomesin-1 isoform b [Homo sapiens]
Accession: gi|140560917 Score: 48.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.6
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

792 1 555.7879 -13.08 2 38.3 14.3 0 697-706 R.FALFDLAEGK.S

1871 2 621.3062 -102.44 2 53.7 17.1 2 1465-
1475

R.LKQAAIAEKNR.A
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Protein 134: nucleolar transcription factor 1 isoform b [Homo sapiens]
Accession: gi|115529449 Score: 48.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|115529451 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
nucleolar transcription factor 1 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2859 3 856.9262 37.72 2 66.2 13.0 1 474-487 K.ALKAMEMTWNNMEK.K Oxidation: 5

2869 1 856.9447 59.29 2 66.4 17.0 1 474-487 K.ALKAMEMTWNNMEK.K Oxidation: 7

1591 1 472.2351 -22.65 2 49.6 18.5 0 513-522 R.APPAATNSSK.K
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Protein 135: fibrinogen beta chain isoform 2 preproprotein [Homo sapiens]
Accession: gi|296080754 Score: 48.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.9
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.6

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.90 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.69 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

590 2 809.8948 -6.44 2 37.4 25.6 0 166-180 R.TPCTVSCNIPVVSGK.E Carbamidomethyl: 3, 7 QU:MU 0.90
WUP:QUP 0.69

1919 1 862.3067 -107.58 2 53.9 11.4 0 276-289 R.MGPTELLIEMEDWK.G Oxidation: 1, 10

747 1 516.6531 -255.12 2 37.8 11.5 0 425-432 K.IRPFFPQQ.-
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Protein 136: kinesin-like protein KIF20B isoform 2 [Homo sapiens]
Accession: gi|46049114 Score: 48.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 206.0
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 2

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification
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Cmpds. [ppm] [min]

20 1 1103.5042 -42.73 2 29.9 14.1 2 93-112 K.EPQCILGRLSEKSSGQMAQK.F Oxidation: 17

1683 1 954.5011 22.43 3 51.3 10.8 1 448-471 K.GKICMIVNISQCYLAYDETLNVLK.F Carbamidomethyl: 4, 12; 
Oxidation: 5
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Protein 137: PREDICTED: neurobeachin-like protein 1 isoform X8 [Homo sapiens]
Accession: gi|578804777 Score: 48.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 305.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1799 1 1045.0496 94.89 2 50.8 15.5 0 672-690 R.FPAMNEPFTSCCIGSAGQR.T Carbamidomethyl: 12; 
Oxidation: 4

2060 1 899.3817 -81.00 2 54.1 19.6 0 713-730 R.TSFGGILSSASWGGTIEK.S
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Protein 138: PREDICTED: protein transport protein Sec16A isoform X5 [Homo sapiens]
Accession: gi|530426857 Score: 47.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.9
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.63 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.37 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

118 1 635.6951 -152.31 2 30.4 10.0 0 1633-
1644

R.TMATMGDTLASR.G Oxidation: 2

2722 2 607.3395 -24.29 2 62.5 12.3 2 2001-
2011

K.RPGQAAKKETK.E QU:MU 1.63
WUP:QUP 0.37

2457 1 647.2076 -173.21 2 61.2 14.3 1 2030-
2040

K.TEAYLPDDKNK.S
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Protein 139: PREDICTED: leucine-rich PPR motif-containing protein, mitochondrial isoform X2 
[Homo sapiens]

Accession: gi|578802653 Score: 47.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.1
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.2
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1368 1 428.2118 -70.40 3 47.2 12.4 1 673-683 K.AENQPIRDVLK.Q

386 4 627.3328 -88.01 2 34.8 18.2 2 909-919 K.KIIETPGIRAR.S QU:MU 0.55
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Protein 140: cation-independent mannose-6-phosphate receptor precursor [Homo sapiens]
Accession: gi|119964726 Score: 47.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 274.1
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1181 1 955.7839 6.62 3 44.9 12.0 1 267-292 R.EEAGKLDFCDGHSPAVTITFVCPSER.R Carbamidomethyl: 22

2855 2 731.8691 -0.65 2 66.1 13.0 2 471-483 K.EDLLCGATDGKKR.Y Carbamidomethyl: 5
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Protein 141: staphylococcal nuclease domain-containing protein 1 [Homo sapiens]
Accession: gi|77404397 Score: 47.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.9
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.9

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2148 1 966.3470 -130.61 2 56.7 12.8 2 161-177 K.KGMWSEGNGSHTIRDLK.Y Oxidation: 3

2741 1 656.8579 55.61 2 64.6 11.5 0 296-306 R.CVDWSIAVYTR.G

297 2 626.2973 4.64 3 33.4 12.1 1 733-747 R.GEFCIAKFVDGEWYR.A Carbamidomethyl: 4
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Protein 142: PREDICTED: methylcytosine dioxygenase TET3 isoform X1 [Homo sapiens]
Accession: gi|530367326 Score: 47.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.6
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 1.8
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|566559863 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
methylcytosine dioxygenase TET3 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

806 1 546.9707 -505.05 1 39.6 11.3 0 1562-
1566

K.GEEGR.I

1833 2 697.0345 -7.09 3 51.3 12.9 2 1724-
1742

R.QEEAARLGLGQQEAKLYGK.K
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Protein 143: PREDICTED: microtubule-actin cross-linking factor 1 isoform X29 [Homo sapiens]
Accession: gi|578798838 Score: 47.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 608.2
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

91 2 1240.0402 -66.65 2 31.1 23.4 2 1882-
1903

K.VLDMENSFKEGKEPSEIGNLVK.D Oxidation: 4

371 1 625.3885 104.40 2 34.3 11.3 2 2836-
2845

R.LKDCMQKAQK.Y Carbamidomethyl: 4

11 1 650.7452 -159.65 2 29.7 12.6 2 4482-
4491

K.RAKQFHEAWK.K
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Protein 144: cadherin EGF LAG seven-pass G-type receptor 3 precursor [Homo sapiens]
Accession: gi|145309304 Score: 47.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 358.0
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.1
No. of unique Peptides: 3

Quantitation
QU:MU Median: 1.24 CV: 52.77 % No. of Peptides: 2
WUP:QUP Median: 0.72 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1349 4 942.4987 46.29 2 46.5 16.8 1 232-250 R.RNCLPGASGSGPELDSAPR.T QU:MU 0.75

1065 3 470.5947 -263.79 2 43.4 12.8 0 2331-
2338

R.MEHPSSPR.G

587 2 459.6056 -275.62 2 35.7 17.8 1 2636-
2643

R.NVDRGAMR.F WUP:QUP 0.72
QU:MU 2.03
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Protein 145: PREDICTED: centlein isoform X2 [Homo sapiens]
Accession: gi|578816553 Score: 46.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.6
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 2.8
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.85 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

848 1 512.1520 -290.70 2 40.7 15.4 1 1084-
1091

K.RHLIEDLK.F

562 1 884.4457 29.69 2 37.0 19.0 0 1171-
1187

R.ISETESAMAEIETAASK.Q QU:MU 0.85
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Protein 146: RNA polymerase II subunit A C-terminal domain phosphatase isoform 3 [Homo 
sapiens]

Accession: gi|321267522 Score: 46.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.3
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 7.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2677 1 973.4768 -94.08 2 63.6 15.5 2 662-680 K.LIRTGARGPPAPSSSLPIR.Q

1965 3 899.3643 -116.81 2 52.9 16.3 2 779-797 R.TLGAPASSERSAAGGRGPR.G
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Protein 147: PREDICTED: G-protein coupled receptor 124 isoform X3 [Homo sapiens]
Accession: gi|578815277 Score: 46.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 140.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2732 2 673.3595 29.93 2 64.5 15.8 1 33-45 R.GAPGCPLSIRSCK.C Carbamidomethyl: 5

2870 9 673.3611 32.18 2 66.4 16.5 1 33-45 R.GAPGCPLSIRSCK.C Carbamidomethyl: 12

1660 1 716.0007 12.17 3 50.5 14.1 1 1284-
1304

K.GGKYDDVTLMGAEVASGGCMK.T Carbamidomethyl: 19
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Protein 148: A disintegrin and metalloproteinase with thrombospondin motifs 19 preproprotein 
[Homo sapiens]

Accession: gi|112789555 Score: 46.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

109 1 1098.0910 -64.88 3 31.1 12.4 2 619-647 K.WCKAGECTSRTSAPEHLAGEWSLWSPCSR.T Carbamidomethyl: 2
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Protein 149: treslin [Homo sapiens]
Accession: gi|118421085 Score: 46.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2455 1 669.2124 -220.96 2 61.2 12.2 1 1311-
1322

K.LFTSPLCDVSKK.S
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Protein 150: PREDICTED: SH3 domain-containing protein 21 isoform X4 [Homo sapiens]
Accession: gi|578799774 Score: 46.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.7
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 4.3
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 2.96 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

328 1 658.3980 85.56 2 32.8 13.8 2 62-73 R.GSGEARRPRCAR.R

2858 1 805.9291 -2.54 2 66.2 12.9 2 751-763 R.GLPWPSQARWEKR.Q WUP:QUP 2.96
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Protein 151: PREDICTED: PDZ domain-containing protein 2 isoform X8 [Homo sapiens]
Accession: gi|578809880 Score: 46.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 289.4
Database Date: 2015-11-30 pI: 7.4

Sequence Coverage [%]: 2.7
No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

892 1 675.8467 18.44 4 41.2 12.0 1 76-100 K.ELGDTETVGLSFGNIPVFGDYGEKR.R

2006 1 917.8396 -134.11 2 53.5 11.6 1 2474-
2492

R.KEGSGLGFSVAGGTDVEPK.S

444 1 848.1390 136.74 2 35.2 10.0 1 2606-
2621

R.IGRPTVLLGSSAVIRR.S
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Protein 152: leucine zipper protein 1 [Homo sapiens]
Accession: gi|216548085 Score: 46.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.2
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 5.9
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|216548091 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
leucine zipper protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2080 1 1044.4112 -88.13 2 55.9 13.0 1 510-529 R.TFSDTTHGSVPSDPLGRADK.A

2108 1 698.2650 -143.11 2 56.2 11.7 0 849-860 K.HDITLQLAEAER.M
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Protein 153: cyclic AMP-dependent transcription factor ATF-5 [Homo sapiens]
Accession: gi|12597625 Score: 45.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.7
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|302370956 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
cyclic AMP-dependent transcription factor ATF-5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

533 1 625.6275 0.96 3 35.1 13.5 1 230-246 K.RAEGEALEGECQGLEAR.N Carbamidomethyl: 11
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Protein 154: PREDICTED: fatty-acid amide hydrolase 2 isoform X4 [Homo sapiens]
Accession: gi|530426388 Score: 45.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.2
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 8.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

701 1 1099.6923 17.73 2 38.7 22.7 2 249-268 K.KVVVHLETILGASVQHVKLK.K

1689 3 1051.5326 35.47 2 50.9 22.8 1 272-289 K.YSFQLWIAMMSAKGHDGK.E Oxidation: 9, 10



Detailed Protein Report

282 / 2208

Protein 155: CUB and sushi domain-containing protein 3 isoform 3 [Homo sapiens]
Accession: gi|205277354 Score: 45.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 387.1
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1865 1 897.8571 -115.65 2 53.2 10.9 1 321-334 K.NWLRLHFVTDSNHR.Y

1304 1 661.3930 144.57 1 46.4 11.2 0 2937-
2941

R.QPECK.A Carbamidomethyl: 4



Detailed Protein Report

285 / 2208

Protein 156: rho GTPase-activating protein 36 isoform 1 precursor [Homo sapiens]
Accession: gi|40255080 Score: 45.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.6
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 5.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1422 1 459.2842 44.39 2 47.9 16.9 0 211-218 K.ISFPIGQR.L

2474 1 822.4025 -186.55 1 61.5 16.1 1 347-353 R.LLKALHK.I
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Protein 157: PREDICTED: uncharacterized protein KIAA1551 isoform X1 [Homo sapiens]
Accession: gi|530399223 Score: 45.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 194.7
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2006 1 1044.4022 -89.89 2 55.0 16.6 1 957-974 K.DKPVQCTDVSHKICDQSK.S Carbamidomethyl: 6

120 1 585.2911 -66.24 2 30.4 16.8 0 1662- K.EQAPLQVSGIK.S
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1672
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Protein 158: heterogeneous nuclear ribonucleoprotein U-like protein 2 [Homo sapiens]
Accession: gi|118601081 Score: 45.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.1
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.95 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.52 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

196 1 838.3951 -57.68 2 32.2 16.3 1 507-521 K.SRDLLVQQASQCLSK.L WUP:QUP 1.52
QU:MU 0.95
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Protein 159: ADAMTS-like protein 1 isoform 4 precursor [Homo sapiens]
Accession: gi|154275767 Score: 45.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification
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Cmpds. [ppm] [min]

1695 1 671.2184 -97.93 3 51.5 14.6 1 172-189 K.EDNCGVCNGDGSTCRLVR.G Carbamidomethyl: 4, 7
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Protein 160: voltage-dependent R-type calcium channel subunit alpha-1E isoform 2 [Homo sapiens]
Accession: gi|329663531 Score: 44.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 254.4
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 3
Quantitation
QU:MU Median: 4.95 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.60 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2785 1 973.5222 64.95 2 63.4 10.8 1 734-750 K.EVSPMSAPNMPSIERER.R Oxidation: 10

183 1 823.9125 -35.10 2 31.1 10.2 2 959-972 R.AQDLRRTNSLMVSR.G QU:MU 4.95
WUP:QUP 0.60

27 1 814.2746 -93.66 2 30.0 10.4 1 1296-
1308

K.FFYCTDSSKDTEK.E Carbamidomethyl: 4
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Protein 161: sortilin-related receptor preproprotein [Homo sapiens]
Accession: gi|4507157 Score: 44.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 248.3
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.72 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.65 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2231 1 599.9323 -0.25 3 57.8 14.4 1 1239-
1254

K.CNGFRCPNGTCIPSSK.H Carbamidomethyl: 1, 11

1196 1 610.6448 -210.75 2 43.2 10.3 0 1244-
1254

R.CPNGTCIPSSK.H Carbamidomethyl: 1, 6 WUP:QUP 0.65
QU:MU 0.72
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Protein 162: PREDICTED: zinc finger protein 467 isoform X5 [Homo sapiens]
Accession: gi|578813954 Score: 44.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.0
Database Date: 2015-11-30 pI: 11.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.3

No. of unique Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1902 1 785.7933 -55.89 2 52.1 10.0 1 185-199 R.LHRGEGPCACPDCGR.S

340 2 544.7855 123.91 2 32.9 10.7 0 434-442 R.SFFCPDCGR.G Carbamidomethyl: 7

1119 2 555.1856 -176.56 2 44.1 13.3 0 443-452 R.GFSHGQHLAR.H

2174 1 849.0086 -71.63 3 57.0 10.8 1 537-558 R.HQAIHTGSRPFSCPQCGKSFSR.K Carbamidomethyl: 13, 16
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Protein 163: ubiquitin carboxyl-terminal hydrolase 35 [Homo sapiens]
Accession: gi|148746183 Score: 44.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.3
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.2

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.49 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.96 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1261 1 1070.0005 -62.40 2 45.9 12.2 1 131-150 R.TVCERPGPAACAQVARLLAR.
H

Carbamidomethyl: 3 QU:MU 0.49
WUP:QUP 1.96
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Protein 164: PREDICTED: collagen alpha-2(I) chain-like [Homo sapiens]
Accession: gi|530375734 Score: 44.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 12.9

Sequence Coverage [%]: 11.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1759 1 881.8978 -107.69 2 50.4 14.1 1 204-221 R.AVRPRSLGQGPGAQGVGR.A
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Protein 165: PREDICTED: lipopolysaccharide-responsive and beige-like anchor protein isoform X3 
[Homo sapiens]

Accession: gi|530378475 Score: 44.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 318.2
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.1
No. of unique Peptides: 4

Quantitation
WUP:QUP Median: 0.66 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1142 1 555.2290 -64.32 2 44.4 10.2 0 803-812 K.QHPDPDSSVK.I

1230 1 715.1053 93.99 3 43.7 12.4 1 821-839 K.VIATLLRNSPQCPESMEVR.R

1642 1 698.8555 -54.14 2 50.8 10.1 0 1488-
1501

K.SPVDIVTGGISPVR.D

2042 1 766.2799 -83.49 2 55.4 11.9 0 2669-
2684

K.CSGIGDNPGSETAAPR.A WUP:QUP 0.66
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Protein 166: PREDICTED: lipoxygenase homology domain-containing protein 1 isoform X1 [Homo 
sapiens]

Accession: gi|578832310 Score: 44.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 220.7
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.0

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.31 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2434 1 1045.2535 -261.87 1 60.9 17.6 1 384-392 K.DKDDGQLVR.E

2071 1 1052.4367 -86.97 2 56.3 14.8 2 1120-
1137

R.RLLPDKDGAETLTFPCDR.W Carbamidomethyl: 16
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1581 1 698.7063 -184.90 2 50.0 12.1 1 1707-
1717

K.EFLMENSSRQR.A QU:MU 1.31
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Protein 167: PREDICTED: plexin-A1 isoform X1 [Homo sapiens]
Accession: gi|578807485 Score: 44.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.5
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1881 1 628.2724 -43.47 2 53.9 15.1 0 1-11 -.MMLTPAGPEHR.G Oxidation: 1
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Protein 168: fibrillin-2 precursor [Homo sapiens]
Accession: gi|66346695 Score: 44.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 314.6
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.09 CV: 63.27 % No. of Peptides: 2
WUP:QUP Median: 1.03 CV: 41.37 % No. of Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

186 1 806.9057 27.18 2 31.2 11.0 0 49-64 R.SATAGSEGGFLAPEYR.E QU:MU 0.61
WUP:QUP 0.69

2112 1 600.2270 -134.67 3 54.8 15.6 2 77-92 R.RGQQDVLRGPNVCGSR.F Carbamidomethyl: 13

323 5 642.1545 -201.52 2 33.7 17.8 1 2529-
2539

K.TCKDLDECQTK.Q QU:MU 1.94
WUP:QUP 1.54
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Protein 169: sushi, nidogen and EGF-like domain-containing protein 1 precursor [Homo sapiens]
Accession: gi|122937283 Score: 44.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.1
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578804032 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: sushi, nidogen and EGF-like domain-containing protein 
1 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2079 1 1044.9332 12.94 2 56.4 14.4 1 591-609 R.NGGTCKEAGGEYHCSCPYR.F Carbamidomethyl: 5

1667 1 1073.2934 -127.64 2 49.2 19.6 1 591-609 R.NGGTCKEAGGEYHCSCPYR.F Carbamidomethyl: 5, 16

2019 1 715.9639 11.03 3 53.6 10.1 1 591-609 R.NGGTCKEAGGEYHCSCPYR.F Carbamidomethyl: 14, 16
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Protein 170: PREDICTED: coiled-coil domain-containing protein 88B isoform X1 [Homo sapiens]
Accession: gi|578821335 Score: 44.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 173.8
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 2.8
No. of unique Peptides: 3

Quantitation
WUP:QUP Median: 4.17 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

245 1 715.7361 -205.90 2 33.1 13.1 1 755-767 K.LEAQNTEAARLSK.E

2188 1 945.6234 129.84 2 57.8 19.6 2 1258-
1272

R.ELLERSLESRDHLHR.E

1580 1 781.3390 -87.96 2 49.5 11.3 1 1470- K.EAWALRSSTVSAGAR.R WUP:QUP 4.17
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1484
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Protein 171: G-protein coupled receptor 98 precursor [Homo sapiens]
Accession: gi|113722120 Score: 43.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 692.6
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1940 2 643.2750 -74.26 2 54.6 11.3 0 4809-
4819

K.EQPIVTENAER.Q
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Protein 172: FERM and PDZ domain-containing protein 1 [Homo sapiens]
Accession: gi|239582741 Score: 43.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 173.3
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 3
Quantitation
QU:MU Median: 2.37 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2745 1 849.4011 -32.55 1 65.4 14.4 0 357-363 K.AISFHMK.R Oxidation: 6

2634 1 994.5127 -8.52 2 63.7 13.9 2 1462-
1478

R.LCMGSQKLLSSCRHVIR.M Carbamidomethyl: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2077 1 1158.9066 -123.27 2 55.9 15.3 1 1526-
1544

R.DVVYTYHQFIEAAKSTCER.G Carbamidomethyl: 17 QU:MU 2.37
WUP:QUP 1.06
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Protein 173: MAX gene-associated protein isoform 2 [Homo sapiens]
Accession: gi|256017159 Score: 43.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 315.0
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 5.06 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

320 / 2208



Detailed Protein Report

321 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2438 1 611.7346 -126.77 2 60.9 12.8 0 1054-
1065

R.LGCVCSSLALEK.R

939 1 583.7035 -110.96 2 41.3 10.6 1 1976-
1985

R.KCVGASQECK.K Carbamidomethyl: 2, 9 WUP:QUP 5.06
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Protein 174: PREDICTED: RING finger protein 17 isoform X10 [Homo sapiens]
Accession: gi|578824967 Score: 43.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.9
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

200 1 642.8816 92.45 2 32.2 16.1 1 596-605 K.FEDGIWYRAK.V
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Protein 175: PREDICTED: uncharacterized protein LOC285556 isoform X1 [Homo sapiens]
Accession: gi|578809699 Score: 43.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 190.0
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.47 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.21 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578809701 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: uncharacterized protein LOC285556 isoform X2 [Homo 
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

886 1 575.7576 46.75 2 40.6 12.5 0 334-347 K.GGGGGGAGDGTECR.D

1984 1 634.7974 -113.89 2 54.7 11.7 2 955-965 K.REEQAPIGKLK.L WUP:QUP 2.21
QU:MU 0.47
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Protein 176: tau-tubulin kinase 1 [Homo sapiens]
Accession: gi|58761548 Score: 43.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 142.6
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 3.1
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.66 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.21 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1658 1 697.8038 -143.18 2 50.5 11.5 1 124-136 R.GTFTLSTTLRLGK.Q

1595 1 932.5310 13.94 2 50.2 20.1 0 1192-
1209

R.LQLQTPPGSATAADLRPK.Q QU:MU 0.66
WUP:QUP 1.21
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Protein 177: PREDICTED: serine/threonine-protein kinase WNK2 isoform X12 [Homo sapiens]
Accession: gi|578817784 Score: 43.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 227.1
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.6
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2405 1 904.4370 -32.64 2 60.5 15.1 1 323-339 R.DLKCDNIFITGPTGSVK.I

1286 1 945.9319 -64.24 2 46.2 11.9 2 2129-
2147

R.GGQRVGSKTASFAASDPVR.S
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Protein 178: probable G-protein coupled receptor 179 precursor [Homo sapiens]
Accession: gi|93352554 Score: 43.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 257.2
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 3
Quantitation
QU:MU Median: 2.19 CV: 73.29 % No. of Peptides: 2
WUP:QUP Median: 0.17 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

330 / 2208



Detailed Protein Report

331 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

671 1 648.3571 -64.53 2 36.8 12.2 2 1129-
1140

R.SPRLGRPKAVSK.Q

479 1 475.6002 -274.91 2 35.6 13.9 0 1164-
1170

R.MLQVCQR.E Carbamidomethyl: 5; 
Oxidation: 1

QU:MU 1.14

813 7 509.1525 -284.31 2 38.6 17.2 1 1195-
1204

R.AGKTGLAMLR.Q WUP:QUP 0.17
QU:MU 4.21
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Protein 179: conserved oligomeric Golgi complex subunit 1 [Homo sapiens]
Accession: gi|21237783 Score: 43.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.9
Database Date: 2015-11-30 pI: 7.1
Modification(s): Oxidation Sequence Coverage [%]: 5.1

No. of unique Peptides: 3
Quantitation
WUP:QUP Median: 0.28 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2917 1 724.8590 4.01 2 65.2 12.8 0 58-70 R.DLIEAADTIGQMR.R Oxidation: 12 WUP:QUP 0.28

2511 1 941.9690 8.39 2 62.0 16.9 1 72-89 R.CAVGLVDAVKATDQYCAR.L

1712 1 1045.0032 -51.34 2 49.7 13.3 1 527-545 K.VKLDDLLAYLPSDDSSLPK.D



Detailed Protein Report

333 / 2208

Protein 180: PREDICTED: uncharacterized aarF domain-containing protein kinase 1 isoform X2 
[Homo sapiens]

Accession: gi|530404248 Score: 43.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.0
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.8

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 1.03 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2471 1 588.1664 -250.34 2 61.4 20.5 1 232-241 R.NAEKVSQMLR.H

5 1 1205.0356 -39.18 2 29.0 11.7 2 383-403 R.ASASSFLNMSRCCIRALAEHK.
K

Carbamidomethyl: 12, 13 WUP:QUP 1.03
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Protein 181: probable G-protein coupled receptor 125 precursor [Homo sapiens]
Accession: gi|59823631 Score: 42.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 146.1
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 3.4
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2747 1 1045.5347 -21.10 2 65.5 16.6 2 211-229 R.DTRCVYPKSLQAQPVTGVK.Q

430 1 706.0114 194.46 2 33.9 10.5 0 366-378 R.TLAGITAYLQCTR.N
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Protein 182: estrogen sulfotransferase [Homo sapiens]
Accession: gi|4885617 Score: 42.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.1
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 13.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2243 1 945.9550 -47.59 2 58.5 10.9 2 78-93 R.IPFLECRKENLMNGVK.Q
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Protein 183: synaptojanin-1 isoform d [Homo sapiens]
Accession: gi|237757326 Score: 42.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.1
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1994 1 1044.9084 -141.16 2 55.3 14.4 2 182-200 R.LMCGGVEIRTIYAAHKQAK.A

2282 1 614.2542 -33.53 3 59.0 16.0 1 374-389 R.CQSGTVRTNCLDCLDR.T Carbamidomethyl: 10

1652 1 626.6317 -42.50 3 50.4 12.3 1 1416-
1432

K.DSFDLQGQSTLKISNPK.G
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Protein 184: PREDICTED: zinc finger protein 175 isoform X3 [Homo sapiens]
Accession: gi|530417172 Score: 42.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 1.03 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

22 1 1205.0462 -16.45 2 30.0 19.7 1 218-238 K.LSVYLTDHTGDIPCICKECGK.V Carbamidomethyl: 14, 16 WUP:QUP 1.03

6 2 1205.0350 -25.71 2 29.5 22.9 1 218-238 K.LSVYLTDHTGDIPCICKECGK.V Carbamidomethyl: 14, 19
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Protein 185: ectodysplasin-A isoform 2 [Homo sapiens]
Accession: gi|54112101 Score: 42.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 8.7
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1964 4 703.2668 -56.59 2 52.9 13.6 1 19-33 R.ERGSQGCGCGGAPAR.A

1518 3 1059.0796 50.76 2 48.7 16.6 1 264-282 K.NDLSGGVLNDWSRITMNPK.V
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Protein 186: PREDICTED: talin-2 isoform X15 [Homo sapiens]
Accession: gi|578827491 Score: 42.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 267.3
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.45 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2049 1 812.3468 -109.11 2 56.0 14.1 1 442-457 R.TGKAEHGSVALPAVMR.S QU:MU 1.45
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Protein 187: dematin isoform 3 [Homo sapiens]
Accession: gi|166706885 Score: 42.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.7
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

953 1 531.2210 -62.44 2 40.3 19.5 0 323-331 R.HLSAEDFSR.V
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Protein 188: PREDICTED: partitioning defective 3 homolog isoform X4 [Homo sapiens]
Accession: gi|530392319 Score: 42.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.4
Database Date: 2015-11-30 pI: 8.8
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2795 1 729.3498 -56.43 2 66.1 14.8 1 610-622 R.SKENHADLGIFVK.S

2354 1 711.9476 -118.31 3 59.3 10.7 2 847-867 K.SKSMDLGSSPSRDVGPSLGLK.K Oxidation: 4
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Protein 189: endothelin-2 preproprotein [Homo sapiens]
Accession: gi|4503463 Score: 42.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.9
Database Date: 2015-11-30 pI: 12.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 14.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2946 1 1051.5610 95.12 2 65.6 10.9 2 95-112 R.RCQCSSARDPACATFCLR.R Carbamidomethyl: 4, 12
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Protein 190: PREDICTED: protein FAM186A isoform X1 [Homo sapiens]
Accession: gi|578823289 Score: 42.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 262.1
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1615 1 781.3837 27.46 2 49.9 12.0 1 537-549 K.SGTSMMMLEQFRK.V Oxidation: 6
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Protein 191: PREDICTED: nesprin-1 isoform X19 [Homo sapiens]
Accession: gi|578812604 Score: 42.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 1002.8
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.70 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

280 1 607.8593 -49.80 2 33.5 10.5 1 3327-
3337

R.TLKLEALLSVK.Q QU:MU 0.70

2894 1 724.8707 49.22 2 64.9 10.6 1 4576-
4586

K.EDFDKACHWLK.Q Carbamidomethyl: 7

2810 1 1024.4996 -15.58 3 65.5 10.3 2 6575-
6600

K.
LQDMYDELMMIIGSRRSGLNQNLTLK.
S

Oxidation: 9, 10
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Protein 192: utrophin [Homo sapiens]
Accession: gi|110611228 Score: 42.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 394.2
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 0.6
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 0.40 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530384033 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: utrophin isoform X4 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

36 1 721.8221 -42.42 2 30.3 16.3 2 24-35 K.SRSDEHNDVQKK.T

467 5 607.8289 -91.67 2 35.5 25.9 2 997-1006 K.WNKLKVLVSK.D WUP:QUP 0.40
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Protein 193: A disintegrin and metalloproteinase with thrombospondin motifs 16 preproprotein 
[Homo sapiens]

Accession: gi|110735441 Score: 42.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1904 1 724.3383 -56.32 2 54.2 12.7 2 631-642 R.TLKLCNSQKCPR.D Carbamidomethyl: 10

2449 1 1025.1077 -9.04 3 60.5 13.5 2 1186-
1209

K.KDAFCKDYFHWCYLVPQHGMCSHK.F Carbamidomethyl: 5, 12; 
Oxidation: 20

1728 1 636.2813 0.97 2 51.9 15.9 2 1214-
1224

K.QCCKTCSKSNL.- Carbamidomethyl: 2
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Protein 194: PREDICTED: dedicator of cytokinesis protein 11 isoform X2 [Homo sapiens]
Accession: gi|530422336 Score: 42.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 235.7
Database Date: 2015-11-30 pI: 8.1
Modification(s): Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 3
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Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification
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Cmpds. [ppm] [min]

180 1 1043.9250 -79.30 2 32.2 13.4 1 269-286 K.AENIMASLERSMHPELMK.Y

2146 4 682.9130 127.21 2 57.2 18.0 1 279-289 R.SMHPELMKYGR.E Oxidation: 7

2045 1 731.3221 -60.47 2 56.0 10.6 1 1650-
1662

K.KITPNIDEEGAMK.E Oxidation: 12



Detailed Protein Report

358 / 2208

Protein 195: putative tyrosine-protein phosphatase auxilin isoform 3 [Homo sapiens]
Accession: gi|379030617 Score: 41.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.6
Database Date: 2015-11-30 pI: 7.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1549 1 1052.1533 -35.54 3 49.1 11.3 2 108-133 K.FHSRVSECSWPIRQAPSLHNLFAVCR.N Carbamidomethyl: 8, 25
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Protein 196: PREDICTED: zinc finger protein 407 isoform X3 [Homo sapiens]
Accession: gi|578832590 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.5
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2427 1 1103.9913 -10.11 2 58.6 12.6 2 1541-
1559

K.YCGKMCRSSNSMAFLAHIR.T Oxidation: 5, 12
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Protein 197: DNA-directed RNA polymerase III subunit RPC5 isoform 4 [Homo sapiens]
Accession: gi|384475537 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.7
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 5.4

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.76 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.02 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

887 1 491.6754 -177.12 2 40.6 13.5 2 109-116 K.ADAKHRER.E

2616 1 742.3664 -111.86 2 62.8 14.6 1 239-251 R.TLPLADQIKILMK.N

828 1 897.4861 96.86 2 40.4 13.7 0 600-614 K.VFALWESGDMSDQHR.Q Oxidation: 10 WUP:QUP 2.02
QU:MU 0.76



Detailed Protein Report

361 / 2208

Protein 198: PREDICTED: uncharacterized protein KIAA1109 isoform X7 [Homo sapiens]
Accession: gi|530378301 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 553.9
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 0.9
No. of unique Peptides: 2

Quantitation
QU:MU Median: 2.25 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

117 1 774.3916 -26.77 3 31.2 15.7 1 66-86 K.HGYIHIGSFSFSVLSGKVMVR.
E

1348 1 669.3232 -39.50 2 46.5 13.8 2 116-126 K.QKQHDPKAETR.L QU:MU 2.25
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Protein 199: ubiquitin carboxyl-terminal hydrolase 32 [Homo sapiens]
Accession: gi|22550104 Score: 41.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 181.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.46 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 4.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

598 1 823.8884 -6.53 2 37.5 15.8 0 1432-
1447

K.ENGAGQICELADALSR.G WUP:QUP 4.63
QU:MU 0.46
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Protein 200: cGMP-specific 3',5'-cyclic phosphodiesterase isoform 1 [Homo sapiens]
Accession: gi|61744435 Score: 41.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.9
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1989 1 616.7715 -62.66 2 54.8 10.4 1 2-12 M.ERAGPSFGQQR.Q

2072 1 1071.4033 -85.02 2 56.3 13.5 1 70-88 K.EGIRGHTESCSCPLQQSPR.A Carbamidomethyl: 10
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Protein 201: cingulin-like protein 1 [Homo sapiens]
Accession: gi|31982906 Score: 41.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|356874770 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
cingulin-like protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1287 1 611.9489 -57.31 3 46.2 10.8 1 494-509 K.EEEVKTATATLMLQNR.A
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Protein 202: PREDICTED: neuroblastoma breakpoint family member 4 isoform X2 [Homo sapiens]
Accession: gi|578798443 Score: 41.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.3
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 5.9
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2547 4 1044.5458 -3.00 2 62.5 15.8 1 1-19 -.MTPPPSNSVIATADRYLVR.W

573 2 666.3169 -41.31 2 37.1 12.9 2 192-202 R.EGRDASRWLNK.H

601 1 460.1164 -243.14 2 35.9 12.8 1 273-279 K.SNSYRHR.E
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Protein 203: DC-STAMP domain-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|219521926 Score: 41.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.7
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.0

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2414 1 964.4799 -71.72 3 60.6 15.7 2 86-112 K.MLGKEGRLFVLGYALAAIYVGPVANLR.H

748 1 1010.1872 -33.67 3 39.3 12.9 2 248-272 K.HIWVPLLTHLLCLPMKFKFFCGIAK.V Carbamidomethyl: 21; 
Oxidation: 15

2267 1 920.9067 1.92 2 58.8 12.9 0 621-636 R.CVVCQAPETPESYVCR.T Carbamidomethyl: 1
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Protein 204: E3 ubiquitin-protein ligase listerin [Homo sapiens]
Accession: gi|231573214 Score: 41.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 205.0
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 2

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification
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Cmpds. [ppm] [min]

57 1 731.6721 -129.70 3 30.4 30.4 2 1127-
1145

R.SREHGTLWSLIIAKLILSR.S

2506 2 817.4892 80.15 1 61.9 11.1 0 1620-
1626

K.DLPAMVR.L Oxidation: 5
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Protein 205: PREDICTED: palladin isoform X5 [Homo sapiens]
Accession: gi|530377424 Score: 41.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.1
Database Date: 2015-11-30 pI: 8.0

Sequence Coverage [%]: 3.1
No. of unique Peptides: 2

Quantitation
QU:MU Median: 3.61 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.29 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2009 2 945.8529 -132.43 2 55.0 12.3 1 1133-
1149

K.LQNTGVADGYPVRLECR.V

684 1 450.6291 -317.71 2 37.0 12.1 1 1233-
1240

K.KVRPSASR.Y WUP:QUP 0.29
QU:MU 3.61
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Protein 206: PREDICTED: forkhead box protein P3 isoform X2 [Homo sapiens]
Accession: gi|578838031 Score: 41.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 9.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

14 1 712.9876 -118.49 3 29.1 16.9 2 59-78 R.ERSAASTPYSVVFLLGIKAK.L
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Protein 207: endonuclease 8-like 3 [Homo sapiens]
Accession: gi|157388969 Score: 41.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1708 1 735.0267 -63.51 3 51.1 14.2 2 564-583 K.TVLKIGPNNGKNFFVCPLGK.E Carbamidomethyl: 16
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Protein 208: PREDICTED: insulin-like growth factor 1 receptor isoform X2 [Homo sapiens]
Accession: gi|530407102 Score: 41.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1849 3 1045.0301 118.60 2 51.5 16.2 0 56-73 K.ECGDLCPGTMEEKPMCEK.T Carbamidomethyl: 16; 
Oxidation: 10, 15

1628 1 716.0279 112.96 3 50.1 12.0 0 56-73 K.ECGDLCPGTMEEKPMCEK.T Carbamidomethyl: 2, 16; 
Oxidation: 10, 15

1529 1 669.8325 -70.94 2 49.3 13.1 0 271-282 R.HSHALVSLSFLK.N
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Protein 209: PREDICTED: ubiquitin carboxyl-terminal hydrolase 40 isoform X4 [Homo sapiens]
Accession: gi|530371419 Score: 41.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.8
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 2.7
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 1.84 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2293 1 937.4457 -41.72 2 57.0 11.2 1 662-677 K.LMKELADNSCLRPIDR.N WUP:QUP 1.84

2823 1 826.4280 41.02 2 65.7 30.1 0 1041-
1054

K.NLLIDDDDDFSTIR.D
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Protein 210: histone H4 [Homo sapiens]
Accession: gi|4504301 Score: 41.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.4
Database Date: 2015-11-30 pI: 11.8

Sequence Coverage [%]: 7.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.36 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.44 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|77539758 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
histone H4 [Homo sapiens]

gi|28173560 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|11415030 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504323 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504321 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504317 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504315 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504313 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504311 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504309 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504307 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504305 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504303 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1293 9 495.1457 -296.53 2 45.8 41.1 0 61-68 K.VFLENVIR.D QU:MU 1.36
WUP:QUP 1.44
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Protein 211: uncharacterized protein C17orf85 [Homo sapiens]
Accession: gi|166295179 Score: 40.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.5
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 6.0
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2859 1 648.3692 36.16 2 64.5 11.7 0 71-83 K.AGSFITGIDVTSK.E

2116 1 945.7998 -143.91 2 56.8 14.7 1 419-434 K.SMKMTMYADEVESQLK.N
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Protein 212: PREDICTED: peregrin isoform X6 [Homo sapiens]
Accession: gi|530373123 Score: 40.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.0
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 4.4
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.67 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 3.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

256 1 715.8400 -27.55 2 33.2 17.3 1 137-150 K.ENTETPAATPKSGK.H QU:MU 1.67
WUP:QUP 3.92

1974 1 757.2741 -191.30 2 55.1 10.7 0 506-520 R.AAAPVVSVPCIPPHR.L
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Protein 213: fibrocystin isoform 1 precursor [Homo sapiens]
Accession: gi|126131102 Score: 40.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 446.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1



Detailed Protein Report

381 / 2208



Detailed Protein Report

382 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2756 1 1023.5380 40.37 2 63.0 11.3 1 1718-
1735

R.GYDCIRGWASSALVFTSR.V Carbamidomethyl: 4
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Protein 214: myosin-IIIa [Homo sapiens]
Accession: gi|145275208 Score: 40.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 186.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

875 1 648.3760 105.34 2 41.0 11.8 0 1472-
1483

R.VSSQQCLSGVCK.G Carbamidomethyl: 6
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Protein 215: filamin-A isoform 1 [Homo sapiens]
Accession: gi|116063573 Score: 40.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 279.8
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.8
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1673 1 694.3984 51.21 2 51.2 15.2 1 1451-
1464

K.VKCSGPGLSPGMVR.A

418 1 686.6239 -116.77 3 33.8 10.2 1 2339-
2359

K.VNQPASFAVSLNGAKGAIDAK.V
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Protein 216: PREDICTED: chromodomain-helicase-DNA-binding protein 4 isoform X6 [Homo 
sapiens]

Accession: gi|578822562 Score: 40.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 216.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2366 1 649.8737 -146.01 3 59.4 13.6 0 1005-
1021

K.CCNHPYLFPVAAMEAPK.M Carbamidomethyl: 1

505 1 699.1373 103.36 3 35.9 10.8 2 1868-
1885

R.IPPVAVRLQMSERNILSR.L Oxidation: 10
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Protein 217: PREDICTED: beta-enolase isoform X1 [Homo sapiens]
Accession: gi|530410063 Score: 40.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 10.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2482 1 835.4239 2.22 2 61.6 10.7 2 1-14 -.MAVMRTLRAMAMQK.I Oxidation: 4, 10
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Protein 218: unconventional myosin-Ih [Homo sapiens]
Accession: gi|254028267 Score: 40.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 4.4
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 6.53 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

354 1 1026.5219 53.51 2 34.4 10.0 0 416-432 K.AEQAEYEMEGIEWEPIK.Y WUP:QUP 6.53

1186 1 863.9897 97.78 2 44.4 16.8 0 846-860 K.DGYTESLNQPFVNSR.I
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Protein 219: PREDICTED: bromodomain adjacent to zinc finger domain protein 2A isoform X11 
[Homo sapiens]

Accession: gi|578823227 Score: 40.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 170.8
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2577 1 941.5794 21.02 2 62.2 13.8 2 698-713 K.VKITELLNKTDNRPLK.K

778 1 830.6256 153.36 1 39.7 11.3 0 700-706 K.ITELLNK.T
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Protein 220: PREDICTED: plasma membrane calcium-transporting ATPase 3 isoform X5 [Homo 
sapiens]

Accession: gi|530422822 Score: 40.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.0
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2715 1 725.3796 55.65 2 65.1 12.1 0 309-321 K.QDGAVAMEMQPLK.S Oxidation: 7, 9

70 1 877.8816 -104.57 2 30.6 11.7 1 757-772 K.HTLVKGIIDSTTGEQR.Q
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Protein 221: stAR-related lipid transfer protein 9 [Homo sapiens]
Accession: gi|270265793 Score: 40.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 516.0
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

387 1 1294.0546 -62.74 2 34.8 12.0 2 136-157 K.DCASLPSSCRIKVSFLEIYNER.V Carbamidomethyl: 2
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Protein 222: MAP kinase-activating death domain protein isoform j [Homo sapiens]
Accession: gi|209863002 Score: 40.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 170.9
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530395946 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  MAP  kinase-activating  death  domain  protein  isoform  
X18 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

974 1 547.7654 -198.26 2 40.5 10.2 2 207-216 R.LLGKKLGIPR.G
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Protein 223: multicilin [Homo sapiens]
Accession: gi|299782571 Score: 40.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

809 1 526.2922 129.61 2 38.5 29.2 0 1-11 -.MQACGGGAAGR.R Carbamidomethyl: 4; 
Oxidation: 1

1958 1 745.7963 -121.94 2 54.9 11.2 1 248-261 R.DCGAAAEPFLLKAK.A Carbamidomethyl: 2
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Protein 224: PREDICTED: neuroblast differentiation-associated protein AHNAK isoform X9 [Homo 
sapiens]

Accession: gi|578821730 Score: 40.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 423.5
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.1
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

92 1 726.3490 -51.60 3 31.1 15.9 2 1041-
1061

K.VDVEGPDVNIEGPEGKLKGPK.F

1546 1 506.2878 21.02 2 47.6 11.8 1 2863-
2872

K.GPEADIKGPK.V
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Protein 225: catenin alpha-1 [Homo sapiens]
Accession: gi|55770844 Score: 40.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.0
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578810148 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: catenin alpha-1 isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2291 2 682.7592 -174.39 2 59.1 12.9 0 138-149 R.LLILADMADVYK.L

2280 1 920.8411 -26.04 2 58.9 13.1 0 718-731 K.QMCMIMMEMTDFTR.G Carbamidomethyl: 3; 
Oxidation: 2

2652 3 659.3500 103.51 2 61.5 14.3 0 762-773 R.TIADHCPDSACK.Q Carbamidomethyl: 11
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Protein 226: PREDICTED: diacylglycerol kinase alpha isoform X2 [Homo sapiens]
Accession: gi|530399854 Score: 40.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530399856 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: diacylglycerol kinase alpha isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1847 1 577.2815 93.89 2 52.9 16.5 1 163-172 R.GGCESGRCDR.C Carbamidomethyl: 3, 8
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Protein 227: PREDICTED: thyroglobulin isoform X9 [Homo sapiens]
Accession: gi|530389281 Score: 40.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.1
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.32 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2716 3 645.8279 25.63 2 64.3 20.3 2 160-169 R.CPRSCEIRNR.R Carbamidomethyl: 1

1580 1 502.6699 -218.64 2 50.0 19.9 0 467-475 R.LQQNLFGGK.F QU:MU 0.32
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Protein 228: pleckstrin homology domain-containing family A member 4 isoform 2 [Homo sapiens]
Accession: gi|238859653 Score: 40.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.2
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 5.3
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.67 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.21 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

489 3 603.8256 17.71 2 36.1 13.9 0 300-312 R.GPPSEAGGGKPPR.S WUP:QUP 1.21
QU:MU 0.67

20 1 706.3988 42.59 2 29.2 15.0 2 387-399 R.EAGAPGRAWGRQR.L
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Protein 229: PREDICTED: nipped-B-like protein isoform X4 [Homo sapiens]
Accession: gi|530378766 Score: 40.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 257.1
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2607 1 913.4633 -59.64 2 62.6 12.0 1 909-923 K.HRQLILEEIFTSLAR.L

425 1 946.2023 58.66 3 35.0 14.6 2 1692-
1714

K.IQVLKNLQTYLQEEDTRMQQADR.D Oxidation: 18
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Protein 230: ubiquitin carboxyl-terminal hydrolase 17 [Homo sapiens]
Accession: gi|153792150 Score: 40.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.6
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.5

No. of unique Peptides: 2
Quantitation
QU:MU Median: 2.48 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.29 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1128 1 1019.1809 129.35 2 43.7 15.4 2 49-66 R.VDLCDDLAPVARQLAPRK.K Carbamidomethyl: 4

184 1 424.2193 37.35 3 32.0 12.9 0 112-121 R.EHSQTCQRPK.C Carbamidomethyl: 6 WUP:QUP 0.29
QU:MU 2.48
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Protein 231: zinc finger protein 714 [Homo sapiens]
Accession: gi|144953913 Score: 39.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.0

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.73 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 5.59 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2246 1 953.4417 47.81 2 58.5 14.9 0 39-55 K.ICEMVDESPAMCSSFTR.D WUP:QUP 5.59

2107 1 625.2545 -125.14 2 54.7 10.4 2 544-554 K.IQKFAGCGGRR.L Carbamidomethyl: 7 QU:MU 1.73
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Protein 232: von Willebrand factor preproprotein [Homo sapiens]
Accession: gi|89191868 Score: 39.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 309.1
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 3
Quantitation
QU:MU Median: 2.03 CV: 152.70 % No. of Peptides: 2
WUP:QUP Median: 0.98 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1145 2 729.1568 -199.23 2 42.6 14.5 0 1944-
1956

R.WTCPCVCTGSSTR.H Carbamidomethyl: 5 WUP:QUP 0.98
QU:MU 0.68

1133 2 729.1918 -151.33 2 42.4 15.1 0 1944-
1956

R.WTCPCVCTGSSTR.H Carbamidomethyl: 3

99 1 845.3517 -47.80 3 31.0 10.4 1 2289-
2311

K.
VNCTTQPCPTAKAPTCGLCEVAR.
L

Carbamidomethyl: 8, 16, 19 QU:MU 6.08
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Protein 233: PREDICTED: SPOC domain-containing protein 1 isoform X4 [Homo sapiens]
Accession: gi|578800076 Score: 39.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.9
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.4

No. of unique Peptides: 3
Quantitation
QU:MU Median: 2.73 CV: 12.14 % No. of Peptides: 2
WUP:QUP Median: 0.59 CV: 55.09 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

815 1 647.6499 -180.41 2 38.6 10.3 1 169-180 R.DGGMSSPGCDRR.S Carbamidomethyl: 9 QU:MU 2.42

1959 1 757.2595 -164.75 2 54.9 16.2 2 455-467 K.EPCRLPASKMTHK.G Oxidation: 10 WUP:QUP 0.99

78 1 877.8658 -95.96 2 30.9 13.3 1 549-564 K.ALSQTPMPAPEMPKTR.E QU:MU 3.08
WUP:QUP 0.35
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Protein 234: putative hexokinase HKDC1 [Homo sapiens]
Accession: gi|156151420 Score: 39.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.4
Database Date: 2015-11-30 pI: 7.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 3
Quantitation
WUP:QUP Median: 0.15 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2718 2 648.3573 22.96 2 62.4 12.9 2 43-53 R.FRAEMEKGLAK.D Oxidation: 5

1075 1 947.1189 99.83 2 43.5 13.9 2 147-162 K.KLPLGLTFSFPCRQTK.L Carbamidomethyl: 12

2984 5 973.5068 -23.83 2 66.1 13.0 2 313-331 K.MAKAGLLFGGEKSSALHTK.G WUP:QUP 0.15
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Protein 235: insulin receptor-related protein precursor [Homo sapiens]
Accession: gi|31657140 Score: 39.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.52 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

608 1 730.3714 88.53 2 37.6 15.3 0 213-225 R.VCPCPHGMACTAR.G Carbamidomethyl: 2, 4 QU:MU 1.52
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Protein 236: PREDICTED: zinc finger protein 197 isoform X2 [Homo sapiens]
Accession: gi|578805510 Score: 39.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.9

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1461 1 671.4129 203.04 2 46.6 14.0 2 165-174 K.KFYKCDMCCK.H Carbamidomethyl: 8; 
Oxidation: 7

926 1 539.7356 -166.84 2 41.1 10.3 2 312-320 K.CQKAFILKK.S

2133 1 797.3986 -7.50 2 57.0 15.4 0 343-355 K.TFAQTTYLIDHQR.L
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Protein 237: putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 isoform 1 
[Homo sapiens]

Accession: gi|255982614 Score: 39.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1748 1 1044.9652 -43.04 2 51.7 25.1 2 285-302 R.AAGEQEKLEATNRYHMPK.E Oxidation: 16
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Protein 238: PREDICTED: zinc finger protein 41 isoform X5 [Homo sapiens]
Accession: gi|530421580 Score: 39.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.5
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.2

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.98 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.01 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578838101 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 41 isoform X15 [Homo sapiens]

gi|530421582 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 41 isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1222 1 955.6757 154.26 2 44.9 10.3 2 80-95 R.GYEHKNIEKIIHVTTK.L

2726 1 884.9432 75.73 2 64.4 16.1 0 430-444 K.THTGEKPYMCAECGK.A Carbamidomethyl: 10, 13

1481 1 727.3860 6.97 2 48.7 13.2 1 455-466 K.HQKTHTGEKPYK.C QU:MU 1.98
WUP:QUP 1.01
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Protein 239: putative uncharacterized zinc finger protein 814 [Homo sapiens]
Accession: gi|222418585 Score: 39.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.3
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.7

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.80 CV: 23.03 % No. of Peptides: 2
WUP:QUP Median: 1.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2009 1 766.2777 -53.66 2 55.5 17.9 1 351-363 K.HYECGECGKSFSK.Y Carbamidomethyl: 7 QU:MU 0.64

417 1 564.5160 -156.98 3 35.2 11.2 1 653-667 R.VHTTERPFKCGECGK.C WUP:QUP 1.94
QU:MU 1.00
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Protein 240: PREDICTED: uncharacterized protein LOC101928409 [Homo sapiens]
Accession: gi|530358441 Score: 39.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.4
Database Date: 2015-11-30 pI: 11.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.04 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1973 1 902.8715 -113.53 2 55.1 11.5 1 57-74 R.GGGIALCSLGVKSNMNVK.Y Carbamidomethyl: 7 WUP:QUP 1.35
QU:MU 1.04

1325 1 640.6479 -178.43 2 46.2 14.4 0 118-130 R.GNVGEGEMDGGSR.A Oxidation: 8

2625 1 885.4475 -93.73 1 62.9 13.6 0 515-522 R.LAGVALWR.S
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Protein 241: E3 ubiquitin-protein ligase TRIP12 isoform c [Homo sapiens]
Accession: gi|10863903 Score: 39.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 220.3
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.6
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1453 1 929.4464 3.04 2 46.5 10.5 1 16-33 R.SQRNTAGAQPQDDSIGGR.S

1915 1 643.3072 -50.38 2 54.3 12.5 2 133-145 K.AHTRKSGATGGSR.S



Detailed Protein Report

425 / 2208

Protein 242: PREDICTED: histone-lysine N-methyltransferase ASH1L isoform X2 [Homo sapiens]
Accession: gi|530365070 Score: 39.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 296.8
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1736 1 853.3885 -153.79 2 50.1 10.2 2 256-272 R.KAGVGSVAGIIHKDLIK.K

1687 1 696.2420 -115.78 3 49.4 11.7 1 744-762 K.NVSCSSLSNSNSEPAKFMK.N Carbamidomethyl: 4

1905 1 673.3043 -162.57 2 54.2 17.5 0 2460-
2472

R.QALAAPLLNLPPK.K



Detailed Protein Report

428 / 2208

Protein 243: probable exonuclease mut-7 homolog isoform a [Homo sapiens]
Accession: gi|145279204 Score: 39.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1319 1 571.1608 -69.20 2 46.1 14.7 0 828-837 R.CFYCCTGCGK.V Carbamidomethyl: 5
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Protein 244: vitamin D3 receptor isoform VDRA [Homo sapiens]
Accession: gi|4507883 Score: 39.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.3
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578824200 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: vitamin D3 receptor isoform X1 [Homo sapiens]

gi|63054845 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

vitamin D3 receptor isoform VDRA [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2332 3 665.1572 -192.83 2 59.6 12.9 0 403-413 R.CLSFQPECSMK.L Carbamidomethyl: 1

2538 1 673.3328 74.17 2 61.7 14.1 0 403-413 R.CLSFQPECSMK.L Carbamidomethyl: 8; 
Oxidation: 10
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Protein 245: PREDICTED: arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing 
protein 3 isoform X7 [Homo sapiens]

Accession: gi|578810904 Score: 39.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.1
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1500 1 850.8827 -87.14 2 48.9 14.3 1 656-671 R.LQEISVVSAADTPDKK.E
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Protein 246: PREDICTED: coiled-coil domain-containing protein 136 isoform X4 [Homo sapiens]
Accession: gi|530386309 Score: 38.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 131.9
Database Date: 2015-11-30 pI: 4.5

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

488 1 686.3221 -115.45 2 36.1 10.5 2 905-915 K.NEIKELQTKLR.E
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Protein 247: tripartite motif-containing protein 66 [Homo sapiens]
Accession: gi|209977097 Score: 38.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.6
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1060 1 540.7960 -96.21 2 41.5 11.4 2 952-961 R.LIPRTPGAKK.G

862 1 942.1586 54.56 3 40.3 12.8 1 1098-
1121

K.DPAHYTTPEEVVSDVRLMFWNCAK.F Oxidation: 18

2820 1 676.8699 24.74 2 63.9 14.6 1 1205-
1216

R.MSFRLANSISQV.-
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Protein 248: frizzled-10 precursor [Homo sapiens]
Accession: gi|6005762 Score: 38.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1958 1 655.2730 -62.48 2 52.8 10.4 0 281-292 R.LFAGAESIACDR.D Carbamidomethyl: 10

2186 1 928.7350 -68.15 3 55.7 17.1 1 483-507 K.MNNQTKTLDCLMAASIPAVEIFMVK.I Oxidation: 23
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Protein 249: PREDICTED: otoferlin isoform X1 [Homo sapiens]
Accession: gi|530368284 Score: 38.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 225.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.4
No. of unique Peptides: 3

Quantitation
QU:MU Median: 0.81 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.12 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1211 2 839.3736 -36.62 2 45.3 13.7 2 181-195 R.DDEHKAGRSVFSAMK.L WUP:QUP 1.12
QU:MU 0.81

1207 1 984.1444 151.03 2 43.4 10.7 0 542-559 K.GFLPTLGPAWVNMYGSTR.N
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2705 1 558.6699 91.00 3 64.9 14.3 1 739-752 R.RLYNANIMDHIADK.L
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Protein 250: vasopressin-neurophysin 2-copeptin preproprotein [Homo sapiens]
Accession: gi|13259533 Score: 38.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.3
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 11.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2048 2 945.8202 -134.22 2 56.0 14.9 1 32-49 R.AMSDLELRQCLPCGPGGK.G Oxidation: 2
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Protein 251: rho GTPase-activating protein 11A isoform 3 [Homo sapiens]
Accession: gi|557128992 Score: 38.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 5.8
No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578827655 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  rho  GTPase-activating  protein  11A  isoform  X3  [Homo  
sapiens]

gi|557129007 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

rho GTPase-activating protein 11A isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1727 3 682.5948 -72.91 3 51.9 11.1 0 386-404 K.HNSNITSSPLSGDENNMTK.E

2120 2 703.2439 -91.13 2 54.9 13.2 0 550-561 K.ENENMMEGNLPK.C

2613 2 822.4595 113.47 2 63.4 14.2 0 684-700 K.SVSCDGALSSCIESASK.D
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Protein 252: PREDICTED: tetratricopeptide repeat protein 18 isoform X8 [Homo sapiens]
Accession: gi|530392981 Score: 38.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.0
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.36 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.95 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578818878 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tetratricopeptide  repeat  protein  18 isoform X16 [Homo 
sapiens]

gi|578818876 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  tetratricopeptide  repeat  protein  18 isoform X15 [Homo 
sapiens]

gi|578818874 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  tetratricopeptide  repeat  protein  18 isoform X14 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1779 1 516.2947 29.06 2 50.6 10.7 0 87-94 R.IIWDLESR.C WUP:QUP 2.95
QU:MU 0.36

81 1 1120.1328 99.73 2 30.9 12.9 1 778-796 K.GHLYFLSGNHSEAKACYER.T Carbamidomethyl: 16
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Protein 253: PREDICTED: serine-protein kinase ATM isoform X4 [Homo sapiens]
Accession: gi|578822211 Score: 38.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 310.0
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2544 1 885.4222 -31.19 2 61.8 14.9 1 403-418 K.SLMQCAGESITLFKNK.T
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Protein 254: protein FAM104A isoform 3 [Homo sapiens]
Accession: gi|574956994 Score: 38.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.8
Database Date: 2015-11-30 pI: 12.7

Sequence Coverage [%]: 40.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2165 4 974.4048 -53.21 3 55.4 21.1 2 1-32 -.MGGRGADAGSSGGTGPTEGYSPPAASTRAAAR.A
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Protein 255: ATP-dependent DNA helicase Q1 [Homo sapiens]
Accession: gi|14591902 Score: 38.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.4
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 5.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578823000 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X5  [Homo  
sapiens]

gi|530399347 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X4  [Homo  
sapiens]

gi|530399345 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X3  [Homo  
sapiens]

gi|530399343 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X2  [Homo  
sapiens]

gi|530399341 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X1  [Homo  
sapiens]

gi|14591904 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ATP-dependent DNA helicase Q1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2269 1 701.1276 94.64 3 58.2 13.1 1 540-556 R.EDLEKIIAHFLIQQYLK.E
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Protein 256: uncharacterized protein LOC284677 [Homo sapiens]
Accession: gi|197116396 Score: 38.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.1
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2182 1 682.2713 -87.72 3 57.7 10.9 1 187-205 R.ALPSPDCPGLRTTGEQMQK.L Oxidation: 17

2206 2 701.3221 -23.13 3 57.5 27.4 1 187-205 R.ALPSPDCPGLRTTGEQMQK.L Carbamidomethyl: 7; 
Oxidation: 17
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Protein 257: neuroblastoma breakpoint family member 6 isoform 2 [Homo sapiens]
Accession: gi|221136848 Score: 38.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.2
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1180 1 384.1589 -56.37 2 44.9 12.5 1 633-638 R.MQRMIG.- Oxidation: 1, 4
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Protein 258: cadherin EGF LAG seven-pass G-type receptor 1 precursor [Homo sapiens]
Accession: gi|7656967 Score: 38.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 329.3
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1



Detailed Protein Report

448 / 2208



Detailed Protein Report

449 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

155 1 855.3273 -115.70 2 31.7 12.6 0 715-730 R.DANSVITYQLTGGNTR.N
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Protein 259: coiled-coil domain-containing protein 33 isoform 1 [Homo sapiens]
Accession: gi|117168273 Score: 38.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.9
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 5.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1293 1 679.7520 127.71 3 46.3 12.9 1 52-69 K.DGSEPWPYVVVKSTSEEK.N
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Protein 260: PREDICTED: CLIP-associating protein 1 isoform X9 [Homo sapiens]
Accession: gi|578803955 Score: 38.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 162.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2270 1 614.2104 -96.89 3 58.8 10.1 1 641-655 R.HMREDMEYIGLDSGR.I Oxidation: 2, 6

1389 1 816.1017 171.47 2 47.0 10.2 1 953-966 R.FIVDQTQTPNLKVK.V
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Protein 261: uncharacterized protein LOC100132994 [Homo sapiens]
Accession: gi|223468690 Score: 38.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.8

No. of unique Peptides: 3
Quantitation
QU:MU Median: 0.52 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.31 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|223468693 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
putative uncharacterized protein CXorf49 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

198 1 938.4465 -16.72 2 31.3 13.1 1 242-257 R.QASFHCKESYLPVPGR.F Carbamidomethyl: 6 WUP:QUP 1.31
QU:MU 0.52

1392 1 895.6264 159.72 2 47.0 14.8 1 249-264 K.ESYLPVPGRFLTSAPR.G

1182 1 662.2009 -171.93 2 44.9 10.2 0 475-486 R.QQQPPGAQGCPR.C Carbamidomethyl: 10
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Protein 262: PREDICTED: ryanodine receptor 1 isoform X3 [Homo sapiens]
Accession: gi|578834746 Score: 38.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 563.6
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2169 2 714.6084 -134.05 3 57.5 14.8 1 595-614 R.NHKVLDVLCSLCVCNGVAVR.S

1512 1 727.4065 108.16 2 49.1 11.1 0 2601-
2612

R.DVIEDCLMSLCR.Y Carbamidomethyl: 11

2682 1 705.8622 37.53 2 64.6 12.1 2 3478-
3490

K.MAKSGGSDQERTK.K Oxidation: 1
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Protein 263: symplekin [Homo sapiens]
Accession: gi|124028529 Score: 37.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.1
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530417312 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: symplekin isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2866 1 655.3693 -17.94 2 66.3 14.3 1 128-138 K.KAILTMTQLYK.V
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Protein 264: PREDICTED: probable ATP-dependent RNA helicase DDX60-like isoform X6 [Homo 
sapiens]

Accession: gi|578809622 Score: 37.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.4
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 3
Quantitation
QU:MU Median: 2.50 CV: 44.93 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z z Rt
[min]

Score P Range Sequence Modification Ratios
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[ppm]

1058 1 586.1731 -222.69 2 42.8 12.2 2 639-648 K.HCRGEGKISK.D Carbamidomethyl: 2 QU:MU 3.85

225 1 641.7812 -36.28 2 32.5 12.3 1 924-933 K.IMEEKCISEK.Q Carbamidomethyl: 6; 
Oxidation: 2

1639 1 926.8312 -90.99 2 50.2 13.2 1 1516-
1531

K.ECEDSQLVSHLMSCKK.G Oxidation: 12 QU:MU 1.63
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Protein 265: tyrosine-protein kinase SYK isoform 2 [Homo sapiens]
Accession: gi|205277435 Score: 37.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.9

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|293332611 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
tyrosine-protein kinase SYK isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2468 2 1044.5140 -52.13 2 61.4 15.4 2 173-191 K.ISREESEQIVLIGSKTNGK.F

1105 1 653.6417 -205.60 2 42.1 10.9 1 565-576 K.GERMGCPAGCPR.E Carbamidomethyl: 10; 
Oxidation: 4
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Protein 266: eosinophil peroxidase preproprotein [Homo sapiens]
Accession: gi|4503595 Score: 37.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.0
Database Date: 2015-11-30 pI: 11.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.6

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 0.65 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578831504 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: eosinophil peroxidase isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

873 1 575.3008 19.33 2 40.5 19.5 0 368-377 R.IPCFLAGDTR.S Carbamidomethyl: 3 WUP:QUP 0.65

2217 1 927.3936 -145.10 2 56.1 18.0 2 547-562 R.QVRRIGLDLAALNMQR.S
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Protein 267: vacuolar protein sorting-associated protein 13B isoform 5 [Homo sapiens]
Accession: gi|35493713 Score: 37.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 448.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|530388780 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: vacuolar protein sorting-associated protein 13B isoform 
X2 [Homo sapiens]

gi|530388778 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: vacuolar protein sorting-associated protein 13B isoform 
X1 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1794 2 1023.9088 -120.39 2 52.3 12.4 1 385-402 K.DPIVSIGFYCTKATVTFK.L Carbamidomethyl: 10

1639 1 911.3413 -106.88 2 50.8 14.4 1 2218-
2233

K.WCKHSGNPGPEQSIPK.I Carbamidomethyl: 2

1842 1 1273.5438 -34.83 2 51.4 10.7 1 3135-
3157

K.EYFRVPDSATFSICPGGEQPAMK.S Oxidation: 22
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Protein 268: triosephosphate isomerase isoform 3 [Homo sapiens]
Accession: gi|384475517 Score: 37.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

219 1 663.8152 -36.93 2 32.7 37.4 0 125-137 R.IIYGGSVTGATCK.E Carbamidomethyl: 12
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Protein 269: sortilin isoform 2 [Homo sapiens]
Accession: gi|327315343 Score: 37.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1682 1 1058.4833 -30.52 2 51.3 12.7 1 317-334 K.NKNECSLHIHASYSISQK.L Carbamidomethyl: 5
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Protein 270: zinc finger protein 573 isoform 4 [Homo sapiens]
Accession: gi|289577063 Score: 37.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.9
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 6.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2167 1 900.3438 -97.52 3 55.5 11.8 2 15-37 R.SYNSKTMTCELVTFRDVAIDFSR.Q Oxidation: 7
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Protein 271: PERQ amino acid-rich with GYF domain-containing protein 2 isoform c [Homo 
sapiens]

Accession: gi|156766047 Score: 37.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.4
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1750 1 863.3936 -7.87 2 51.7 13.5 1 565-579 K.RACDESFQPLGDIMK.M Oxidation: 14
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Protein 272: probable global transcription activator SNF2L2 isoform c [Homo sapiens]
Accession: gi|574957245 Score: 37.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 172.5
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2593 1 648.3609 19.71 2 62.4 10.6 2 802-812 K.ISYKGTPAMRR.S Oxidation: 9

2825 2 1024.0347 -1.30 2 65.7 15.7 1 1053-
1069

K.KFNEPGSQYFIFLLSTR.A
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Protein 273: polycystic kidney disease and receptor for egg jelly-related protein precursor [Homo 
sapiens]

Accession: gi|5174633 Score: 37.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 255.3
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 2



Detailed Protein Report

470 / 2208



Detailed Protein Report

471 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2763 1 741.8475 25.09 2 64.9 12.5 0 1125-
1135

K.TSWYEVHCICK.N Carbamidomethyl: 8, 10

2608 1 648.3616 -63.29 2 62.6 12.8 1 1788-
1798

K.ILGLPLMRQVR.A
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Protein 274: PREDICTED: F-box/WD repeat-containing protein 11 isoform X5 [Homo sapiens]
Accession: gi|530380941 Score: 36.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.8
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.7

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

891 1 630.9500 -54.02 3 39.5 12.1 0 227-243 K.VLTGHTGSVLCLQYDER.V

2270 3 596.7864 -15.83 2 56.7 13.1 0 316-326 R.AAVNVVDFDDK.Y

1138 1 751.8302 130.90 3 42.5 11.7 1 419-438 K.VWDLQAALDPRAPASTLCLR.T Carbamidomethyl: 18
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Protein 275: metallothionein-4 [Homo sapiens]
Accession: gi|14269578 Score: 36.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.4
Database Date: 2015-11-30 pI: 10.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 53.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1709 1 892.3390 4.69 2 51.7 11.6 1 33-47 K.SCCPCCPPGCAKCAR.G Carbamidomethyl: 2, 3, 6, 
10, 13
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Protein 276: tripartite motif-containing protein 65 isoform 2 [Homo sapiens]
Accession: gi|371122551 Score: 36.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.9
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

347 1 764.8773 64.49 2 34.3 12.1 1 112-123 R.CVCSVCTVRECR.L Carbamidomethyl: 1, 3, 6

40 1 661.7546 -162.80 2 30.3 10.4 1 124-134 R.LHERALLDAER.L
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Protein 277: PREDICTED: mucin-5AC [Homo sapiens]
Accession: gi|578821001 Score: 36.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 520.3
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1356 1 863.9173 -123.12 2 46.6 12.1 1 7-22 R.KLALLWALALALACTR.H

2649 2 734.8562 20.51 2 63.2 12.1 0 317-329 R.QCTHAGGLPQDWR.G

2548 1 1044.5297 54.57 2 61.8 12.6 1 2203-
2218

K.MCLNYEVRVLCCETPK.G Carbamidomethyl: 2, 11, 
12; Oxidation: 1
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Protein 278: NF-X1-type zinc finger protein NFXL1 [Homo sapiens]
Accession: gi|89363020 Score: 36.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.3
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|520261838 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
NF-X1-type zinc finger protein NFXL1 [Homo sapiens]

gi|520261712 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

NF-X1-type zinc finger protein NFXL1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2093 1 732.3366 -79.70 2 56.6 10.4 1 17-31 R.GRATAAPSGNGVHLR.G

1824 1 916.3237 -87.07 2 53.1 10.4 2 433-447 R.CHRGPCETCRQEVEK.H Carbamidomethyl: 6
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Protein 279: protein TANC1 isoform 2 [Homo sapiens]
Accession: gi|225543463 Score: 36.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.1
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2703 5 673.3636 27.60 2 64.1 17.2 1 419-430 K.LVALSCHGSRMR.Q Oxidation: 11

2221 1 953.0764 108.03 2 58.2 19.2 0 1226-
1242

K.GAVIEHVDHSGMRPLDR.A Oxidation: 12
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Protein 280: PREDICTED: afadin isoform X15 [Homo sapiens]
Accession: gi|578812779 Score: 36.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 185.3
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
QU:MU Median: 3.14 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.05 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1199 1 533.6590 -250.21 2 44.6 12.3 0 1502-
1510

R.DLQYITVSK.E WUP:QUP 0.05
QU:MU 3.14
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Protein 281: PREDICTED: conserved oligomeric Golgi complex subunit 4 isoform X1 [Homo 
sapiens]

Accession: gi|578828932 Score: 36.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.7
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 9.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1637 1 993.4172 -42.79 2 50.7 12.5 1 238-255 K.RISSDFEVGDSMASEEVK.Q QU:MU 0.74
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Protein 282: zinc finger protein castor homolog 1 isoform a [Homo sapiens]
Accession: gi|119709834 Score: 36.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.9
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578799307 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein castor homolog 1 isoform X2 [Homo 
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1857 1 604.2655 -35.90 2 53.6 12.3 2 1283-
1292

K.REECGRLGCK.Y Carbamidomethyl: 9
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Protein 283: PREDICTED: calcyphosin-like protein isoform X2 [Homo sapiens]
Accession: gi|578809847 Score: 36.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 18.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2813 1 895.4559 30.47 2 63.8 12.6 1 80-94 K.EFMKGLNDYAVVMEK.E Oxidation: 3

19 3 1205.0501 -38.96 2 29.8 23.5 0 107-127 K.DGNGTIDFNEFLLTLRPPMSR.A Oxidation: 19
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Protein 284: inhibitor of nuclear factor kappa-B kinase subunit alpha [Homo sapiens]
Accession: gi|62241001 Score: 36.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.6
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.11 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2406 1 665.3146 -54.38 2 60.5 21.5 0 366-377 R.KPASQCVLDGVR.G Carbamidomethyl: 6

1405 1 533.6158 -246.47 2 45.9 14.5 1 510-517 K.AWKEMEEK.A Oxidation: 5 QU:MU 1.11
WUP:QUP 1.16
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Protein 285: thymidine phosphorylase isoform 1 proprotein [Homo sapiens]
Accession: gi|4503445 Score: 36.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.9
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 9.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|384229049 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
thymidine phosphorylase isoform 1 proprotein [Homo sapiens]

gi|166158925 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

thymidine phosphorylase isoform 1 proprotein [Homo sapiens]

gi|166158922 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

thymidine phosphorylase isoform 1 proprotein [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

41 1 906.3675 -118.89 2 29.5 10.9 1 140-157 K.VPMISGRGLGHTGGTLDK.L Oxidation: 3

1488 1 671.3911 -17.76 2 47.0 12.0 0 223-235 K.LVEGLSALVVDVK.F
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Protein 286: PREDICTED: centriolar coiled-coil protein of 110 kDa isoform X4 [Homo sapiens]
Accession: gi|578828704 Score: 35.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.0
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2559 1 693.6709 -206.81 2 60.3 11.2 1 924-935 K.YMKAAEMGMPNK.K Oxidation: 7
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Protein 287: PREDICTED: multiple PDZ domain protein isoform X3 [Homo sapiens]
Accession: gi|530390235 Score: 35.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 213.7
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 2.3
No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2017 1 788.3019 -141.73 2 55.1 14.1 0 1303-
1318

R.MSVFIVGIDPNGAAGK.D

2930 1 899.4860 0.41 2 65.4 11.6 2 1340-
1356

R.SHQNASSIIKCAPSKVK.I

1435 1 627.2993 -161.59 2 47.6 10.2 1 1661-
1673

K.KPGKGLGLSIVGK.R
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Protein 288: myosin light chain kinase, smooth muscle isoform 3B [Homo sapiens]
Accession: gi|116008190 Score: 35.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.3
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.66 CV: 43.99 % No. of Peptides: 2
WUP:QUP Median: 0.51 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

678 1 670.8078 -108.06 2 38.5 14.1 1 2-14 M.GDVKLVASSHISK.T QU:MU 1.09

2055 1 643.7814 9.77 2 54.1 11.7 0 104-115 K.YTCEATNGSGAR.Q Carbamidomethyl: 3

2643 1 995.0088 -31.93 2 63.9 10.1 1 180-196 R.FSCKITGRPQPQVTWLK.G WUP:QUP 0.51
QU:MU 2.52
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Protein 289: PREDICTED: rho guanine nucleotide exchange factor 12 isoform X3 [Homo sapiens]
Accession: gi|530397943 Score: 35.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.8
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

85 1 710.2749 -87.79 2 30.8 12.0 0 335-347 K.VSVPDEMSADLEK.R

1443 1 1022.6499 109.61 1 47.7 10.9 1 458-465 K.EPRNLEHK.R
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Protein 290: protein LAP2 isoform 7 [Homo sapiens]
Accession: gi|55770895 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 146.0
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

486 1 668.2076 -211.28 2 34.5 10.8 0 1177-
1189

R.VGSEHSLLDPPGK.S

2597 1 913.4719 -133.82 1 63.1 13.2 2 1209-
1215

K.LEKIRVR.V
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Protein 291: EP300-interacting inhibitor of differentiation 3 [Homo sapiens]
Accession: gi|56605998 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.1
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 14.7

No. of unique Peptides: 3
Quantitation
WUP:QUP Median: 0.51 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2097 1 900.3873 -17.91 3 54.6 12.2 2 1-26 -.
MKMDVSVRAAGCSDDLSSGEADVDPK.
L

Oxidation: 1

936 1 647.6555 -210.59 2 41.8 10.9 1 194-204 R.KMEENGNMPTK.L Oxidation: 8 WUP:QUP 0.51

399 1 701.3413 -70.15 2 35.0 12.6 0 304-315 K.QGVISLTLQEWK.N
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Protein 292: PREDICTED: pecanex-like protein 3 isoform X4 [Homo sapiens]
Accession: gi|530396772 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.4
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2754 1 1086.0034 31.79 2 64.8 11.5 1 286-307 R.GSGEPTPQKAGSSDSCFSGTDR.E
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Protein 293: neurogenic locus notch homolog protein 1 preproprotein [Homo sapiens]
Accession: gi|148833508 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 272.3
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.27 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.88 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2073 4 698.2445 -185.84 2 55.8 21.5 0 1992-
2004

R.MHDGTTPLILAAR.L WUP:QUP 0.88
QU:MU 2.27
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Protein 294: PREDICTED: proteasome-associated protein ECM29 homolog isoform X5 [Homo 
sapiens]

Accession: gi|530390837 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 203.7
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.40 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 3.27 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

681 1 625.0022 62.66 3 38.5 10.4 1 1079-
1093

K.FMNLANHHAMWNSRK.G Oxidation: 2 QU:MU 0.40
WUP:QUP 3.27

2061 1 703.7752 -146.50 2 54.1 12.0 1 1537-
1550

K.MKAQGAIAMASIAK.Q Oxidation: 1
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Protein 295: PREDICTED: histone-lysine N-methyltransferase 2B isoform X2 [Homo sapiens]
Accession: gi|578835223 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.5
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2760 1 841.9053 -83.22 2 63.0 12.2 1 7-23 K.ARIAGVGSLPLSGVEEK.M
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Protein 296: PREDICTED: maestro heat-like repeat-containing protein family member 2A isoform 
X1 [Homo sapiens]

Accession: gi|578804228 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.4
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1832 2 577.2623 1.72 2 52.7 13.5 0 51-61 K.TDTTGAGLDMR.K Oxidation: 10

2646 1 616.8461 -35.09 2 61.4 11.5 1 62-72 R.KTLASVIIMEK.A

288 1 636.2301 -155.37 3 32.3 10.6 1 1348- R.LAELVLRGMDSEVLSCR.I Oxidation: 9
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1364
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Protein 297: PREDICTED: coiled-coil domain-containing protein 74B isoform X9 [Homo sapiens]
Accession: gi|578805131 Score: 35.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.8
Database Date: 2015-11-30 pI: 12.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 14.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2681 1 945.9624 -37.93 2 61.9 11.2 2 140-158 K.KDGPSGNHLSRASAPLGAR.W

1874 1 860.9002 -14.63 2 51.8 11.4 2 298-313 K.SCSTSSPSWKGARGPR.Q Carbamidomethyl: 2
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Protein 298: protein FAM117B [Homo sapiens]
Accession: gi|254910983 Score: 35.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.9
Database Date: 2015-11-30 pI: 10.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2079 1 772.9176 -77.41 3 55.9 13.4 0 57-86 R.SGGGGGGNNNGGCCGGASGPAGGGGGGGPR.T Carbamidomethyl: 14
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Protein 299: SKI family transcriptional corepressor 1 [Homo sapiens]
Accession: gi|384407369 Score: 35.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.7
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 6.2
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 0.37 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1961 1 599.9124 -123.71 3 52.9 10.6 2 38-55 R.GVGTQEGKGTIPGSPREK.R

2760 1 729.3797 -5.05 2 65.6 13.2 1 759-770 K.DIENLAREELQK.L WUP:QUP 0.37
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Protein 300: ectoderm-neural cortex protein 1 isoform 2 [Homo sapiens]
Accession: gi|375268727 Score: 35.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.8

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 1.61 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1599 1 948.4653 4.77 2 50.2 12.3 0 220-236 K.TGHALFLLGGQTFMCDK.L Carbamidomethyl: 15 WUP:QUP 1.61

1786 1 916.3119 -145.37 2 52.7 10.3 1 259-275 K.EFSACAIGCKVYITGGR.G Carbamidomethyl: 5
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Protein 301: tenascin-N precursor [Homo sapiens]
Accession: gi|62988324 Score: 35.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.5
No. of unique Peptides: 2

Quantitation
QU:MU Median: 2.27 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2128 9 698.2808 -172.59 2 55.0 24.0 0 428-440 R.GELEGKPILLNGR.T QU:MU 2.27

2573 1 590.4386 252.94 1 62.8 11.4 0 516-521 R.GNQGSK.K
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Protein 302: GH3 domain-containing protein isoform 2 precursor [Homo sapiens]
Accession: gi|217330592 Score: 35.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 6.5
No. of unique Peptides: 3

Quantitation
QU:MU Median: 0.70 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

273 1 442.6382 -324.42 2 32.1 14.2 0 145-152 R.ALLLDALR.S

2063 1 634.7944 -18.66 2 54.2 10.9 0 420-430 K.LDHCLQEASPR.Y

734 1 712.3429 -104.91 2 39.2 10.3 1 445-457 R.VHLVGQGAFRALR.A QU:MU 0.70
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Protein 303: PREDICTED: plasma membrane calcium-transporting ATPase 2 isoform X9 [Homo 
sapiens]

Accession: gi|578806173 Score: 35.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

336 1 625.9844 -32.51 3 34.2 10.9 2 568-583 K.VYTFNSVRKSMSTVIK.L Oxidation: 11
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Protein 304: A disintegrin and metalloproteinase with thrombospondin motifs 6 preproprotein 
[Homo sapiens]

Accession: gi|64276808 Score: 35.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.2
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.5

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.34 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

885 1 649.9950 65.11 3 39.5 10.1 1 584-601 R.HCDSPAPSGGGKYCLGER.K Carbamidomethyl: 2, 14

1669 1 1061.1845 59.73 3 50.6 11.4 0 833-862 R.
TGSGDNEVGFTWNHQPWSECSATCAGGVQR.
Q

2995 1 964.4577 34.33 3 66.2 13.8 1 1017-
1041

R.
CPPPRWVTGDWGQCSAQCGLGQQMR.
T

Carbamidomethyl: 14, 18; 
Oxidation: 24

QU:MU 1.34
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Protein 305: protein-methionine sulfoxide oxidase MICAL3 isoform 1 [Homo sapiens]
Accession: gi|209862789 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 224.2
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.39 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530426255 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  protein-methionine  sulfoxide  oxidase  MICAL3  isoform  
X6 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1700 1 538.2445 -35.71 2 51.5 12.2 0 712-721 R.MDVAVGNQNK.V QU:MU 0.39
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Protein 306: NACHT, LRR and PYD domains-containing protein 2 isoform 3 [Homo sapiens]
Accession: gi|291463280 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1922 1 893.8122 -134.43 2 53.9 11.2 0 695-709 R.ILCEQIASDTCHLQR.V Carbamidomethyl: 3

223 1 636.6401 -68.84 3 32.8 23.9 1 846-863 R.ELTHLCLAKNPIGNTGVK.F
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Protein 307: PREDICTED: bromodomain and WD repeat-containing protein 1 isoform X1 [Homo 
sapiens]

Accession: gi|530418950 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 253.3
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.10 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

127 1 724.8357 -58.74 2 31.3 12.0 1 762-773 K.GEEERNLYIIGR.K QU:MU 2.10
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Protein 308: TMF-regulated nuclear protein 1 [Homo sapiens]
Accession: gi|61966741 Score: 35.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.4
Database Date: 2015-11-30 pI: 12.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 14.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1625 2 682.3281 20.05 3 50.6 17.4 1 2-21 M.PGCRISACGPGAQEGTAEQR.S Carbamidomethyl: 8

1148 1 676.2570 -106.06 2 44.5 17.6 1 205-216 R.GHGPEPDSPFRR.S
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Protein 309: PREDICTED: GAS2-like protein 2 isoform X1 [Homo sapiens]
Accession: gi|578830659 Score: 35.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.5
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1978 1 643.7875 -102.56 2 54.6 14.5 2 671-682 K.ASLSAKGTHMRK.V
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Protein 310: PREDICTED: putative uncharacterized protein CXorf49-like [Homo sapiens]
Accession: gi|410170282 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.2
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 7.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.68 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

674 1 512.2810 -49.78 2 38.0 12.2 1 311-320 R.GPLPRGTLGR.K WUP:QUP 2.35
QU:MU 1.68
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Protein 311: PREDICTED: tau-tubulin kinase 2 isoform X5 [Homo sapiens]
Accession: gi|578826647 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.8
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1491 1 626.6231 -220.31 2 48.3 12.6 0 312-321 K.DVWEEMDANK.N Oxidation: 6

2024 1 694.3465 21.44 2 55.7 10.8 1 1119-
1132

R.SKSPPSHSGSSSSR.R
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Protein 312: myeloperoxidase precursor [Homo sapiens]
Accession: gi|4557759 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1893 1 640.7817 -156.88 2 54.0 15.3 0 537-548 R.VVLEGGIDPILR.G
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Protein 313: serine protease 58 precursor [Homo sapiens]
Accession: gi|48255915 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.1
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 20.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1245 1 1072.1826 -52.32 3 43.9 19.6 1 36-63 K.SDYLPCAGVLIHPLWVITAAHCNLPKLR.V Carbamidomethyl: 6, 22

2776 1 862.7428 -25.62 3 65.9 15.2 2 167-188 R.DAYKTYNITENMLCVGIVPGRR.Q Carbamidomethyl: 14; 
Oxidation: 12
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Protein 314: PREDICTED: receptor-type tyrosine-protein phosphatase mu isoform X4 [Homo 
sapiens]

Accession: gi|578832170 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.1
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1436 1 927.4440 -10.35 3 47.6 22.6 1 1365-
1390

R.TVVHCLNGGGRSGTFCAISIVCEMLR.H Carbamidomethyl: 22
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Protein 315: uncharacterized protein KIAA0408 [Homo sapiens]
Accession: gi|59806363 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.78 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.50 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2738 3 841.8972 10.76 2 62.7 13.5 1 17-29 K.EKMELLDQFDNER.K Oxidation: 3 WUP:QUP 0.50
QU:MU 1.78

1324 1 727.1757 -204.08 2 46.2 10.1 0 108-120 R.EQSLVSGGNQMCK.E Carbamidomethyl: 12; 
Oxidation: 11
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Protein 316: PREDICTED: zinc finger protein 554 isoform X2 [Homo sapiens]
Accession: gi|578832959 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 5.7
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 2.44 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1743 1 560.7234 -120.44 2 52.1 14.2 0 210-219 R.AFTHSSTLTR.H WUP:QUP 2.44
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Protein 317: procollagen galactosyltransferase 1 precursor [Homo sapiens]
Accession: gi|31377697 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.6
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

718 2 450.6336 -247.78 2 37.4 13.7 1 1-9 -.MAAAPRAGR.R
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Protein 318: metallothionein-1H [Homo sapiens]
Accession: gi|10835085 Score: 34.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.0
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 49.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2498 1 673.3379 138.11 2 61.8 10.5 0 32-43 K.SCCSCCPLGCAK.C Carbamidomethyl: 5, 6, 10

1117 1 1019.4619 75.11 2 43.5 10.7 1 32-51 K.SCCSCCPLGCAKCAQGCICK.G Carbamidomethyl: 2
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Protein 319: PREDICTED: zinc finger SWIM domain-containing protein 3 isoform X1 [Homo 
sapiens]

Accession: gi|578835782 Score: 34.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.3
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 4.5
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2524 1 1044.0930 32.96 2 62.2 15.4 2 112-129 K.SQKTMCLQRLQPVQPTTK.K

2543 2 701.8414 -144.22 2 61.8 19.2 2 424-436 K.GLKNLPTPPPKLK.R
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Protein 320: splicing factor, proline- and glutamine-rich [Homo sapiens]
Accession: gi|4826998 Score: 34.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 6.9

No. of unique Peptides: 3
Quantitation
QU:MU Median: 1.43 CV: 42.02 % No. of Peptides: 2
WUP:QUP Median: 0.84 CV: 25.78 % No. of Peptides: 2

Alias proteins:
Accession Name Description
gi|530363144 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  splicing  factor,  proline-  and  glutamine-rich  isoform  X3  
[Homo sapiens]

gi|530363142 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  splicing  factor,  proline-  and  glutamine-rich  isoform  X2  
[Homo sapiens]

gi|530363140 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  splicing  factor,  proline-  and  glutamine-rich  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

406 1 678.2016 -174.41 2 34.7 11.5 1 268-279 R.SEEKISDSEGFK.A WUP:QUP 1.08
QU:MU 0.96

6 1 736.0027 52.34 3 29.0 13.0 1 609-630 R.
DMRMGGGGAMNMGDPYGSGGQK.
F

Oxidation: 4, 12

284 1 671.3405 5.90 2 33.5 10.1 0 667-681 R.FGQGGAGPVGGQGPR.G WUP:QUP 0.65
QU:MU 2.15
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Protein 321: zinc finger protein 189 isoform 2 [Homo sapiens]
Accession: gi|37574608 Score: 34.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.1
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578817874 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 189 isoform X2 [Homo sapiens]

gi|578817872 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 189 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1729 1 1051.5453 -9.31 2 51.4 14.5 1 70-86 R.GIFLWEIPRESLTQEQR.M
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Protein 322: G patch domain and KOW motifs-containing protein [Homo sapiens]
Accession: gi|15811782 Score: 34.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.2
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.76 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.52 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1518 1 816.3814 -50.98 2 49.2 16.7 1 256-270 R.GLYGKVEGLDPDNVR.A QU:MU 0.76
WUP:QUP 1.52
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Protein 323: PREDICTED: ankyrin repeat domain-containing protein 30B isoform X1 [Homo 
sapiens]

Accession: gi|578832133 Score: 34.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 171.3
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1677 1 619.9559 -45.33 3 51.2 22.1 1 760-776 K.LEESPDKDGLLKPTCGR.K
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Protein 324: proteoglycan 4 isoform D precursor [Homo sapiens]
Accession: gi|189181724 Score: 34.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.5
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 1.4
No. of unique Peptides: 2

Quantitation
QU:MU Median: 2.52 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.51 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2237 1 994.8741 -142.64 2 57.8 23.9 2 785-802 K.TTERDLRTTPETTTAAPK.M WUP:QUP 0.51
QU:MU 2.52

299 2 559.1629 -227.93 2 33.4 10.6 0 792-802 R.TTPETTTAAPK.M
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Protein 325: SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily 
A member 5 [Homo sapiens]

Accession: gi|325651836 Score: 34.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.8
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

971 1 706.9594 14.52 2 42.2 20.7 2 485-496 K.MVVLDKLLPKLK.E Oxidation: 1
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Protein 326: PREDICTED: chromodomain-helicase-DNA-binding protein 9 isoform X9 [Homo 
sapiens]

Accession: gi|530424378 Score: 34.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 269.5
Database Date: 2015-11-30 pI: 8.8
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 4.90 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1309 1 863.9074 -143.00 2 46.0 10.4 2 563-576 K.LQAILKPMMLRRLK.E Oxidation: 8

2019 1 719.3122 -83.44 2 55.6 13.7 0 1342-
1354

R.VVSTFGVVFDPDR.G WUP:QUP 4.90
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Protein 327: glutamine--tRNA ligase isoform b [Homo sapiens]
Accession: gi|441478305 Score: 34.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.5
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2780 1 841.6618 -115.85 3 65.2 10.5 2 131-152 R.YHFNMGLLMGEARAVLKWADGK.M Oxidation: 9
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Protein 328: sodium-driven chloride bicarbonate exchanger isoform 1 [Homo sapiens]
Accession: gi|295821221 Score: 34.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.9
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 3.3
No. of unique Peptides: 3

Quantitation
QU:MU Median: 2.10 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.37 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

63 1 724.6832 -193.81 2 29.7 11.3 1 128-139 R.EGEDAEWRETAR.W QU:MU 2.10

1817 1 847.8355 -100.68 2 52.5 10.3 1 278-293 R.ENSTVDFSKGLGGQQK.G

505 5 509.1120 -289.14 2 36.3 12.7 0 705-713 K.SLHGEYVGR.A WUP:QUP 2.37
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Protein 329: monofunctional C1-tetrahydrofolate synthase, mitochondrial isoform 3 [Homo 
sapiens]

Accession: gi|337756507 Score: 34.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.2
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

228 1 801.7963 -174.05 2 32.6 23.3 2 262-274 R.IQNMVSSGRRWLR.E

1676 1 1045.0153 -29.27 2 50.7 10.9 0 574-594 K.SGQPVTADDLGVTGALTVLMK.D Oxidation: 20
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Protein 330: probable ATP-dependent RNA helicase DDX10 [Homo sapiens]
Accession: gi|13514831 Score: 34.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.8
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 4.6
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2045 3 599.9307 -69.34 3 53.9 11.2 1 1-18 -.MGKTANSPGSGARPDPVR.S

2761 2 713.3401 -111.86 2 65.7 11.2 2 638-649 K.VKRHNVFGLDLK.D
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Protein 331: laminin subunit beta-2 precursor [Homo sapiens]
Accession: gi|119703755 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 195.9
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530372442 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: laminin subunit beta-2 isoform X1 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2931 1 1051.5566 80.57 2 65.4 10.0 0 918-937 R.LPYGGQCRPCPCPEGPGSQR.H
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Protein 332: sacsin isoform 2 [Homo sapiens]
Accession: gi|491227401 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 504.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1798 1 916.4469 -78.82 2 50.8 10.5 2 1570-
1586

K.KSCSSKALNTPVLSVLK.E Carbamidomethyl: 3

362 1 529.2876 -26.74 3 34.5 12.9 2 4347-
4361

R.GKSDKDVKPTALAQK.I
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Protein 333: leucine-, glutamate- and lysine-rich protein 1 isoform 1 [Homo sapiens]
Accession: gi|262263420 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530374591 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  leucine-,  glutamate-  and  lysine-rich  protein  1  isoform  
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1884 1 734.7526 -169.10 2 53.9 10.2 1 86-97 K.TERIYDVGMQLK.S Oxidation: 9

538 1 501.6964 -160.45 2 36.7 11.2 1 494-501 K.EKEIENLK.N
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Protein 334: dynein heavy chain domain-containing protein 1 isoform 1 [Homo sapiens]
Accession: gi|222144249 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 533.3
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.5

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.73 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

553 / 2208



Detailed Protein Report

554 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2480 3 625.3103 -20.67 2 61.5 13.4 0 454-463 R.CLNLCTSILR.L Carbamidomethyl: 1, 5 QU:MU 1.73
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Protein 335: R-spondin-1 isoform 3 precursor [Homo sapiens]
Accession: gi|339276103 Score: 34.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.8
Database Date: 2015-11-30 pI: 11.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 26.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2673 1 913.9847 93.98 2 63.5 12.9 1 43-59 K.GCELCSEVNGCLKCSPK.L Carbamidomethyl: 2

1684 1 1273.9976 -19.18 2 50.8 10.8 1 125-149 R.CYPACPEGSSAANGTMECSSPGQKR.R Oxidation: 16
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Protein 336: myotubularin-related protein 8 [Homo sapiens]
Accession: gi|21361759 Score: 34.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1315 8 956.5835 100.93 1 46.6 16.9 0 1-8 -.MDHITVPK.V Oxidation: 1
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Protein 337: PREDICTED: NEDD8 ultimate buster 1 isoform X3 [Homo sapiens]
Accession: gi|530387034 Score: 33.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2092 1 625.2489 -174.33 2 54.5 12.9 2 330-339 K.KLNLAQKCFK.N Carbamidomethyl: 8
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Protein 338: EH domain-binding protein 1 isoform 3 [Homo sapiens]
Accession: gi|217330572 Score: 33.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.2
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 2.7
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.96 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.29 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|217330574 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
EH domain-binding protein 1 isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

804 1 660.3468 -45.46 2 38.5 12.3 2 111-122 R.RKALATSSINMK.Q

192 2 688.2999 -17.82 2 32.1 10.3 0 805-816 K.HNTNTATPFCNR.Q WUP:QUP 1.29
QU:MU 0.96



Detailed Protein Report

559 / 2208

Protein 339: PREDICTED: uncharacterized protein C1orf159 isoform X8 [Homo sapiens]
Accession: gi|578799328 Score: 33.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.9
Database Date: 2015-11-30 pI: 11.7

Sequence Coverage [%]: 8.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2555 1 701.8644 -5.90 2 61.9 10.1 0 256-269 R.QGPGGRPLGGNQHK.V
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Protein 340: metabotropic glutamate receptor 4 isoform 5 [Homo sapiens]
Accession: gi|378548216 Score: 33.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.5
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 6.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2591 1 701.8584 -42.25 2 62.4 10.3 2 90-101 R.EPKAGEFDKIIR.R

1390 1 977.5200 -44.32 2 47.5 12.4 1 487-504 R.RIFLGLGMSISYAALLTK.T
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Protein 341: PREDICTED: nuclear pore complex protein Nup214 isoform X4 [Homo sapiens]
Accession: gi|530427224 Score: 33.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 209.0
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 1.5
No. of unique Peptides: 2



Detailed Protein Report

562 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2741 1 715.3112 -107.27 2 62.7 17.4 1 66-77 K.VRIFDSPEELPK.E

1945 4 1023.3932 -98.93 2 54.7 16.5 2 670-687 R.TSKACFQVGTSEEMKMLR.T
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Protein 342: PREDICTED: leucine-rich repeat serine/threonine-protein kinase 2 isoform X1 [Homo 
sapiens]

Accession: gi|530399725 Score: 33.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 285.2
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.46 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.75 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

394 1 591.8037 -59.20 2 34.9 10.0 1 1964-
1973

K.ASLTRTLQHR.I QU:MU 0.46
WUP:QUP 1.75

1730 1 796.0646 -20.88 3 51.4 11.0 1 2457-
2477

R.
VMMTAQLGSLKNVMLVLGYNR.
K

Oxidation: 2, 3, 14
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Protein 343: PREDICTED: zinc finger protein 708 isoform X1 [Homo sapiens]
Accession: gi|578833563 Score: 33.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.3
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 2
Quantitation
QU:MU Median: 2.98 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

252 1 605.6643 -205.83 2 32.9 12.7 2 102-111 K.NPFKCKECGK.S Carbamidomethyl: 8 QU:MU 2.98

1258 2 586.7739 28.23 2 45.9 20.9 1 330-339 K.CEECGKAFTK.S Carbamidomethyl: 4
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Protein 344: PREDICTED: ras-specific guanine nucleotide-releasing factor 2 isoform X1 [Homo 
sapiens]

Accession: gi|530379425 Score: 33.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.5
Database Date: 2015-11-30 pI: 8.3
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1027 1 984.1548 34.58 3 42.4 33.5 1 898-922 R.ALSQDDQDDIHLKLEDIIQMTDCMK.A Oxidation: 20, 24
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Protein 345: PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X6 
[Homo sapiens]

Accession: gi|578823772 Score: 33.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 201.3
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 1.8
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

732 1 472.2592 28.32 2 39.1 11.0 0 1468-
1476

K.EVPATPSSR.R

52 1 717.7555 -144.48 2 30.5 11.1 0 1531-
1544

K.EASSPPAVTPSTYK.G
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Protein 346: semaphorin-3A precursor [Homo sapiens]
Accession: gi|5174673 Score: 33.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.8
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 2.6
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.64 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.31 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578813881 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: semaphorin-3A isoform X4 [Homo sapiens]

gi|578813879 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: semaphorin-3A isoform X3 [Homo sapiens]

gi|530385417 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: semaphorin-3A isoform X2 [Homo sapiens]

gi|530385415 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: semaphorin-3A isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1358 2 436.6061 -206.99 2 47.1 18.6 0 213-219 R.TEQHDSR.W QU:MU 0.64
WUP:QUP 1.31

2058 1 722.8469 -17.26 2 56.1 14.8 1 265-277 R.IGQICKNDFGGHR.S
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Protein 347: transmembrane protein 169 [Homo sapiens]
Accession: gi|19923913 Score: 33.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.6
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 13.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578805184 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transmembrane protein 169 isoform X1 [Homo sapiens]

gi|214831834 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transmembrane protein 169 [Homo sapiens]

gi|214831799 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transmembrane protein 169 [Homo sapiens]

gi|214831780 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transmembrane protein 169 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

77 1 845.3458 -96.16 3 30.7 10.3 1 1-23 -.MEEPTAVEGQVQLPSPHQGSLRK.A Oxidation: 1
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Protein 348: heat shock 70 kDa protein 1A/1B [Homo sapiens]
Accession: gi|167466173 Score: 33.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 3.9
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.62 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|194248072 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
heat shock 70 kDa protein 1A/1B [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

602 1 744.3677 18.07 2 37.5 10.9 0 37-49 R.TTPSYVAFTDTER.L QU:MU 0.62

1835 2 599.2683 -138.16 2 53.3 22.4 0 160-171 K.DAGVIAGLNVLR.I
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Protein 349: PREDICTED: coiled-coil domain-containing protein 60 isoform X1 [Homo sapiens]
Accession: gi|530401235 Score: 33.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.8
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 7.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2869 1 724.8749 -14.66 2 64.6 19.1 2 309-320 R.RTVTIENGMQRK.A Oxidation: 9

2374 1 1022.9281 -68.61 2 59.6 14.2 1 346-364 K.SSERSSSTSAESHIQPVQK.K
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Protein 350: PREDICTED: cylicin-1 isoform X1 [Homo sapiens]
Accession: gi|530421958 Score: 33.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.1
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

547 1 472.6490 -226.33 2 35.3 16.3 1 119-127 K.DEKGGTPLK.K
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Protein 351: PREDICTED: lysine-specific demethylase 2A isoform X3 [Homo sapiens]
Accession: gi|578821239 Score: 33.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.2
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 2.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

846 1 663.6790 -184.30 2 40.6 10.3 1 313-325 K.KTLAGDSSSDCSR.G

762 1 599.6213 -221.03 2 39.5 10.5 0 314-325 K.TLAGDSSSDCSR.G



Detailed Protein Report

578 / 2208

Protein 352: constitutive coactivator of peroxisome proliferator-activated receptor gamma isoform 
a [Homo sapiens]

Accession: gi|556503397 Score: 33.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.3

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.86 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.76 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1242 1 666.6715 -165.15 2 45.6 11.1 0 412-422 R.EVPMCSDPEPR.Q Carbamidomethyl: 5; 
Oxidation: 4

WUP:QUP 0.76
QU:MU 1.86
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Protein 353: PREDICTED: acetyl-CoA acetyltransferase, cytosolic isoform X1 [Homo sapiens]
Accession: gi|530383698 Score: 33.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.6
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 9.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2173 1 1045.4885 -59.90 2 57.0 15.6 0 48-68 R.CSFNGALAAVPVQDLGSTVIK.E
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Protein 354: PREDICTED: latent-transforming growth factor beta-binding protein 1 isoform X5 
[Homo sapiens]

Accession: gi|530367595 Score: 33.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2143 1 1052.3999 -77.45 2 57.2 10.8 1 400-418 R.VVICHLPCMNGGQCSSRDK.C Carbamidomethyl: 8
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Protein 355: zinc finger protein 90 [Homo sapiens]
Accession: gi|209862791 Score: 33.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 2.83 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1099 1 917.4452 -8.48 2 43.8 11.6 1 529-544 K.IIHTGAKPYKCEECGK.A Carbamidomethyl: 11 WUP:QUP 2.83
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Protein 356: E3 ubiquitin-protein ligase MARCH7 isoform c [Homo sapiens]
Accession: gi|544346219 Score: 33.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.7
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1613 1 682.3429 11.62 3 50.4 22.6 2 89-106 R.SSSMVLGSFGTDLMRERR.D Oxidation: 4



Detailed Protein Report

583 / 2208

Protein 357: E3 ubiquitin-protein ligase RNF213 isoform 3 [Homo sapiens]
Accession: gi|366039979 Score: 32.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 591.0
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1737 1 863.0655 110.54 2 51.5 19.4 1 746-759 R.EKQHLLSIDEPLFR.S
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Protein 358: spectrin beta chain, non-erythrocytic 4 isoform sigma1 [Homo sapiens]
Accession: gi|115430237 Score: 32.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 288.8
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 4.03 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 3.65 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1131 7 530.7679 3.99 2 44.3 18.5 2 2553-
2562

R.EGGDRRASGR.R WUP:QUP 3.65
QU:MU 4.03
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Protein 359: PREDICTED: calcium-binding mitochondrial carrier protein SCaMC-3 isoform X1 
[Homo sapiens]

Accession: gi|578833593 Score: 32.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.9
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 6.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.17 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.48 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1190 4 644.3159 -77.32 2 45.0 18.2 1 209-219 R.LKVFMQVHASK.T QU:MU 1.17
WUP:QUP 1.48
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Protein 360: PREDICTED: uncharacterized protein KIAA1210 isoform X1 [Homo sapiens]
Accession: gi|578838720 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 167.9
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1818 1 582.2582 -176.44 1 53.1 16.6 0 1151-
1155

K.QLPPK.H
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Protein 361: tyrosine-protein kinase Fgr [Homo sapiens]
Accession: gi|4885235 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.4
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.5

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578798632 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: tyrosine-protein kinase Fgr isoform X1 [Homo sapiens]

gi|112382244 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tyrosine-protein kinase Fgr [Homo sapiens]

gi|112382241 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tyrosine-protein kinase Fgr [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2000 1 899.3791 -86.20 2 53.4 11.8 2 1-16 -.MGCVFCKKLEPVATAK.E Carbamidomethyl: 6; 
Oxidation: 1

2074 1 682.6660 -32.64 3 56.3 10.3 2 8-26 K.KLEPVATAKEDAGLEGDFR.S

1458 1 1022.6515 107.92 2 46.6 10.7 0 73-91 R.GVSGIGVTLFIALYDYEAR.T
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Protein 362: PREDICTED: NAD-dependent protein deacylase sirtuin-5, mitochondrial isoform X3 
[Homo sapiens]

Accession: gi|530381706 Score: 32.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.7
Database Date: 2015-11-30 pI: 11.1
Modification(s): Oxidation Sequence Coverage [%]: 14.1

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.99 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.07 CV: 115.25 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

324 1 686.3446 49.16 2 32.7 11.4 0 33-44 K.MARPSSSMADFR.K Oxidation: 8 WUP:QUP 0.43
QU:MU 1.99

553 1 731.0325 126.18 2 36.5 10.4 1 255-266 R.LFLKPLPVMKMK.L Oxidation: 9 WUP:QUP 2.69
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Protein 363: adenomatous polyposis coli protein isoform a [Homo sapiens]
Accession: gi|306922386 Score: 32.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 308.5
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 1.4
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 0.63 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

594 / 2208



Detailed Protein Report

595 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2988 1 619.0064 -1.40 3 66.1 10.6 0 1753-
1768

K.KPTSPVKPIPQNTEYR.T WUP:QUP 0.63

1774 1 620.2541 -173.92 2 52.0 10.5 1 1892-
1902

K.TQAIAKQPINR.G
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Protein 364: PREDICTED: MAGUK p55 subfamily member 6 isoform X2 [Homo sapiens]
Accession: gi|530384825 Score: 32.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.7
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 10.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2335 1 938.2188 84.20 3 57.5 10.4 1 334-357 R.TSEFMPYVVFIAAPELETLRAMHK.A Oxidation: 5, 22

2850 1 994.4934 -74.35 2 64.3 22.2 2 358-376 K.AVVDAGITTKLLTDSDLKK.T
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Protein 365: PREDICTED: gamma-2-syntrophin isoform X1 [Homo sapiens]
Accession: gi|578802555 Score: 32.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.7
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2101 1 788.3311 -169.19 2 56.1 10.1 2 420-432 K.TRVKLLFQNLDTK.Q
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Protein 366: PREDICTED: CAS1 domain-containing protein 1 isoform X2 [Homo sapiens]
Accession: gi|578814529 Score: 32.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.0
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.55 CV: 0.00 % No. of Peptides: 2
WUP:QUP Median: 0.30 CV: 0.00 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

149 2 793.8480 -29.08 2 31.6 11.2 1 160-173 R.RQPQCCPCAAPLSR.S Carbamidomethyl: 6 WUP:QUP 0.30
QU:MU 1.55

175 4 793.8315 -49.90 2 32.2 21.3 1 160-173 R.RQPQCCPCAAPLSR.S Carbamidomethyl: 8 WUP:QUP 0.30
QU:MU 1.55
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Protein 367: PREDICTED: PAX3- and PAX7-binding protein 1 isoform X2 [Homo sapiens]
Accession: gi|578836733 Score: 32.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.2
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 5.7
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

584 1 824.2497 -169.01 2 36.9 10.9 0 150-164 K.TELNSSAESEQPLDK.T

156 1 822.7809 -180.37 2 31.7 11.6 0 378-392 K.TPSNEMTPVTIDLVK.K

2673 1 676.8390 -7.24 2 61.8 10.0 1 430-442 R.LEGSSGGIGERYK.F
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Protein 368: kinesin-like protein KIF6 isoform 3 [Homo sapiens]
Accession: gi|573459724 Score: 32.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.2
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 3.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2648 1 994.9726 -29.06 2 63.2 15.8 1 367-383 K.EIQELKDELAMVTGEQR.T
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Protein 369: nucleus accumbens-associated protein 1 [Homo sapiens]
Accession: gi|16418383 Score: 32.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.2
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.25 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578832952 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  nucleus  accumbens-associated  protein  1  isoform  X2  
[Homo sapiens]

gi|530414464 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  nucleus  accumbens-associated  protein  1  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1731 6 916.4065 -40.21 2 51.4 20.9 2 184-201 K.RLWDSGQKEAGGGGNGSR.K WUP:QUP 1.25
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Protein 370: ubiquinone biosynthesis protein COQ7 homolog isoform 1 [Homo sapiens]
Accession: gi|25453484 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 14.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1373 1 1045.9338 -113.36 2 45.5 20.1 2 36-54 R.SSGMTLDNISRAAVDRIIR.V Oxidation: 4
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Protein 371: potassium channel subfamily K member 10 isoform 2 [Homo sapiens]
Accession: gi|20143944 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.42 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1557 2 494.2527 -64.89 2 49.7 17.6 1 3-10 K.FPIETPRK.Q QU:MU 0.42

2750 1 741.8557 7.67 2 64.8 14.8 0 60-73 R.MEGTSQGGLQTVMK.W Oxidation: 13
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Protein 372: PREDICTED: nardilysin isoform X1 [Homo sapiens]
Accession: gi|530362704 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.5
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2877 2 703.3682 134.70 2 66.7 17.6 0 22-34 K.HGGSDNASTDCER.T Carbamidomethyl: 11

923 1 512.2392 -109.51 2 41.6 14.7 0 816-824 R.LAHEIEALK.S
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Protein 373: protein scribble homolog isoform b [Homo sapiens]
Accession: gi|355390315 Score: 32.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 174.8
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

129 2 696.1281 130.45 3 31.3 16.1 2 861-880 R.HVACLARSERGLGFSIAGGK.G Carbamidomethyl: 4
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Protein 374: tumor suppressor candidate gene 1 protein [Homo sapiens]
Accession: gi|51944974 Score: 32.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.4
Database Date: 2015-11-30 pI: 11.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.5

No. of unique Peptides: 3
Quantitation
WUP:QUP Median: 1.49 CV: 0.00 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1612 1 853.3687 3.55 2 49.9 10.3 2 14-31 R.RGSCCGGDGAADGRGPGR.S Carbamidomethyl: 5 WUP:QUP 1.49

1610 1 853.3997 39.87 2 48.5 10.6 2 14-31 R.RGSCCGGDGAADGRGPGR.S Carbamidomethyl: 4 WUP:QUP 1.49

474 1 775.3888 94.96 2 35.9 11.4 1 15-31 R.GSCCGGDGAADGRGPGR.S Carbamidomethyl: 3
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Protein 375: PREDICTED: protein Shroom4 isoform X2 [Homo sapiens]
Accession: gi|578838225 Score: 32.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.5
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 1
Quantitation
QU:MU Median: 4.76 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.17 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

43 1 750.8112 -65.69 2 30.4 14.4 1 557-569 K.AHAHCGVRGGHWR.W Carbamidomethyl: 5 WUP:QUP 0.17
QU:MU 4.76
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Protein 376: PREDICTED: exosome complex exonuclease RRP44 isoform X1 [Homo sapiens]
Accession: gi|530402172 Score: 32.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.5
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 3.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1167 1 977.5217 29.45 2 44.2 19.3 2 189-204 K.RNWRPYCGMLSKSDIK.E

2612 1 588.6601 -226.00 2 60.9 13.0 2 301-309 K.DMKNREDLR.H
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Protein 377: PREDICTED: ankyrin-3 isoform X15 [Homo sapiens]
Accession: gi|578819314 Score: 32.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 386.8
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.57 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.19 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

534 1 676.8481 -14.81 2 35.1 20.1 1 3029-
3041

K.TKALTTSSCVDVK.S WUP:QUP 1.19
QU:MU 1.57
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Protein 378: PREDICTED: alpha-actinin-4 isoform X1 [Homo sapiens]
Accession: gi|530417302 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.3
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2706 1 693.8970 9.14 2 64.9 20.3 0 734-745 R.VGWEQLLTTIAR.T
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Protein 379: PREDICTED: centrosomal protein of 95 kDa isoform X10 [Homo sapiens]
Accession: gi|578831608 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578831610 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  centrosomal  protein  of  95  kDa  isoform  X11  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1748 1 568.7494 -72.31 2 52.2 14.3 1 463-471 R.VQLCAKMMR.M Carbamidomethyl: 4
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Protein 380: macrophage mannose receptor 1 precursor [Homo sapiens]
Accession: gi|4505245 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.9
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2976 1 928.0036 17.04 2 66.0 14.3 2 126-140 K.NIMLYKGSGLWSRWK.I Oxidation: 3
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Protein 381: desmoglein-2 preproprotein [Homo sapiens]
Accession: gi|116534898 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.2
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1168 1 955.7541 206.12 1 44.8 19.8 1 33-40 R.NENKLLPK.H
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Protein 382: PREDICTED: zinc finger protein 665 isoform X5 [Homo sapiens]
Accession: gi|578834915 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1354 1 684.3815 97.70 2 46.5 12.8 1 33-45 K.GVRDGSSSDISCK.C Carbamidomethyl: 12
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Protein 383: unconventional myosin-Ie [Homo sapiens]
Accession: gi|55956916 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1182 1 478.1928 -225.01 2 43.0 13.4 1 782-789 K.RDLLLTPK.C
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Protein 384: cleavage and polyadenylation specificity factor subunit 2 [Homo sapiens]
Accession: gi|34101288 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.4
Database Date: 2015-11-30 pI: 4.8
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530403998 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cleavage and polyadenylation specificity factor subunit  
2 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

303 1 1292.7280 120.56 1 33.5 21.9 1 439-449 K.HDLMMKGEGSR.K Oxidation: 4, 5

1834 1 734.4148 23.62 2 51.3 10.2 1 610-622 R.LKDSLVSSLQFCK.A
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Protein 385: protein phosphatase 1 regulatory subunit 26 [Homo sapiens]
Accession: gi|45387958 Score: 32.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.43 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.34 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578818032 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X5 
[Homo sapiens]

gi|578818030 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X4 
[Homo sapiens]

gi|578818028 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X3 
[Homo sapiens]

gi|530426639 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X2 
[Homo sapiens]

gi|530426637 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X1 
[Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1424 1 627.5982 -62.69 3 46.2 13.9 0 475-492 R.ADTSAELMCAEAILDISK.T

1803 1 590.7798 -21.71 2 52.9 18.1 0 881-891 K.EPAPPPGVCTR.S Carbamidomethyl: 9 QU:MU 0.43
WUP:QUP 2.34



Detailed Protein Report

621 / 2208

Protein 386: pregnancy zone protein precursor [Homo sapiens]
Accession: gi|162809334 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

705 1 802.0356 159.48 2 38.8 16.0 1 322-335 R.IREEGTDLEVTANR.I
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Protein 387: cystatin-B [Homo sapiens]
Accession: gi|4503117 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.1
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 12.2
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 4.54 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

695 1 663.8458 -15.71 2 37.1 31.9 0 45-56 K.SQVVAGTNYFIK.V WUP:QUP 4.54
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Protein 388: peroxisome biogenesis factor 1 isoform 3 [Homo sapiens]
Accession: gi|544186104 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.5
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1073 4 1207.9210 130.55 1 43.0 31.9 2 233-242 K.IPRSLKLQPR.E
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Protein 389: PREDICTED: serine/threonine-protein kinase 31 isoform X3 [Homo sapiens]
Accession: gi|578813577 Score: 31.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.7
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 2.7
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.59 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.20 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

181 8 592.2959 31.07 2 31.1 21.2 0 581-591 K.GYSVDVDTEAK.V QU:MU 1.59
WUP:QUP 0.20

1907 1 734.2871 -85.93 2 52.2 10.5 2 822-833 K.TENLDKCMEKTR.N
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Protein 390: formin-1 isoform c [Homo sapiens]
Accession: gi|472235321 Score: 31.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 5.7
No. of unique Peptides: 2

Quantitation
QU:MU Median: 2.49 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

787 1 509.7081 -159.31 2 38.3 16.9 1 320-328 R.TCKQKPVSK.V QU:MU 2.49

1018 1 920.4993 28.10 3 42.8 14.8 1 395-423 R.
SSQSPAGETASISSVSASAEGAVNKVPLK.
V
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Protein 391: bifunctional UDP-N-acetylglucosamine 2-epimerase/N-acetylmannosamine kinase 
isoform 3 [Homo sapiens]

Accession: gi|298566325 Score: 31.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.5
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1574 1 1051.4917 -54.07 2 49.4 15.4 2 29-47 R.ARASGWKPMVICRGSHAFK.D

2066 1 1044.9156 -88.64 2 56.2 16.2 2 191-207 K.DYMSIIRMWLGDDVKSK.D Oxidation: 3, 8
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Protein 392: PDZ domain-containing protein MAGIX isoform d [Homo sapiens]
Accession: gi|532164745 Score: 31.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 11.6

Sequence Coverage [%]: 11.9
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.32 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1080 1 841.9573 58.27 2 43.1 19.2 1 149-165 K.GVDRSPDPGGPEVTGSR.S QU:MU 1.32

1707 2 1273.8380 161.91 1 51.6 12.4 0 238-250 R.GAAQLAQEMAAGR.R
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Protein 393: serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B beta isoform 
isoform e [Homo sapiens]

Accession: gi|430727947 Score: 31.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.5
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1632 1 1073.5401 -40.07 2 48.7 20.8 1 29-49 R.VSALAPAAAPCPAPRQLPYPR.L
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Protein 394: protein Hook homolog 1 [Homo sapiens]
Accession: gi|7705415 Score: 31.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.6
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530362743 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein Hook homolog 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1597 1 685.8641 -18.30 2 48.3 10.6 2 546-556 K.LKQKLEAHMEK.L Oxidation: 9
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Protein 395: PREDICTED: ribosomal protein S6 kinase-like 1 isoform X5 [Homo sapiens]
Accession: gi|530404733 Score: 31.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.3
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.3

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.47 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.80 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2112 1 1072.4083 -80.50 2 56.8 10.0 0 2-21 M.SLVACECLPSPGLEPEPCSR.
A

Carbamidomethyl: 18

2285 1 884.8843 -103.89 2 59.0 10.7 0 412-427 R.DLHPGNLLLDQAGHIR.L WUP:QUP 1.80
QU:MU 0.47
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Protein 396: PREDICTED: sodium bicarbonate transporter-like protein 11 isoform X2 [Homo 
sapiens]

Accession: gi|530426013 Score: 31.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.0
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

823 1 711.9737 188.22 2 38.7 20.7 0 236-247 R.TFATMFSDIAFR.Q Oxidation: 5



Detailed Protein Report
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Protein 397: PREDICTED: myelin transcription factor 1-like protein isoform X7 [Homo sapiens]
Accession: gi|578802502 Score: 31.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.2
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 1.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1852 2 612.7877 57.61 2 53.5 15.8 0 409-419 R.DDDTTSVNSDR.S

2754 2 639.3511 58.06 2 62.9 15.6 1 512-522 R.GHVNSNRNSHR.S



Detailed Protein Report
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Protein 398: arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 1 [Homo 
sapiens]

Accession: gi|7661880 Score: 31.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.5
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1185 1 984.5174 36.04 2 44.4 11.5 2 1-16 -.MTVKLDFEECLKDSPR.F Carbamidomethyl: 10

2485 1 821.9375 18.65 2 61.6 19.9 1 261-275 R.EGPGGLVMEGHLFKR.A Oxidation: 8



Detailed Protein Report
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Protein 399: calponin-3 isoform 2 [Homo sapiens]
Accession: gi|554506520 Score: 31.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.4
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 8.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1867 1 702.3265 -60.80 2 53.7 14.0 0 113-126 K.AGQSVIGLQMGTNK.C



Detailed Protein Report
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Protein 400: ATP-binding cassette sub-family F member 2 isoform a [Homo sapiens]
Accession: gi|27881506 Score: 31.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.2
Database Date: 2015-11-30 pI: 7.1
Modification(s): Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2422 1 1044.2014 104.18 2 60.8 16.5 1 437-455 K.STLLKLLTGELLPTDGMIR.K Oxidation: 17



Detailed Protein Report
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Protein 401: coilin [Homo sapiens]
Accession: gi|4758024 Score: 31.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.6
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1773 1 835.3568 -43.51 2 52.0 11.4 2 132-144 K.HWKSRENNNNNEK.V



Detailed Protein Report
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Protein 402: PREDICTED: oleosin-B4-like [Homo sapiens]
Accession: gi|410170263 Score: 31.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.8
Database Date: 2015-11-30 pI: 12.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1321 1 1045.0547 21.73 2 44.8 13.5 2 90-109 R.RSIQAAAAQEQSTGRGCLGK.E Carbamidomethyl: 17

928 1 573.2590 -111.53 2 41.2 17.7 2 176-187 R.GQKAATAGAKSR.G



Detailed Protein Report
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Protein 403: ATP-dependent RNA helicase DDX42 [Homo sapiens]
Accession: gi|45446743 Score: 31.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.9
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578830314 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ATP-dependent  RNA  helicase  DDX42  isoform  X1  
[Homo sapiens]

gi|45446747 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ATP-dependent RNA helicase DDX42 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2100 1 753.3769 8.39 2 56.6 15.7 2 896-908 K.MEPKMEPKVDSSK.M



Detailed Protein Report
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Protein 404: 28S ribosomal protein S31, mitochondrial [Homo sapiens]
Accession: gi|186928854 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.3
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.0
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 0.38 CV: 33.11 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2703 1 724.8604 -42.02 2 64.9 19.1 2 384-395 K.KDILKESNIQFN.- WUP:QUP 0.28

1539 1 660.8309 -18.83 2 48.9 12.0 1 385-395 K.DILKESNIQFN.- WUP:QUP 0.53



Detailed Protein Report
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Protein 405: ubiquitin-conjugating enzyme E2 J2 isoform 3 [Homo sapiens]
Accession: gi|37577130 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.9
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 5.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|37577132 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ubiquitin-conjugating enzyme E2 J2 isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

188 1 636.3948 167.51 2 32.1 12.9 0 2-12 M.TPYEGGYYHGK.L



Detailed Protein Report
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Protein 406: zinc finger protein 568 isoform 3 [Homo sapiens]
Accession: gi|325651958 Score: 31.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.65 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|325651960 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 568 isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

858 1 501.2115 -157.63 2 39.1 12.8 1 66-73 K.KQQETLVR.K QU:MU 0.65



Detailed Protein Report
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Protein 407: cartilage intermediate layer protein 2 precursor [Homo sapiens]
Accession: gi|145699139 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.2
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1629 1 534.3438 61.87 2 50.6 13.1 1 468-476 K.CLPPRGLVR.G Carbamidomethyl: 1



Detailed Protein Report
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Protein 408: regulator of G-protein signaling 9 isoform 2 [Homo sapiens]
Accession: gi|126366080 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.6
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.13 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.17 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2782 1 681.4961 134.76 2 63.3 19.3 1 436-447 R.HLRSSPSPVILR.Q

461 1 626.3269 -12.81 2 35.8 11.6 1 596-607 R.LSPKCPAVSHGR.V WUP:QUP 0.17
QU:MU 1.13



Detailed Protein Report

644 / 2208

Protein 409: steroid hormone receptor ERR2 [Homo sapiens]
Accession: gi|238550159 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1383 2 1179.1487 0.19 2 47.4 17.9 1 239-259 K.ALTTLCDLADRELVVIIGWAK.H Carbamidomethyl: 6



Detailed Protein Report
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Protein 410: PREDICTED: rho GTPase-activating protein 23 isoform X2 [Homo sapiens]
Accession: gi|578831178 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 153.2
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578840369 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  rho  GTPase-activating  protein  23  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2089 2 734.3401 -78.89 2 54.5 12.7 2 1239-
1252

R.RLARGRPDGEGAGR.G



Detailed Protein Report
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Protein 411: PREDICTED: maestro heat-like repeat-containing protein family member 1 isoform 
X10 [Homo sapiens]

Accession: gi|578816157 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.0
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2554 1 821.4177 -87.55 2 61.9 12.2 1 1158-
1172

R.LAAQVLGLLLEKMSR.D



Detailed Protein Report
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Protein 412: NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial isoform 5 [Homo 
sapiens]

Accession: gi|316983160 Score: 30.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 2.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2481 1 449.6389 -246.99 2 61.0 14.1 0 526-532 K.VMNILHR.I Oxidation: 2 WUP:QUP 2.24



Detailed Protein Report
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Protein 413: scaffold attachment factor B1 isoform 4 [Homo sapiens]
Accession: gi|321267473 Score: 30.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.1
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 4.03 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 3.65 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

980 2 530.6065 -255.21 2 40.6 14.1 1 545-553 K.SRDSESHSR.V WUP:QUP 3.65
QU:MU 4.03



Detailed Protein Report
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Protein 414: putative sodium-coupled neutral amino acid transporter 10 isoform a [Homo sapiens]
Accession: gi|83921602 Score: 30.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.7
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2229 1 701.2999 -60.69 3 57.7 11.7 0 275-293 R.VGFMMSVAVGFPMMILPCR.Q Oxidation: 13 QU:MU 0.94

203 1 1043.9225 -84.97 2 32.5 19.1 1 854-873 K.GPEQVPVPDPAREAGGPEER.
L



Detailed Protein Report
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Protein 415: PREDICTED: nuclear envelope pore membrane protein POM 121C isoform X1 [Homo 
sapiens]

Accession: gi|578813833 Score: 30.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.0
Database Date: 2015-11-30 pI: 11.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2272 1 703.3240 -44.91 2 56.7 10.4 1 268-279 R.NSRMVCSPVTVR.I Carbamidomethyl: 6

39 1 1103.4999 -21.74 2 30.2 20.4 1 394-415 R.SRSSSMSSLTGAYTSGIPSSSR.N



Detailed Protein Report
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Protein 416: amyloid beta A4 precursor protein-binding family B member 1 isoform b [Homo 
sapiens]

Accession: gi|22035554 Score: 30.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.9
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2594 1 946.7123 -95.55 3 60.7 13.7 1 86-111 R.DQNRNVTLTLAEEASQEPEMAPLGPK.G



Detailed Protein Report
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Protein 417: ras/Rap GTPase-activating protein SynGAP [Homo sapiens]
Accession: gi|194248068 Score: 30.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.2
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1986 1 687.3345 70.59 2 55.2 10.1 0 750-761 R.GPSAEMQGYMMR.D Oxidation: 10



Detailed Protein Report

653 / 2208

Protein 418: PREDICTED: uncharacterized protein C4orf50 [Homo sapiens]
Accession: gi|530358255 Score: 30.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.6
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1506 1 1058.4824 21.34 2 48.5 10.4 1 202-220 R.GWQCSASACRGENWSFAQK.W



Detailed Protein Report
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Protein 419: hypoxia up-regulated protein 1 precursor [Homo sapiens]
Accession: gi|5453832 Score: 30.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.3
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|195976805 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
hypoxia up-regulated protein 1 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

419 1 643.8239 -17.73 2 35.2 10.7 2 298-308 K.DVRENPRAMAK.L



Detailed Protein Report
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Protein 420: PREDICTED: myotubularin-related protein 12 isoform X2 [Homo sapiens]
Accession: gi|530378835 Score: 30.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.7
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1197 1 662.2827 -107.94 1 45.1 19.7 0 278-283 K.MSALPK.E Oxidation: 1

1995 1 862.3137 -122.84 2 54.8 10.8 0 503-517 K.LCLQAQNFSPTESTK.E Carbamidomethyl: 2



Detailed Protein Report
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Protein 421: PREDICTED: bifunctional heparan sulfate N-deacetylase/N-sulfotransferase 2 isoform 
X2 [Homo sapiens]

Accession: gi|530394565 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.2
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 6.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

618 1 677.3937 25.26 2 37.3 10.3 0 97-108 R.GFIHNGIMVLPR.Q

1699 1 1045.7064 77.05 2 51.0 20.0 2 315-334 R.GAALLPRAKIITVLTNPADR.A



Detailed Protein Report
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Protein 422: PREDICTED: serine/threonine-protein kinase ULK2 isoform X1 [Homo sapiens]
Accession: gi|578830126 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 0.50 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1434 1 458.6103 -303.83 2 48.1 18.1 0 231-238 R.SLMPSIPR.E Oxidation: 3 WUP:QUP 0.50

2561 2 913.4770 71.20 2 62.0 12.3 0 721-739 R.TTSVGPSNSGGSLCAMSGR.V Carbamidomethyl: 14



Detailed Protein Report
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Protein 423: PREDICTED: leukocyte immunoglobulin-like receptor subfamily B member 5 isoform 
X5 [Homo sapiens]

Accession: gi|578833860 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.1
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2477 1 973.4893 -56.45 2 61.5 15.4 0 1-18 -.MTLTLSVLICLGLSVGPR.T Carbamidomethyl: 10; 
Oxidation: 1



Detailed Protein Report
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Protein 424: PREDICTED: tetratricopeptide repeat protein 13 isoform X7 [Homo sapiens]
Accession: gi|578802328 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.4
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1682 4 820.8728 -97.18 2 49.4 15.9 1 234-247 R.SLSRGFNNHINLIR.G



Detailed Protein Report
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Protein 425: storkhead-box protein 1 isoform d [Homo sapiens]
Accession: gi|194328693 Score: 30.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.7
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578819078 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: storkhead-box protein 1 isoform X2 [Homo sapiens]

gi|578819076 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: storkhead-box protein 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1771 1 823.3088 -161.08 2 52.5 16.3 0 832-847 R.TQSLGSNNSVILDGLK.R



Detailed Protein Report
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Protein 426: homeobox protein Hox-A6 [Homo sapiens]
Accession: gi|13489077 Score: 30.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2519 1 701.8340 -53.57 2 61.5 17.0 0 186-197 R.IEIANALCLTER.Q Carbamidomethyl: 8



Detailed Protein Report
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Protein 427: PREDICTED: ubl carboxyl-terminal hydrolase 18 isoform X1 [Homo sapiens]
Accession: gi|578836791 Score: 30.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.6
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 8.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 2.31 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.38 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

374 1 795.4149 -53.97 2 34.7 14.0 1 23-35 R.RSVPFQMLLLLEK.M Oxidation: 7 WUP:QUP 0.38
QU:MU 2.31



Detailed Protein Report
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Protein 428: endothelial cell-specific molecule 1 isoform b precursor [Homo sapiens]
Accession: gi|208022668 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.5
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 16.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1903 1 643.3133 32.48 2 54.2 15.5 1 56-67 R.VCAAGRGETCYR.T



Detailed Protein Report
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Protein 429: kinesin light chain 4 isoform d [Homo sapiens]
Accession: gi|573459761 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.6
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 5.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2084 1 900.3300 -81.09 3 54.4 16.9 2 355-377 R.EEMSKSRHHEGGTPYAEYGGWYK.A
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Protein 430: PREDICTED: sprouty-related, EVH1 domain-containing protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|530367354 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.4
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 14.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2553 3 973.5096 122.27 2 62.6 16.7 1 112-125 R.CVYCRDMFNHEENR.R Carbamidomethyl: 1, 4; 
Oxidation: 7

1552 3 993.4662 70.96 2 49.6 13.4 2 202-218 R.ACYHCGVMCRCCGGKHK.A Carbamidomethyl: 2, 5; 
Oxidation: 8
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Protein 431: cytochrome b-245 heavy chain [Homo sapiens]
Accession: gi|6996021 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.65 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 5.33 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

906 1 676.2230 -177.87 2 41.4 13.2 1 560-570 R.GVHFIFNKENF.- QU:MU 0.65
WUP:QUP 5.33
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Protein 432: zinc finger protein 831 [Homo sapiens]
Accession: gi|123701326 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.8
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578835748 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 831 isoform X5 [Homo sapiens]

gi|530417822 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 831 isoform X3 [Homo sapiens]

gi|530417820 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 831 isoform X2 [Homo sapiens]

gi|530417818 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 831 isoform X1 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2187 8 1023.8998 -84.84 2 57.2 18.3 1 258-276 K.NLDVRTEAAPCPGSAFADR.E Carbamidomethyl: 11
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Protein 433: transient receptor potential cation channel subfamily V member 5 [Homo sapiens]
Accession: gi|17505200 Score: 30.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

87 1 829.3594 10.76 2 30.8 10.5 1 653-666 K.NSDKEDDQEHPSEK.Q
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Protein 434: PREDICTED: microtubule-associated protein 4 isoform X15 [Homo sapiens]
Accession: gi|530372482 Score: 30.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 241.1
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1



Detailed Protein Report

671 / 2208



Detailed Protein Report

672 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1574 1 949.4919 -30.30 2 49.9 14.9 1 2072-
2090

R.KPESNAVTKTAGPIASAQK.Q
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Protein 435: E3 ubiquitin-protein ligase Hakai isoform 2 [Homo sapiens]
Accession: gi|546230945 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.4
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2201 1 753.7596 78.65 3 57.9 16.7 2 154-173 R.IEQCTRGSLFMCSIVQGCKR.T
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Protein 436: PREDICTED: zinc finger CCHC domain-containing protein 10 isoform X4 [Homo 
sapiens]

Accession: gi|530380033 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.8
Database Date: 2015-11-30 pI: 11.3

Sequence Coverage [%]: 21.9
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.79 CV: 15.24 % No. of Peptides: 2
WUP:QUP Median: 1.67 CV: 23.19 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1467 1 1095.0485 53.51 2 48.5 15.5 2 45-62 R.CQKCLEFGHWTYECTGKR.K QU:MU 0.92
WUP:QUP 2.10

380 1 464.6667 -199.17 2 34.4 14.4 0 64-70 K.YLHRPSR.T QU:MU 0.68
WUP:QUP 1.33
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Protein 437: zinc finger C4H2 domain-containing protein isoform 2 [Homo sapiens]
Accession: gi|295842335 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.5
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 13.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|345091006 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger C4H2 domain-containing protein isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2312 1 1051.3738 -133.19 2 58.8 13.3 1 158-175 R.QQPPPMKACLSCHQQIHR.N
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Protein 438: PREDICTED: coiled-coil domain-containing protein 108 isoform X2 [Homo sapiens]
Accession: gi|578804012 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.17 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

745 1 712.1831 -154.73 2 39.3 12.8 0 341-352 K.CPEDQDAEGFQK.L Carbamidomethyl: 1 WUP:QUP 1.74
QU:MU 0.17
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Protein 439: glycerol-3-phosphate dehydrogenase, mitochondrial precursor [Homo sapiens]
Accession: gi|285002231 Score: 29.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.8
Database Date: 2015-11-30 pI: 8.4
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530370176 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  glycerol-3-phosphate  dehydrogenase,  mitochondrial  
isoform X1 [Homo sapiens]

gi|285002233 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

glycerol-3-phosphate dehydrogenase, mitochondrial precursor [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

810 2 491.6440 -225.52 2 38.5 17.3 0 34-41 K.QMNLAYVK.A Oxidation: 2
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Protein 440: uncharacterized protein C9orf172 [Homo sapiens]
Accession: gi|148762978 Score: 29.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.6
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1901 1 599.9186 -47.48 3 53.6 13.3 0 946-961 R.TGRPFMCMIMAASEPR.A
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Protein 441: protein furry homolog [Homo sapiens]
Accession: gi|117606355 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 338.7
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2730 1 725.3873 9.20 3 65.2 13.7 2 589-606 K.EPEDMITGERKPKIDLFR.T
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Protein 442: collagen alpha-2(XI) chain isoform 3 preproprotein [Homo sapiens]
Accession: gi|111118968 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 159.8
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

230 2 575.1791 -198.73 2 32.6 11.4 0 1618-
1629

R.GGVLLGPVCFMG.-
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Protein 443: spindle and kinetochore-associated protein 1 [Homo sapiens]
Accession: gi|21450832 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.5
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|88014625 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
spindle and kinetochore-associated protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

72 1 1069.4912 -125.31 2 30.6 13.1 1 37-55 K.TVLNKIGDEIIVINELLNK.L

1627 3 853.3841 -128.05 2 50.1 16.5 2 227-239 K.KFHVLLNILRHCR.R Carbamidomethyl: 12
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Protein 444: PREDICTED: uveal autoantigen with coiled-coil domains and ankyrin repeats isoform 
X3 [Homo sapiens]

Accession: gi|530406156 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.2
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1985 1 599.9122 -110.16 3 53.2 13.4 2 959-973 K.VKYAPIVSFEECERK.F
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Protein 445: cell cycle checkpoint control protein RAD9B isoform 1 [Homo sapiens]
Accession: gi|169234617 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.1
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.7

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2570 8 1044.5429 14.94 2 62.8 15.9 2 1-19 -.MAAMLKCVMSGSQVKVFGK.A Carbamidomethyl: 7; 
Oxidation: 4

421 1 846.3629 -53.88 2 35.2 13.6 2 416-429 R.KEFNGSDAKYFCII.- Carbamidomethyl: 12 QU:MU 0.92
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Protein 446: PREDICTED: cadherin EGF LAG seven-pass G-type receptor 2 isoform X2 [Homo 
sapiens]

Accession: gi|578798514 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 316.2
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 0.9
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2164 1 937.1664 148.30 2 57.5 14.0 2 129-144 K.LTLPEEHPCLKAPRLR.C

1989 3 572.7550 -154.40 2 55.2 15.5 1 1660-
1669

R.GRSTITLQLR.E
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Protein 447: OTU domain-containing protein 7A [Homo sapiens]
Accession: gi|18702331 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.6
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 4.2
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2690 1 724.8511 -130.11 2 64.7 15.6 1 709-722 R.ASPGPPTQLVLKLK.E

41 6 1068.4771 -72.42 2 30.4 13.9 2 737-761 R.AAAGGTASPGGGARRASASGPVPGR.S
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Protein 448: transcription elongation factor B polypeptide 2 isoform b [Homo sapiens]
Accession: gi|46276893 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.9
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2604 1 913.4894 96.33 2 63.2 15.9 0 131-146 R.NTSWSQCPGLTACSTR.E Carbamidomethyl: 7, 13
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Protein 449: PREDICTED: protein FAM214A isoform X6 [Homo sapiens]
Accession: gi|578827201 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.5
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578827203 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM214A isoform X7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2952 1 557.9715 37.67 3 65.7 10.1 1 247-261 R.TLKSFSMVDSSISNR.Q

1649 2 480.7758 122.24 2 48.9 19.4 0 661-668 K.QEDPTNEK.S
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Protein 450: coagulation factor VIII isoform a precursor [Homo sapiens]
Accession: gi|4503647 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 266.8
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1



Detailed Protein Report

693 / 2208



Detailed Protein Report

694 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

843 1 653.3686 -17.24 2 40.6 10.7 2 1167-
1178

K.NKVVVGKGEFTK.D
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Protein 451: PREDICTED: myosin-7B isoform X1 [Homo sapiens]
Accession: gi|578836098 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 203.5
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification
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Cmpds. [ppm] [min]

1310 1 939.8664 -147.69 2 46.0 16.1 1 1024-
1040

R.ELEEAALRHEATVAALR.R
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Protein 452: regulator of G-protein signaling 10 isoform b [Homo sapiens]
Accession: gi|4506505 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 16.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2594 2 1044.5480 50.13 2 63.1 15.6 2 143-160 K.RTEEEEEDLPDAQTAAKR.A
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Protein 453: PREDICTED: nuclear factor 1 X-type isoform X4 [Homo sapiens]
Accession: gi|530414877 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

392 1 874.3959 -106.40 3 34.9 13.0 0 419-443 K.VPGSFLLPPPPPVARPVPLPMPDSK.S Oxidation: 21
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Protein 454: PREDICTED: centrosomal protein KIAA1731 isoform X7 [Homo sapiens]
Accession: gi|578822447 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.9
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.5
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

97 1 608.3115 -17.30 2 30.2 16.4 0 749-758 R.EAQEVLYVHK.Q
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Protein 455: PREDICTED: nucleobindin-2 isoform X9 [Homo sapiens]
Accession: gi|578820568 Score: 29.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.3
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 3.8
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.46 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

585 1 537.7782 -18.47 2 37.3 11.4 2 172-179 K.TRHEEFKK.Y QU:MU 1.46
WUP:QUP 2.06

1116 1 701.1743 -178.79 1 44.1 17.9 0 180-184 K.YEMMK.E
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Protein 456: PREDICTED: peptide chain release factor 1-like, mitochondrial isoform X1 [Homo 
sapiens]

Accession: gi|530383831 Score: 29.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.1
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 8.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1562 1 1051.5516 -26.89 2 49.2 16.6 2 94-111 R.KLAENEITLCQKEITQLK.H
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Protein 457: PREDICTED: phosphatidylinositol 4-phosphate 3-kinase C2 domain-containing 
subunit beta isoform X2 [Homo sapiens]

Accession: gi|530364909 Score: 29.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 181.7
Database Date: 2015-11-30 pI: 7.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2067 1 714.5942 -120.32 3 56.2 13.5 1 1227-
1243

R.FHDFVDLCCQAYNLIRK.H Carbamidomethyl: 8
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Protein 458: protein FAM107A isoform a [Homo sapiens]
Accession: gi|6005924 Score: 29.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.4
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 18.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530371819 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM107A isoform X3 [Homo sapiens]

gi|115583665 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein FAM107A isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2090 1 696.9638 -136.58 3 54.5 18.1 2 57-74 R.RGLGVDSKPELQRVLEHR.R
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Protein 459: zinc finger protein 469 [Homo sapiens]
Accession: gi|188536004 Score: 29.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 409.9
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2716 2 715.3661 -0.43 2 62.4 12.8 2 3063-
3076

R.RTEEAAGAGRAQGR.G
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Protein 460: SCO-spondin precursor [Homo sapiens]
Accession: gi|134031945 Score: 29.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 547.1
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1387 1 927.1161 66.38 3 47.5 19.2 0 2250-
2277

R.GGPCDGVLDCEDGSDEEGCVLLPEGTGR.F

1393 1 927.1317 74.51 3 47.0 10.1 1 4052-
4077

R.LCNPMPCEAGCPAGMEVVTCANRCPR.R Carbamidomethyl: 2
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Protein 461: leukocyte receptor cluster member 9 [Homo sapiens]
Accession: gi|206725452 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.1
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 8.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1675 1 1011.7711 -47.99 3 51.2 10.4 1 212-239 K.RGSTRPLCTGHQEPGVEEPGELEAAQER.A
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Protein 462: rho GTPase-activating protein 42 [Homo sapiens]
Accession: gi|221307575 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.5
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.65 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.71 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

150 1 849.3532 -94.77 2 31.6 11.8 1 311-325 K.MNGLVTSSPEMFKLK.S Oxidation: 11 WUP:QUP 0.71
QU:MU 1.65

1883 2 621.2961 -4.47 2 53.9 17.5 0 463-472 R.CLAEPLMTYK.L Carbamidomethyl: 1; 
Oxidation: 7
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Protein 463: unconventional myosin-Id [Homo sapiens]
Accession: gi|51100974 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.1
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.37 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2982 3 729.3741 -5.85 2 66.0 18.2 1 985-996 R.LNQPQPDFTKNR.S WUP:QUP 0.37
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Protein 464: plakophilin-1 isoform 1a [Homo sapiens]
Accession: gi|53729344 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.4
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1592 1 783.4244 89.54 2 50.1 14.5 1 152-164 K.ASRSEPDLYCDPR.G Carbamidomethyl: 10
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Protein 465: interferon regulatory factor 2-binding protein 2 isoform B [Homo sapiens]
Accession: gi|116734706 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1850 1 724.2703 -144.49 2 53.0 18.8 0 342-355 R.KPSPEPEGEVGPPK.I

2516 1 715.2357 -144.98 2 61.4 10.3 1 513-523 K.FCFPCSRQSIK.Q Carbamidomethyl: 2, 5
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Protein 466: PREDICTED: YLP motif-containing protein 1 isoform X1 [Homo sapiens]
Accession: gi|530404193 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 231.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.46 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.74 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

44 1 767.2360 -155.99 2 30.4 11.8 1 1673-
1685

R.STFETEHAGQRDR.Y

2835 5 746.4789 26.21 1 64.1 17.2 0 1835-
1840

R.IVVIMR.G Oxidation: 5 WUP:QUP 0.74
QU:MU 1.46
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Protein 467: multidrug resistance protein 3 isoform C [Homo sapiens]
Accession: gi|9961252 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.2
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 1.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

408 1 655.8392 -137.81 2 35.1 15.6 2 407-418 R.ANVKILKGLNLK.V

439 1 565.3076 0.55 2 35.1 13.4 1 530-540 R.GAQLSGGQKQR.I
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Protein 468: PREDICTED: replication initiator 1 isoform X5 [Homo sapiens]
Accession: gi|578814165 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.8
Database Date: 2015-11-30 pI: 12.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578814167 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: replication initiator 1 isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1852 1 897.8615 -114.49 2 53.0 11.7 2 193-208 R.AHSAAKRPIACPKCER.R Carbamidomethyl: 11
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Protein 469: ectonucleoside triphosphate diphosphohydrolase 4 isoform b [Homo sapiens]
Accession: gi|193083168 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.4
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2772 1 696.6903 49.74 3 65.0 14.8 1 380-397 R.GTGDFDLCRETIQPFMNK.T Oxidation: 16
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Protein 470: PREDICTED: MDS1 and EVI1 complex locus protein EVI1 isoform X16 [Homo sapiens]
Accession: gi|578807160 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2185 1 1052.4145 -10.10 2 57.2 11.8 1 309-326 R.HQMSHDSGKHYECENCAK.Q

668 2 602.8050 -39.80 2 37.9 17.1 1 832-840 R.CQLLKTWQK.S Carbamidomethyl: 1
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Protein 471: PREDICTED: E3 ubiquitin-protein ligase RING2 isoform X2 [Homo sapiens]
Accession: gi|530365226 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.2
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1896 1 621.2840 -141.50 1 54.1 16.2 0 213-217 K.YLAVR.L
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Protein 472: peptidyl-prolyl cis-trans isomerase FKBP5 isoform 1 [Homo sapiens]
Accession: gi|4758384 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.9

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.99 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|224809329 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
peptidyl-prolyl cis-trans isomerase FKBP5 isoform 1 [Homo sapiens]

gi|224809327 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

peptidyl-prolyl cis-trans isomerase FKBP5 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2372 1 911.8056 -124.45 2 57.9 13.0 1 336-352 K.AVECCDKALGLDSANEK.G Carbamidomethyl: 4 WUP:QUP 0.99
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Protein 473: NKAP-like protein [Homo sapiens]
Accession: gi|56090620 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.3
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 5.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1782 1 938.9355 -33.28 2 50.6 12.7 0 296-313 K.YGHALLPGEGAAMAEYVK.A
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Protein 474: relA-associated inhibitor [Homo sapiens]
Accession: gi|63003907 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.0
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|215820635 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
relA-associated inhibitor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

100 1 1301.5284 -95.57 2 31.0 12.3 1 378-400 K.LQNAFWEHGASRAMLPGSPLFTR.A Oxidation: 14
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Protein 475: rho GTPase-activating protein 20 isoform 4 [Homo sapiens]
Accession: gi|385862212 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.9
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|385862214 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
rho GTPase-activating protein 20 isoform 4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1952 3 703.2693 -86.35 2 52.8 11.2 0 1085-
1096

R.HCSSPFSLVESR.L Carbamidomethyl: 2
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Protein 476: PREDICTED: ninein isoform X5 [Homo sapiens]
Accession: gi|578825856 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 231.1
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1578 1 685.8860 27.18 2 48.0 10.3 0 913-923 R.QQLLQDLEDLR.N
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Protein 477: beta-1,4 N-acetylgalactosaminyltransferase 2 isoform c [Homo sapiens]
Accession: gi|227497758 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.2
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.80 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.31 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

26 1 537.7695 -77.75 2 30.0 13.9 0 299-308 R.NLAISQVTTK.Y QU:MU 0.80
WUP:QUP 0.31
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Protein 478: PREDICTED: T-complex protein 11-like protein 1 isoform X2 [Homo sapiens]
Accession: gi|578820625 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.6
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 9.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

780 1 541.6146 -237.37 2 39.7 10.1 0 1-10 -.MMGTLCAPAR.D Oxidation: 1, 2
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Protein 479: angiopoietin-related protein 1 precursor [Homo sapiens]
Accession: gi|4757752 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 7.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530365564 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  angiopoietin-related  protein  1  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2041 1 1018.3938 -75.83 3 55.4 17.0 0 341-366 K.GFGNIDGEYWLGLENIYMLSNQDNYK.L
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Protein 480: PREDICTED: protein DBF4 homolog B isoform X7 [Homo sapiens]
Accession: gi|578831452 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.4
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1527 2 472.2297 42.07 2 49.3 18.1 0 440-448 K.LLCPGGHSC.- Carbamidomethyl: 9
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Protein 481: PREDICTED: zinc finger protein 675 isoform X4 [Homo sapiens]
Accession: gi|530414624 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.4
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578833063 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 675 isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2266 1 682.3051 5.92 3 58.8 17.1 2 30-47 K.CGNDNFQLKGCKSVDECK.L Carbamidomethyl: 1
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Protein 482: PREDICTED: zinc finger protein 646 isoform X3 [Homo sapiens]
Accession: gi|530409439 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 198.5
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification
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Cmpds. [ppm] [min]

1417 7 1023.6578 178.56 1 47.9 16.5 0 1557-
1564

R.HYCLLCSK.E Carbamidomethyl: 3
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Protein 483: 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial isoform 2 precursor [Homo 
sapiens]

Accession: gi|37594469 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 11.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2789 1 863.0890 -7.69 3 66.0 12.9 0 163-186 K.CLFAMPETAIGLFPDVGGGYFLPR.L Oxidation: 5



Detailed Protein Report

739 / 2208

Protein 484: leucine-rich repeat-containing protein 16A isoform 2 [Homo sapiens]
Accession: gi|291190783 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 150.8
Database Date: 2015-11-30 pI: 8.8
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

843 1 946.5224 65.61 3 40.1 18.7 2 91-116 K.CSISMKMASPEDVSEVLAHIGTCLRK.I Oxidation: 5, 7
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Protein 485: PREDICTED: 1,5-anhydro-D-fructose reductase isoform X4 [Homo sapiens]
Accession: gi|578818599 Score: 28.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.1
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1457 1 960.4393 -73.19 2 47.9 10.9 1 180-195 K.ENIQVCYTLRGNAILR.Q Carbamidomethyl: 6
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Protein 486: PREDICTED: protein FAM45A isoform X1 [Homo sapiens]
Accession: gi|530393695 Score: 28.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

837 1 491.6643 -76.81 2 38.9 11.9 0 39-46 K.CCLTDENK.L Carbamidomethyl: 1

2666 1 973.5093 -13.80 2 63.4 16.7 1 77-93 K.VTHFSIVLTAKDFNPEK.Y
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Protein 487: PREDICTED: FERM and PDZ domain-containing protein 4 isoform X2 [Homo sapiens]
Accession: gi|578837988 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.7
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

684 1 460.1264 -252.38 2 38.1 14.1 1 1622-
1629

R.QLGSACRK.M Carbamidomethyl: 6
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Protein 488: ankyrin repeat and zinc finger domain-containing protein 1 isoform 1 [Homo sapiens]
Accession: gi|109150425 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.9
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|109150435 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ankyrin repeat and zinc finger domain-containing protein 1 isoform 1 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

883 3 529.1891 -185.79 2 39.4 16.5 0 277-286 R.DLLAGPSWAK.A
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Protein 489: prolow-density lipoprotein receptor-related protein 1 precursor [Homo sapiens]
Accession: gi|126012562 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 504.3
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.6

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

87 2 849.3639 -63.47 2 30.0 12.9 1 1560-
1573

R.TVSCACPHLMKLHK.D Carbamidomethyl: 4, 6; 
Oxidation: 10

2236 2 873.3305 -116.11 2 57.8 15.6 1 1952-
1966

R.DQTWREDVVTNGIGR.V
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Protein 490: PREDICTED: zinc finger and SCAN domain-containing protein 12 isoform X3 [Homo 
sapiens]

Accession: gi|578812153 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.7
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.27 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.85 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

224 1 666.0908 127.27 3 32.5 10.0 0 422-438 K.AFVYNSSLVSHQEIHHK.E WUP:QUP 0.85
QU:MU 0.27
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Protein 491: PREDICTED: KN motif and ankyrin repeat domain-containing protein 1 isoform X16 
[Homo sapiens]

Accession: gi|578816444 Score: 28.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.65 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.44 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

23 1 736.0076 3.59 3 30.0 11.9 1 1063-
1080

R.VEDEMQVQECEPEKVEIR.E Oxidation: 5 WUP:QUP 0.44
QU:MU 1.65
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Protein 492: PREDICTED: probable threonine--tRNA ligase 2, cytoplasmic isoform X3 [Homo 
sapiens]

Accession: gi|578826598 Score: 28.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.5
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2780 1 849.0600 -40.11 3 65.9 10.9 2 1-23 -.MAAEALAAEAVASRLERQEEDIR.W Oxidation: 1

569 1 689.8555 -24.02 4 37.1 17.6 2 627-649 K.IKDAIGRYHQCATIQLDFQLPIR.F Carbamidomethyl: 11
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Protein 493: PREDICTED: keratin-associated protein 9-8 [Homo sapiens]
Accession: gi|578846434 Score: 28.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.8
Database Date: 2015-11-30 pI: 11.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 20.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2540 1 856.9279 151.49 2 62.4 10.7 0 2-15 M.THCCSPCCQPTCCR.T Carbamidomethyl: 3, 4, 13

2119 1 1044.4110 33.02 2 56.4 17.8 0 142-159 R.TTCFQPTCVYSCCQPSCC.- Carbamidomethyl: 3, 8
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Protein 494: ectonucleotide pyrophosphatase/phosphodiesterase family member 2 isoform 3 
preproprotein [Homo sapiens]

Accession: gi|195947389 Score: 28.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.9
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1449 1 405.2085 100.81 2 48.3 16.6 0 76-81 R.CDNLCK.S Carbamidomethyl: 1, 5
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Protein 495: putative ATP-dependent RNA helicase DHX57 [Homo sapiens]
Accession: gi|39777586 Score: 28.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.5
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1483 2 699.6611 -193.23 2 48.2 18.4 0 33-51 K.SHGSGGGGGGGGGGGGGNR.K
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Protein 496: PREDICTED: DNA mismatch repair protein Mlh3 isoform X4 [Homo sapiens]
Accession: gi|530403519 Score: 28.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.6
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

964 1 523.2194 -171.68 2 40.4 11.9 2 877-885 K.LSRLKGSER.E
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Protein 497: phosphatidylinositol phosphatase PTPRQ precursor [Homo sapiens]
Accession: gi|222537743 Score: 28.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 257.1
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1



Detailed Protein Report

755 / 2208



Detailed Protein Report

756 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

13 1 1002.9641 -45.61 2 29.1 11.9 0 30-47 R.YDITISSISTTYTSPVTR.I
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Protein 498: zinc finger and SCAN domain-containing protein 32 isoform b [Homo sapiens]
Accession: gi|32129212 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 6.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.42 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.51 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578828138 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  and  SCAN  domain-containing  protein  32  
isoform X7 [Homo sapiens]

gi|530408311 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  zinc  finger  and  SCAN  domain-containing  protein  32  
isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

707 1 647.6537 -225.58 2 38.4 15.1 0 402-412 R.FNNSSQFSAHR.R WUP:QUP 0.51
QU:MU 2.42
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Protein 499: PREDICTED: peroxisomal biogenesis factor 5 isoform X9 [Homo sapiens]
Accession: gi|578822993 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.0
Database Date: 2015-11-30 pI: 4.2

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

438 1 718.3578 -29.07 2 34.0 11.2 0 553-565 R.DLSTLLTMFGLPQ.-
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Protein 500: proto-oncogene vav isoform 3 [Homo sapiens]
Accession: gi|384551649 Score: 28.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.4
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2147 1 788.3156 -165.74 2 56.7 13.2 2 665-678 R.QRVKDAAEFAISIK.Y
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Protein 501: sushi, von Willebrand factor type A, EGF and pentraxin domain-containing protein 1 
precursor [Homo sapiens]

Accession: gi|148886654 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 389.9
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 0.7
No. of unique Peptides: 2

Quantitation
QU:MU Median: 2.04 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

761 / 2208



Detailed Protein Report

762 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2764 2 639.3642 -0.12 2 63.1 17.4 2 903-913 R.IKRSAPLSDYK.I

281 1 743.8595 -21.15 2 33.5 10.8 0 1214-
1227

R.GYVCLCPLGYTGLK.C QU:MU 2.04
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Protein 502: PREDICTED: protein NLRC5 isoform X13 [Homo sapiens]
Accession: gi|578829278 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1152 1 983.1542 145.88 2 44.5 13.7 0 775-792 K.LDLSSNSICVSTLLCLAR.V Carbamidomethyl: 15
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Protein 503: DNA repair and recombination protein RAD54B isoform 1 [Homo sapiens]
Accession: gi|6912622 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.9
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

920 1 945.9532 -58.91 2 39.9 10.3 1 860-875 K.SNSLKPLSMSQLKQWK.H Oxidation: 9
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Protein 504: PREDICTED: serine/threonine-protein kinase MRCK beta isoform X4 [Homo sapiens]
Accession: gi|530404963 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 169.5
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

413 1 946.2338 -157.99 2 34.8 16.0 0 1069-
1085

R.QGYACEVCSFACHVSCK.D Carbamidomethyl: 16
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Protein 505: sodium/hydrogen exchanger 9B1 isoform 2 [Homo sapiens]
Accession: gi|154937338 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.2
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2206 1 682.1436 141.92 3 58.0 11.6 0 337-357 R.IGLHGSGGLCTLVLSFIAGTK.W

2202 1 701.1391 121.39 3 57.9 16.6 0 337-357 R.IGLHGSGGLCTLVLSFIAGTK.W Carbamidomethyl: 10



Detailed Protein Report

767 / 2208

Protein 506: centrosomal protein of 170 kDa protein B isoform 2 [Homo sapiens]
Accession: gi|326319990 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.5
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.10 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.87 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1914 1 909.8535 -115.14 2 54.3 13.0 2 1105-
1122

R.KRAGSFTGTSDPEAAPAR.T QU:MU 1.10
WUP:QUP 0.87
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Protein 507: zinc finger protein Aiolos isoform 2 [Homo sapiens]
Accession: gi|38045959 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

278 1 998.9505 -27.17 2 33.5 14.8 2 138-153 K.RSHTVEKPYKCEFCGR.S Carbamidomethyl: 11
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Protein 508: PREDICTED: SNW domain-containing protein 1 isoform X2 [Homo sapiens]
Accession: gi|530403266 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 6.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.04 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.32 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2282 1 863.8185 -157.42 2 56.9 13.4 2 543-558 K.DPQIAAAPRNTSMKAR.R QU:MU 1.04
WUP:QUP 0.32



Detailed Protein Report

770 / 2208

Protein 509: tetratricopeptide repeat protein 37 [Homo sapiens]
Accession: gi|7662078 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.4
Database Date: 2015-11-30 pI: 8.1

Sequence Coverage [%]: 1.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2200 1 899.4081 -76.29 2 55.9 13.7 1 319-334 K.MHRPKEAVLSCSQALK.I

728 1 705.9560 -25.50 2 37.6 14.3 1 1440-
1452

K.LSSLLRLALLALK.V
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Protein 510: PREDICTED: huntingtin-interacting protein 1-related protein isoform X2 [Homo 
sapiens]

Accession: gi|530401786 Score: 28.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.6
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.07 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

662 1 593.6995 -211.24 2 38.3 11.3 1 513-523 R.ELEAKAGELAR.A QU:MU 1.07
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Protein 511: contactin-associated protein-like 4 isoform 2 [Homo sapiens]
Accession: gi|148664242 Score: 28.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 137.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2542 1 715.3361 -67.84 2 61.7 15.1 2 964-974 K.LSREMIKFSFR.T Oxidation: 5

1571 1 1061.1650 -10.98 3 49.3 12.9 1 1024-
1050

K.NMADGQLHHIMINREEGVVFIEIDDNR.R Oxidation: 2
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Protein 512: PREDICTED: synaptojanin-2 isoform X3 [Homo sapiens]
Accession: gi|530384175 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.5
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1895 1 643.2981 -123.24 2 54.1 16.3 0 28-39 K.TLGLSSKPIVDR.F
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Protein 513: myosin-2 [Homo sapiens]
Accession: gi|153791586 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 222.9
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|153792663 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
myosin-2 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2807 1 714.6776 11.25 3 66.4 12.9 1 1228-
1246

K.SEMKMEIDDLASNVETVSK.A Oxidation: 3
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Protein 514: PREDICTED: nuclear receptor subfamily 1 group D member 2 isoform X1 [Homo 
sapiens]

Accession: gi|530373510 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.6
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

80 1 877.8666 -76.26 2 30.7 12.1 2 183-196 R.EKQRMLIEMQSAMK.T Oxidation: 9, 13 WUP:QUP 0.35
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Protein 515: ephrin type-A receptor 7 isoform 2 precursor [Homo sapiens]
Accession: gi|568599847 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.4
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1992 1 857.8267 -91.44 2 55.3 11.3 0 937-952 K.DNFTAAGYNSLESVAR.M
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Protein 516: PREDICTED: protein 4.1 isoform X29 [Homo sapiens]
Accession: gi|578798602 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.9
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 3.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1704 1 682.2585 -109.76 3 51.6 12.4 1 454-470 R.HSNLMLEDLDKSQEEIK.K Oxidation: 5

100 1 565.6045 -3.81 3 31.2 15.5 1 596-610 K.EEGAAGYLDIKEMPR.G Oxidation: 13
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Protein 517: mucin-2 precursor [Homo sapiens]
Accession: gi|557129045 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 539.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 0.6

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.72 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.63 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2127 3 937.3845 -87.61 2 56.5 16.1 0 764-780 K.IHMDCSNLTALATSKPR.A Oxidation: 3 WUP:QUP 1.63
QU:MU 0.72
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Protein 518: PREDICTED: von Willebrand factor A domain-containing protein 5B1 isoform X1 
[Homo sapiens]

Accession: gi|578798398 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1946 1 745.7827 -91.37 2 54.7 12.0 0 9-21 K.GDMTLGEFDQHLK.G
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Protein 519: glyoxalase domain-containing protein 4 [Homo sapiens]
Accession: gi|217330598 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.2
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 8.4
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.22 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.40 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1097 1 631.1089 141.12 3 42.0 17.0 2 6-21 R.ALHFVFKVGNRFQTAR.F WUP:QUP 1.40
QU:MU 0.22
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Protein 520: PREDICTED: T-lymphoma invasion and metastasis-inducing protein 1 isoform X4 
[Homo sapiens]

Accession: gi|530419050 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.7
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 4.76 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.17 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

44 2 750.8174 -45.94 2 30.3 15.2 0 134-147 R.LYGDDATYLAEGGR.R WUP:QUP 0.17
QU:MU 4.76
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Protein 521: ataxin-7-like protein 3 isoform b [Homo sapiens]
Accession: gi|149588534 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.6
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

631 1 766.4842 137.27 2 37.4 10.7 1 98-110 R.FAPHLEKCLGMGR.N Carbamidomethyl: 8; 
Oxidation: 11
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Protein 522: PREDICTED: E3 ubiquitin-protein ligase UBR5 isoform X7 [Homo sapiens]
Accession: gi|530389115 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 200.9
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification
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Cmpds. [ppm] [min]

2795 1 958.9896 49.22 2 65.4 17.4 1 1112-
1127

K.MSYAANLKNVMNMQNR.Q Oxidation: 11, 13
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Protein 523: EGF domain-specific O-linked N-acetylglucosamine transferase isoform a precursor 
[Homo sapiens]

Accession: gi|522838254 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.0
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578805996 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  EGF  domain-specific  O-linked  N-acetylglucosamine  
transferase isoform X3 [Homo sapiens]

gi|530373685 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  EGF  domain-specific  O-linked  N-acetylglucosamine  
transferase isoform X2 [Homo sapiens]

gi|530373683 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  EGF  domain-specific  O-linked  N-acetylglucosamine  
transferase isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

674 1 698.6888 27.74 3 38.4 13.0 2 76-91 K.LKYCWGYEKSCKPEFR.F Carbamidomethyl: 11
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Protein 524: cytoskeleton-associated protein 2 isoform 3 [Homo sapiens]
Accession: gi|557878731 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.2
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2617 1 732.5346 128.71 1 63.5 10.7 0 572-577 K.FLTPVR.R
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Protein 525: long-chain-fatty-acid--CoA ligase 1 isoform d [Homo sapiens]
Accession: gi|557878742 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 8.6

Sequence Coverage [%]: 5.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2760 1 848.9242 -91.80 2 64.9 14.2 2 244-258 R.LIFHKVQSSLGGRVR.L

2516 1 715.3738 61.15 2 62.0 13.4 1 444-455 K.RGFEGSFEELCR.N
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Protein 526: PREDICTED: nucleoprotein TPR isoform X1 [Homo sapiens]
Accession: gi|530365345 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 274.8
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.29 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1647 1 524.8144 75.03 2 50.8 12.8 2 12-20 R.QRGRSMASR.G QU:MU 0.29
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Protein 527: PREDICTED: pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 isoform 
X2 [Homo sapiens]

Accession: gi|530424571 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.2
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.1

No. of unique Peptides: 2
Quantitation
QU:MU Median: 2.31 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.51 CV: 37.25 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

145 1 896.4035 -68.20 3 31.5 16.8 2 800-824 R.
IGMDALQIYPISQANANQRSGRAGR.
T

QU:MU 2.31
WUP:QUP 0.73

1651 1 720.3147 -23.44 2 50.9 10.7 0 1037-
1048

K.CICAAYFHQAAK.L Carbamidomethyl: 1, 3 WUP:QUP 0.35
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Protein 528: retinoblastoma-associated protein [Homo sapiens]
Accession: gi|108773787 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.1
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2018 1 1044.9422 -30.44 2 55.6 16.6 1 699-715 R.HLDQIMMCSMYGICKVK.N Carbamidomethyl: 14; 
Oxidation: 6, 10
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Protein 529: metastasis-associated in colon cancer protein 1 [Homo sapiens]
Accession: gi|157502191 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.6
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.50 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2511 1 841.8162 -157.28 2 61.3 16.7 0 354-368 K.ALPSPAATIWDYIHK.T WUP:QUP 0.50
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Protein 530: ephrin type-A receptor 3 isoform b precursor [Homo sapiens]
Accession: gi|32967314 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.9
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2832 2 945.9883 67.92 2 64.0 16.1 1 366-381 K.CGWNIKQCEPCSPNVR.F Carbamidomethyl: 8
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Protein 531: PREDICTED: delta and Notch-like epidermal growth factor-related receptor isoform X1 
[Homo sapiens]

Accession: gi|530371157 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.8
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2308 1 1002.6780 75.60 3 59.3 12.4 2 1-29 -.MQPRRAQAPGAQLLPALALLLLLLGAGPR.G

1231 1 1023.8326 -111.10 2 45.5 15.1 0 304-322 K.VSTCVPGESHANDLECSGK.G Carbamidomethyl: 4, 16
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Protein 532: protein dopey-2 [Homo sapiens]
Accession: gi|45827701 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 258.1
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578836735 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein dopey-2 isoform X1 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1889 1 673.7777 -150.29 2 54.0 16.1 0 1929-
1938

R.LLYYVFPYLR.N
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Protein 533: PREDICTED: peroxidasin-like protein isoform X2 [Homo sapiens]
Accession: gi|530388290 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.0
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1949 1 656.8239 117.11 2 54.8 14.5 0 679-688 R.VWQDCCADCR.S Carbamidomethyl: 5, 9
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Protein 534: PREDICTED: zinc finger protein 449 isoform X1 [Homo sapiens]
Accession: gi|530422388 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.2
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.5

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2275 1 1130.5320 8.03 2 58.9 12.4 2 215-232 R.THTEERPFKCNYCGKSFR.Q Carbamidomethyl: 10 WUP:QUP 1.24
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Protein 535: PREDICTED: AP-3 complex subunit beta-2 isoform X2 [Homo sapiens]
Accession: gi|578827454 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.4
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578827456 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  AP-3  complex  subunit  beta-2  isoform  X3  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1596 1 677.3556 42.21 2 50.2 10.6 1 108-119 K.EAASDMSPYVRK.T
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Protein 536: serine/threonine-protein kinase MRCK gamma [Homo sapiens]
Accession: gi|156766068 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 172.4
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2153 1 974.3330 -124.42 2 55.3 15.2 1 1489-
1507

R.RPASMGSEGLGGDADPMKR.K Oxidation: 5
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Protein 537: tubulin-specific chaperone E isoform b [Homo sapiens]
Accession: gi|568215736 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.8
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1805 1 781.2970 -97.72 2 52.9 10.5 1 47-60 R.GKHDGSHEGTVYFK.C
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Protein 538: PREDICTED: synaptotagmin-7 isoform X3 [Homo sapiens]
Accession: gi|530397573 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.4
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 3.9
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.55 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

285 1 733.8676 -12.20 2 33.5 11.8 2 195-208 R.GQARQGTSAGSKYR.A QU:MU 1.55
WUP:QUP 1.74

2844 1 655.3688 27.19 2 66.0 15.5 1 591-600 K.HWKDMIARPR.Q
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Protein 539: pyrroline-5-carboxylate reductase 2 isoform 2 [Homo sapiens]
Accession: gi|410991931 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

325 1 1074.4954 -137.82 2 34.1 27.3 2 121-141 K.MGLPRRLAIQLGAQALLGAAK.M
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Protein 540: chloride anion exchanger [Homo sapiens]
Accession: gi|4557535 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.5
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578813973 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: chloride anion exchanger isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2677 1 862.3965 -52.92 2 64.6 13.5 1 450-463 K.GMLMQFAEIGRLWR.K Oxidation: 4
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Protein 541: TBC1 domain family member 22A isoform b [Homo sapiens]
Accession: gi|546231127 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 5.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1413 1 816.3918 26.50 2 47.3 12.4 0 124-138 K.SVSESHTSCPAEELR.R
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Protein 542: dynein heavy chain 12, axonemal isoform 1 [Homo sapiens]
Accession: gi|194440727 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 356.7
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 1.30 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2090 1 1159.8674 -54.47 3 56.0 10.4 2 1512-
1540

K.
FFLEKIIQTYEMMIVRHGFMLVGEPFAAK.
T

Oxidation: 12, 20

1721 1 646.7566 -109.88 2 51.8 16.9 1 1602-
1612

R.EFALSETPDRK.W WUP:QUP 1.30
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Protein 543: kalirin isoform 2 [Homo sapiens]
Accession: gi|4504335 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.1
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.55 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.02 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

599 1 562.7645 22.71 2 37.5 10.4 0 1427-
1436

K.ELLTCCEEGK.G QU:MU 1.55
WUP:QUP 1.02
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Protein 544: Krueppel-like factor 12 [Homo sapiens]
Accession: gi|21071074 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.2
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578824739 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: Krueppel-like factor 12 isoform X3 [Homo sapiens]

gi|530402087 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: Krueppel-like factor 12 isoform X2 [Homo sapiens]

gi|530402085 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: Krueppel-like factor 12 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1218 1 758.4479 56.96 3 44.8 16.1 1 202-223 R.SPGNVNNTIVVPLLEDGRGHGK.A
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Protein 545: very long-chain specific acyl-CoA dehydrogenase, mitochondrial isoform 2 precursor 
[Homo sapiens]

Accession: gi|76496475 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1617 2 1051.5420 13.25 2 50.0 13.5 1 38-57 R.RPYAGGAAQESKSFAVGMFK.G
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Protein 546: transient receptor potential cation channel subfamily M member 3 isoform d [Homo 
sapiens]

Accession: gi|154091318 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.1
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2053 1 575.2161 -129.75 3 55.6 15.5 2 1055-
1068

R.IRVTSERVENMSMR.L Oxidation: 11
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Protein 547: deoxyribonuclease gamma isoform 2 precursor [Homo sapiens]
Accession: gi|375151549 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.8
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 9.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.28 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2460 1 873.4565 -23.34 2 59.0 11.5 2 36-50 K.QEDKNAMDVIVKVIK.R Oxidation: 7 QU:MU 1.28
WUP:QUP 1.55
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Protein 548: PREDICTED: rab11 family-interacting protein 4 isoform X1 [Homo sapiens]
Accession: gi|530411171 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.7
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1981 1 696.2626 -62.02 2 54.7 16.3 0 41-54 R.DCSCASGLPAASPR.A Carbamidomethyl: 2
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Protein 549: sterol 26-hydroxylase, mitochondrial precursor [Homo sapiens]
Accession: gi|4503211 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 5.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2189 1 937.1073 154.72 2 57.8 12.8 2 124-137 K.YPVRNDMELWKEHR.D
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Protein 550: proline dehydrogenase 1, mitochondrial isoform 1 precursor [Homo sapiens]
Accession: gi|304766736 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.9
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1081 1 851.8806 -166.32 2 43.6 11.8 2 2-16 M.ALRRALPALRPCIPR.F
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Protein 551: tyrosine-protein phosphatase non-receptor type 4 [Homo sapiens]
Accession: gi|4506295 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.8
Database Date: 2015-11-30 pI: 7.4
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

702 1 733.4640 133.70 3 38.8 14.9 0 226-245 R.DQSNNEIMIGVMSGGILIYK.N Oxidation: 12

2736 1 694.8753 -23.24 2 64.6 12.1 2 676-686 K.LPQNISKNRYR.D
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Protein 552: coiled-coil domain-containing protein lobo homolog isoform b [Homo sapiens]
Accession: gi|574584573 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.2
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1516 1 513.1182 -169.11 2 48.6 13.7 0 453-460 K.SMQPEMDR.V Oxidation: 2, 6
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Protein 553: tubby-related protein 4 isoform 1 [Homo sapiens]
Accession: gi|55953100 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.9
Database Date: 2015-11-30 pI: 8.3

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.72 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530383880 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: tubby-related protein 4 isoform X1 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2366 1 649.2906 -70.12 3 60.0 16.8 2 1340-
1357

K.RLDSRAEEGSVQAITEGK.V WUP:QUP 0.72
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Protein 554: PREDICTED: transmembrane channel-like protein 8 isoform X4 [Homo sapiens]
Accession: gi|578830481 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.7
Database Date: 2015-11-30 pI: 10.7
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1031 1 598.1512 -245.53 2 43.0 26.9 0 281-289 R.FQLMQQQTR.A Oxidation: 4
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Protein 555: E3 ubiquitin-protein ligase UHRF1 isoform 1 [Homo sapiens]
Accession: gi|115430235 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.8
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2815 2 626.8578 121.32 2 63.8 11.9 1 396-406 R.DWGKGMACVGR.T Carbamidomethyl: 8; 
Oxidation: 6

2699 1 973.4997 26.66 2 64.8 15.0 2 544-560 K.NSKYAPAEGNRYDGIYK.V
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Protein 556: PREDICTED: core histone macro-H2A.1 isoform X3 [Homo sapiens]
Accession: gi|530380257 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.0
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 9.0
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2553 1 639.3415 -83.77 2 61.9 15.2 1 124-135 K.LEAIITPPPAKK.A

2834 1 806.4289 45.18 3 65.9 11.7 1 268-288 K.FVIHCNSPVWGADKCEELLEK.T
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Protein 557: PREDICTED: LIM domain only protein 7 isoform X22 [Homo sapiens]
Accession: gi|530402379 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.1
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 2
Quantitation
QU:MU Median: 2.64 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

51 1 857.9018 -103.42 2 29.6 11.0 0 63-78 R.LSTPIAGLDNINVFLK.A

1358 1 955.9298 -2.00 2 46.6 15.9 2 164-179 K.RSGRDSGYGDIWCPER.G Carbamidomethyl: 13 QU:MU 2.64
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Protein 558: PREDICTED: dedicator of cytokinesis protein 7 isoform X2 [Homo sapiens]
Accession: gi|530363514 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 209.0
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

122 1 879.4101 -14.16 3 30.5 16.1 0 1501-
1523

K.VLLHSMACNQSAVYLQHCFATQR.A Oxidation: 6
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Protein 559: cation channel sperm-associated protein subunit beta precursor [Homo sapiens]
Accession: gi|51339295 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.8
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2126 1 1051.4446 -118.59 2 56.4 11.5 1 591-609 K.VLQHTTPKGFLSSVIAEMK.E Oxidation: 18 QU:MU 0.92
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Protein 560: coiled-coil domain-containing protein 80 precursor [Homo sapiens]
Accession: gi|41152074 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.45 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.23 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|41152076 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
coiled-coil domain-containing protein 80 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1362 5 698.8981 6.72 2 46.7 13.9 0 350-363 R.ATTLPPAPATTVTR.S WUP:QUP 1.23
QU:MU 1.45

1645 1 1062.1080 -81.53 3 50.3 12.9 2 697-722 R.
LISELRKEYGMTYNDFFMVLTDVDLR.
V

Oxidation: 18
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Protein 561: pleckstrin homology domain-containing family G member 1 [Homo sapiens]
Accession: gi|71274148 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.3
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578812862 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  pleckstrin  homology  domain-containing  family  G  
member 1 isoform X7 [Homo sapiens]

gi|578812859 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  pleckstrin  homology  domain-containing  family  G  
member 1 isoform X6 [Homo sapiens]

gi|530383900 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  pleckstrin  homology  domain-containing  family  G  
member 1 isoform X4 [Homo sapiens]

gi|530383898 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  pleckstrin  homology  domain-containing  family  G  
member 1 isoform X3 [Homo sapiens]

gi|530383896 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  pleckstrin  homology  domain-containing  family  G  
member 1 isoform X2 [Homo sapiens]

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification
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Cmpds. [ppm] [min]

2063 1 697.5833 -140.16 3 56.2 11.8 1 998-1015 K.SLELEQPPASQHQKSMHK.D Oxidation: 16
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Protein 562: PREDICTED: collagen alpha-2(I) chain-like [Homo sapiens]
Accession: gi|578803403 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.1
Database Date: 2015-11-30 pI: 12.4

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

195 1 572.8054 9.14 2 32.4 16.7 2 312-323 R.AGEAARGRSGGR.V
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Protein 563: PREDICTED: dynamin-binding protein isoform X1 [Homo sapiens]
Accession: gi|578819186 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 172.2
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2669 1 995.0095 -40.18 2 63.5 15.5 2 1235-
1251

R.ASLLARYPPEKLFQAER.N
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Protein 564: sialate O-acetylesterase isoform 2 [Homo sapiens]
Accession: gi|321267600 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.5
Database Date: 2015-11-30 pI: 7.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

693 1 1035.0409 84.42 2 38.6 14.9 2 400-415 K.DNKIFEISCCSDHRCK.W Carbamidomethyl: 9, 10, 15
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Protein 565: PREDICTED: RAD51-associated protein 2 isoform X1 [Homo sapiens]
Accession: gi|530367071 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.8
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1446 1 698.8871 -14.31 2 47.7 15.2 2 261-272 K.MSSVYLKEIAKK.K
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Protein 566: complexin-3 precursor [Homo sapiens]
Accession: gi|71725345 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.5
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 19.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1306 1 721.2739 -148.07 2 45.9 11.1 1 2-14 M.AFMVKTMVGGQLK.N Oxidation: 3, 7
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Protein 567: metallothionein-1G [Homo sapiens]
Accession: gi|10835230 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.1
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 70.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1987 2 862.6346 -31.70 3 53.2 13.2 2 1-25 -.MDPNCSCAAGVSCTCASSCKCKECK.C Carbamidomethyl: 7
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Protein 568: death-inducer obliterator 1 isoform c [Homo sapiens]
Accession: gi|301129165 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 243.7
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.74 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|301129170 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
death-inducer obliterator 1 isoform c [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

411 1 701.3611 72.76 2 35.1 11.7 1 2-14 M.DDKGDPSNEEAPK.A QU:MU 0.74
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Protein 569: cullin-associated NEDD8-dissociated protein 2 isoform 2 [Homo sapiens]
Accession: gi|112420977 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1132 1 701.3400 -16.93 3 44.3 12.1 0 199-216 K.EMGPHVPNVTSLCLQYIK.H Carbamidomethyl: 13; 
Oxidation: 2

2247 1 1017.5903 -9.72 2 58.5 14.5 2 884-902 R.KQLAAGRPHTRSTVITAVK.F
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Protein 570: 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-1 isoform c [Homo 
sapiens]

Accession: gi|195972873 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.4
Database Date: 2015-11-30 pI: 8.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2076 1 649.2852 -47.07 3 54.3 10.8 2 18-33 R.CMSVMQSGTQMIKLKR.G Carbamidomethyl: 1; 
Oxidation: 2, 5, 11

WUP:QUP 0.72



Detailed Protein Report

847 / 2208

Protein 571: teashirt homolog 2 isoform 2 [Homo sapiens]
Accession: gi|301171536 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.5
Database Date: 2015-11-30 pI: 7.5

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.12 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

50 1 645.8133 -54.63 2 29.6 11.6 0 516-527 K.SLENTVTTAINK.A QU:MU 1.12
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Protein 572: von Willebrand factor A domain-containing protein 8 isoform b precursor [Homo 
sapiens]

Accession: gi|57863273 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.9
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2188 1 958.6176 79.28 2 55.7 10.0 2 5-23 R.LLLLGAPGGHGGPASRRMR.L
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Protein 573: PREDICTED: microtubule-associated serine/threonine-protein kinase 4 isoform X12 
[Homo sapiens]

Accession: gi|578810348 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 247.6
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2513 1 694.6522 -36.12 3 59.7 10.7 0 1135-
1153

R.EAPLQSLDENVCDVPPLSR.A
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Protein 574: sushi domain-containing protein 1 isoform 3 precursor [Homo sapiens]
Accession: gi|544063419 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

893 1 736.8280 -19.37 2 41.2 11.4 0 56-68 K.ICICNYGFVGNGR.T Carbamidomethyl: 4
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Protein 575: PREDICTED: coiled-coil domain-containing protein 111 isoform X3 [Homo sapiens]
Accession: gi|578808887 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.1
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.36 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1088 1 540.6458 -238.97 2 43.2 12.3 1 493-502 R.GVLKSMCTEL.- QU:MU 2.36
WUP:QUP 0.06
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Protein 576: ubiquitin carboxyl-terminal hydrolase 12 [Homo sapiens]
Accession: gi|301500675 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.8
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

620 1 647.6390 -191.68 2 36.2 14.2 1 231-239 K.YYCEECRSK.Q Carbamidomethyl: 3, 6
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Protein 577: PREDICTED: RING finger protein 32 isoform X5 [Homo sapiens]
Accession: gi|578813915 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.1
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

428 1 862.8357 -97.27 2 35.3 14.1 2 164-176 K.TCPLCRKNQYQTR.V Carbamidomethyl: 2, 5
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Protein 578: PREDICTED: putative Polycomb group protein ASXL2 isoform X2 [Homo sapiens]
Accession: gi|578802980 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.4
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

326 1 761.7364 -167.46 2 34.1 10.4 0 83-95 R.LSEGEFTPEMQVR.I
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Protein 579: PREDICTED: inositol 1,4,5-trisphosphate receptor type 2 isoform X1 [Homo sapiens]
Accession: gi|578822836 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.9
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 0.9
No. of unique Peptides: 2



Detailed Protein Report

858 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

725 1 771.2336 -342.03 1 39.0 11.8 0 110-116 K.LLGEIVK.Y

1690 4 648.2368 -188.91 2 51.4 14.8 2 1199-
1208

K.CRNQHQRLLK.N
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Protein 580: zinc finger protein 570 [Homo sapiens]
Accession: gi|21389599 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.3
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 7.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

17 1 1103.4962 -28.67 2 29.9 11.4 1 144-161 K.ACFKEEIITHEEPLFDER.E
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Protein 581: cyclic nucleotide-gated cation channel beta-1 isoform c [Homo sapiens]
Accession: gi|554790418 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.1
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 1.6
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.40 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.56 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1888 3 612.7759 -142.99 2 54.0 15.4 0 836-847 K.TLITIGGLPDPK.T QU:MU 0.40
WUP:QUP 2.56

1512 1 851.5801 69.44 1 48.6 11.1 1 1120-
1127

K.GGKLAHLR.A
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Protein 582: PREDICTED: alpha-N-acetylneuraminide alpha-2,8-sialyltransferase isoform X2 [Homo 
sapiens]

Accession: gi|530399363 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 13.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

550 1 581.8032 -38.57 2 36.9 10.8 2 71-80 R.NQTAARAFRK.Q
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Protein 583: RNA 3'-terminal phosphate cyclase isoform a [Homo sapiens]
Accession: gi|195927044 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.7
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 7.1

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 1.59 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2681 1 559.7841 -33.68 2 64.6 11.9 1 219-229 K.VAKDMAAAAVR.C Oxidation: 5 WUP:QUP 1.59
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Protein 584: PREDICTED: DNA polymerase zeta catalytic subunit isoform X4 [Homo sapiens]
Accession: gi|530383948 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 301.0
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

727 2 517.1500 -168.10 2 37.5 14.5 1 431-438 R.NRMPSPCR.S Carbamidomethyl: 7; 
Oxidation: 3
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Protein 585: zinc finger protein 865 [Homo sapiens]
Accession: gi|307219238 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.0
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 2.7
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.21 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

10 2 819.8432 -130.81 2 29.6 16.4 2 260-272 R.TYNHVSSLIRHRR.C

2279 1 869.2738 -114.47 2 58.9 10.1 0 689-704 K.EVHMAEKPYGCDACGK.T QU:MU 1.21
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Protein 586: zinc finger protein 20 isoform 2 [Homo sapiens]
Accession: gi|322303718 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.1
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2376 1 1130.4062 -64.30 2 58.0 12.0 0 75-93 K.ESHHCGESFNQIADDMLNR.K Carbamidomethyl: 5
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Protein 587: ral GTPase-activating protein subunit alpha-1 isoform 1 [Homo sapiens]
Accession: gi|51226124 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 229.7
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

800 1 709.3960 15.98 2 39.5 11.8 2 1-12 -.MFSKKPHGDVKK.S Oxidation: 1
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Protein 588: PREDICTED: poly [ADP-ribose] polymerase 14 isoform X1 [Homo sapiens]
Accession: gi|530374806 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.2
Database Date: 2015-11-30 pI: 8.1

Sequence Coverage [%]: 1.2
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 0.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

554 1 476.1400 -265.76 2 36.9 12.8 1 1019- K.FSSKNQLK.T



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1026

2539 1 648.3564 69.94 2 62.4 13.6 0 1173-
1184

K.SSVSSVLQECEK.K WUP:QUP 0.04
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Protein 589: huntingtin [Homo sapiens]
Accession: gi|90903231 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 347.6
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

347 1 524.3773 160.20 2 33.0 15.3 2 93-101 K.ELSATKKDR.V
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Protein 590: PREDICTED: zinc finger protein 841 isoform X1 [Homo sapiens]
Accession: gi|578834341 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.6
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1732 1 1061.1490 -2.43 3 51.5 11.3 2 561-586 R.RSHTGEKPFQCNECGKVFSYYSCLAR.H Carbamidomethyl: 11, 14, 
23

1286 1 738.4255 114.34 3 45.7 15.0 2 643-660 R.YHRNPTGEKPHKCSECGR.T Carbamidomethyl: 13, 16
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Protein 591: integrator complex subunit 1 [Homo sapiens]
Accession: gi|160948599 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 244.1
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1586 1 948.9589 -43.25 2 50.1 10.1 0 1297-
1315

R.GASGGQTFHSLLTASLPPR.R

464 1 724.3818 41.56 3 35.8 16.2 1 2091-
2109

R.LMSSAEECCRNLAFSLALR.S Carbamidomethyl: 8
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Protein 592: uncharacterized membrane protein C3orf80 precursor [Homo sapiens]
Accession: gi|270265902 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.7
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.4

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.05 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

536 2 786.8751 66.36 2 36.7 12.7 1 52-65 R.CCDATNATAVRCCK.L Carbamidomethyl: 1, 2 WUP:QUP 0.30
QU:MU 1.05

2758 1 973.5021 83.13 2 64.9 13.5 2 166-184 R.GRGGGGRSDPSCASEHEMR.
V
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Protein 593: PREDICTED: sarcolemmal membrane-associated protein isoform X16 [Homo sapiens]
Accession: gi|530373158 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.8
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 3.85 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1042 1 586.1730 -249.89 2 41.3 10.5 0 467-476 K.ELIEAQELAR.T QU:MU 3.85
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Protein 594: PREDICTED: suppressor of tumorigenicity 7 protein-like isoform X10 [Homo sapiens]
Accession: gi|530362849 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2033 4 625.2626 -137.48 2 55.3 14.2 1 259-269 K.QALKAGETIYR.Q

1102 2 836.1988 -267.93 1 43.4 12.0 1 298-304 R.RLAMCAR.K Oxidation: 4
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Protein 595: PREDICTED: sodium/myo-inositol cotransporter 2 isoform X3 [Homo sapiens]
Accession: gi|530407547 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.6
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.6

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.66 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2244 1 714.6704 -20.12 3 58.5 12.0 1 75-93 K.YFLALASNRSENSSCGLPR.E Carbamidomethyl: 15

816 1 812.9497 -14.41 2 40.2 14.1 0 478-492 R.AEAIIVSLEENPLVK.T QU:MU 0.66
WUP:QUP 1.92
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Protein 596: glutamate decarboxylase 2 [Homo sapiens]
Accession: gi|4503875 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|197276620 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
glutamate decarboxylase 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2204 1 767.2614 -182.11 2 57.4 12.9 0 397-410 K.MMGVPLQCSALLVR.E Oxidation: 2
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Protein 597: PREDICTED: zinc finger protein 40 isoform X2 [Homo sapiens]
Accession: gi|578811634 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 222.1
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.91 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.10 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1515 1 719.8406 -37.88 2 49.1 13.1 0 1176-
1188

K.VIGISQEESHPSR.D WUP:QUP 2.10
QU:MU 0.91

52 1 776.2895 -107.95 2 30.3 12.9 0 1747-
1760

R.MLSPANSLDIAMEK.H Oxidation: 1, 12
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Protein 598: lengsin isoform a [Homo sapiens]
Accession: gi|221307485 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.2
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 1
Quantitation
QU:MU Median: 4.45 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.60 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

109 1 981.4823 13.57 2 30.3 10.6 1 326-343 K.NMFCSTSGTEQLTITGKK.W Oxidation: 2 QU:MU 4.45
WUP:QUP 0.60
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Protein 599: PREDICTED: mediator of RNA polymerase II transcription subunit 1 isoform X1 [Homo 
sapiens]

Accession: gi|530412429 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.02 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2702 1 842.5321 94.33 3 62.2 11.9 2 307-328 K.LYKGLSDALICTDDFIAKVVQR.
C

Carbamidomethyl: 11

1993 1 918.3565 -113.08 2 53.3 14.1 0 750-767 K.GNNQADTVDFSIISVAGK.A WUP:QUP 1.04
QU:MU 1.02
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Protein 600: PREDICTED: pulmonary surfactant-associated protein C isoform X1 [Homo sapiens]
Accession: gi|530387966 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.6
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 14.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1479 1 1006.6165 136.56 2 46.9 11.4 1 239-257 R.GWEWAEVAPRGPGTPATTE.-



Detailed Protein Report
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Protein 601: PREDICTED: microtubule-associated protein 2 isoform X12 [Homo sapiens]
Accession: gi|530370373 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.1
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530370375 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  microtubule-associated  protein  2  isoform  X13  [Homo  
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2357 1 994.6851 123.33 2 57.7 11.8 2 1524-
1542

R.TPHTPGTPKSAILVPSEKK.V



Detailed Protein Report

893 / 2208

Protein 602: collagen alpha-1(IV) chain preproprotein [Homo sapiens]
Accession: gi|148536825 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.5
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

177 1 942.3962 -112.61 2 32.2 12.0 1 808-828 R.GPPGGQGPPGLSGPPGIKGEK.G

62 1 713.3305 -7.33 3 30.5 13.9 1 927-947 K.GDVGLPGKPGSMDKVDMGSMK.G Oxidation: 12, 17
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Protein 603: endoplasmic reticulum-Golgi intermediate compartment protein 2 [Homo sapiens]
Accession: gi|50959176 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.5
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1411 1 1095.6964 116.34 1 47.3 11.8 0 338-346 K.FIVEIICCR.F
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Protein 604: centrosomal protein of 162 kDa isoform b [Homo sapiens]
Accession: gi|555289992 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 153.0
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578812505 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  centrosomal  protein  of  162  kDa  isoform  X7  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

377 1 657.6657 -223.40 2 34.7 10.5 1 913-922 R.TMEQQFQKMK.I Oxidation: 2
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Protein 605: PREDICTED: tolloid-like protein 1 isoform X2 [Homo sapiens]
Accession: gi|530378097 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.0
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2771 1 848.8935 -73.79 2 65.0 12.1 1 562-577 R.LCGNKIPDPLVATGNK.M Carbamidomethyl: 2
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Protein 606: PREDICTED: chondroadherin-like protein isoform X2 [Homo sapiens]
Accession: gi|530419599 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.7
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.4

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.45 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

173 1 679.8611 32.65 2 32.1 14.2 2 330-341 R.VRSDGACQGPRR.L Carbamidomethyl: 7 QU:MU 1.45

2204 1 1130.1280 10.71 2 58.0 11.7 1 549-569 R.WVYLSGNRITEVSLGALGPAR.
E
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Protein 607: E3 SUMO-protein ligase PIAS3 [Homo sapiens]
Accession: gi|115298686 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.0
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 5.4
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2323 1 965.9652 -82.27 2 57.3 14.9 2 16-33 R.VSELQVLLGFAGRNKSGR.K

2512 1 856.9301 -38.31 2 62.0 11.0 1 41-56 K.ALHLLKSSCAPSVQMK.I
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Protein 608: PREDICTED: LIM/homeobox protein Lhx3 isoform X1 [Homo sapiens]
Accession: gi|530426634 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2005 1 788.2933 -81.32 2 55.0 10.3 1 44-57 K.CLKCSDCHTPLAER.C

2172 1 1051.9909 -51.91 2 57.0 15.5 1 75-93 R.FGTKCAACQLGIPPTQVVR.R Carbamidomethyl: 5, 8
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Protein 609: rap guanine nucleotide exchange factor 1 isoform a [Homo sapiens]
Accession: gi|38373675 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2613 3 885.4451 -28.15 2 62.7 13.1 1 292-308 R.QSAPSPTRVAVVAPMSR.A Oxidation: 15

1627 1 686.4490 148.95 2 48.7 12.7 1 630-643 R.DPSAVSGVPGKDSR.D



Detailed Protein Report
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Protein 610: protein kinase C theta type isoform 3 [Homo sapiens]
Accession: gi|544063437 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.9
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 4.3

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.68 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.98 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1283 1 729.3578 39.18 2 46.2 11.3 0 1-12 -.MSNQNGQMYIQK.K Oxidation: 1 WUP:QUP 0.98
QU:MU 0.68
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Protein 611: PREDICTED: histone deacetylase 11 isoform X4 [Homo sapiens]
Accession: gi|578806599 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.2
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 9.3
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.26 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

653 1 564.6821 -229.40 2 38.2 10.2 0 132-141 R.GWAINVEAIR.R WUP:QUP 0.26
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Protein 612: E3 ubiquitin-protein ligase BRE1A [Homo sapiens]
Accession: gi|34878777 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.6
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1957 1 918.3405 -92.02 2 52.8 13.9 2 956-971 R.KCPKCNAAFGANDFHR.I Carbamidomethyl: 5



Detailed Protein Report

904 / 2208

Protein 613: PREDICTED: rho guanine nucleotide exchange factor 18 isoform X6 [Homo sapiens]
Accession: gi|578833130 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.7
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 2.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1663 1 720.3283 -79.69 2 51.1 10.6 1 137-148 R.SRSVPVSFYEIR.S

2777 1 899.4794 83.49 2 65.9 15.1 0 534-549 K.YGVFCSGHNEAVSHYK.L
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Protein 614: complement component C7 precursor [Homo sapiens]
Accession: gi|45580688 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.4

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1397 1 786.4380 113.40 3 47.6 11.7 2 717-736 K.MPYECGPSLDVCAQDERSKR.
I

Carbamidomethyl: 5; 
Oxidation: 1

2693 1 559.3108 17.19 4 64.8 14.1 2 736-753 K.RILPLTVCKMHVLHCQGR.N Carbamidomethyl: 8, 15; 
Oxidation: 10

QU:MU 1.04
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Protein 615: latent-transforming growth factor beta-binding protein 4 isoform c precursor [Homo 
sapiens]

Accession: gi|110347437 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.6
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.68 CV: 40.93 % No. of Peptides: 2
WUP:QUP Median: 1.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

407 1 846.5265 154.58 2 33.7 10.2 1 511-525 R.LSPQGTRCIDVDECR.R WUP:QUP 1.94
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

QU:MU 1.00

1279 1 955.9599 14.50 2 46.1 15.5 2 1185-
1199

R.RDVDECQLFRDQVCK.S Carbamidomethyl: 6 QU:MU 0.46
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Protein 616: NF-kappa-B inhibitor zeta isoform a [Homo sapiens]
Accession: gi|13899229 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.0
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1761 1 823.3000 -143.58 2 52.3 10.0 2 129-143 R.SHKQKASGQAVDDFK.T



Detailed Protein Report
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Protein 617: zinc finger protein 471 [Homo sapiens]
Accession: gi|150170667 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.0
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

442 3 690.4633 161.23 2 34.0 15.1 1 357-366 R.YNTSFIRHWR.S



Detailed Protein Report
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Protein 618: PREDICTED: glycylpeptide N-tetradecanoyltransferase 2 isoform X3 [Homo sapiens]
Accession: gi|578818655 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.5
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1331 1 721.8048 -169.98 2 46.2 14.7 2 250-261 R.KLVEVKFSHLSR.N



Detailed Protein Report
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Protein 619: PREDICTED: ALS2 C-terminal-like protein isoform X7 [Homo sapiens]
Accession: gi|578805946 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1521 1 828.8811 -23.41 2 49.2 13.7 1 397-410 R.LLPQASEDKFDCYK.C



Detailed Protein Report
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Protein 620: spectrin alpha chain, non-erythrocytic 1 isoform 3 [Homo sapiens]
Accession: gi|306966132 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 282.1
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.28 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.55 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2184 3 873.3319 -120.21 2 57.2 11.5 1 1810-
1824

K.LSDDNTIGKEEIQQR.L QU:MU 1.28
WUP:QUP 1.55



Detailed Protein Report
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Protein 621: mucin-17 precursor [Homo sapiens]
Accession: gi|91982772 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 451.5
Database Date: 2015-11-30 pI: 3.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.6

No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

193 2 613.7845 -35.89 2 32.4 14.1 0 51-60 R.QCQQLSQHVR.T

490 1 636.2255 -63.89 3 36.1 11.6 1 4132-
4148

R.TTTCFGDGCQNTASRCK.N Carbamidomethyl: 9, 16



Detailed Protein Report
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Protein 622: PREDICTED: receptor-type tyrosine-protein phosphatase F isoform X12 [Homo 
sapiens]

Accession: gi|578799535 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.7
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2797 1 1024.5150 17.18 2 65.4 15.2 2 1390-
1406

R.MKHEKTVDIYGHVTCMR.S



Detailed Protein Report
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Protein 623: PREDICTED: cAMP and cAMP-inhibited cGMP 3',5'-cyclic phosphodiesterase 10A 
isoform X1 [Homo sapiens]

Accession: gi|578812355 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2459 1 1014.8801 -101.31 2 60.6 12.6 1 646-663 R.DRVIGLMMTACDLCSVTK.L Carbamidomethyl: 11; 
Oxidation: 7



Detailed Protein Report
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Protein 624: tubulin beta-4B chain [Homo sapiens]
Accession: gi|5174735 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.8
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1621 1 1061.1775 -37.83 3 50.0 12.9 2 351-379 K.TAVCDIPPRGLKMSATFIGNSTAIQELFK.R Carbamidomethyl: 4; 
Oxidation: 13



Detailed Protein Report
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Protein 625: double-stranded RNA-specific adenosine deaminase isoform d [Homo sapiens]
Accession: gi|70167113 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.2
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578800414 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  double-stranded  RNA-specific  adenosine  deaminase  
isoform X5 [Homo sapiens]

gi|578800412 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  double-stranded  RNA-specific  adenosine  deaminase  
isoform X4 [Homo sapiens]

gi|578800410 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  double-stranded  RNA-specific  adenosine  deaminase  
isoform X3 [Homo sapiens]

gi|301601658 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

double-stranded RNA-specific adenosine deaminase isoform d [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

5 1 1205.0611 -63.23 2 29.5 11.4 2 451-472 K.LVDQSGPPHEPKFVYQAKVGGR.W

500 1 642.6194 -75.95 3 35.9 14.3 1 556-572 R.CFNTLTNSFQPSLLGRK.I



Detailed Protein Report
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Protein 626: PREDICTED: uncharacterized protein C7orf63 isoform X7 [Homo sapiens]
Accession: gi|578814624 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.5
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2785 1 711.3716 -1.34 3 66.0 10.9 2 10-27 R.IQICKCIVDFYHAEPPKK.H



Detailed Protein Report
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Protein 627: ERC protein 2 [Homo sapiens]
Accession: gi|34577114 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.5
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2013 1 703.2744 -137.93 2 53.5 13.3 2 676-687 K.EECSKLEAQLKK.A
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Protein 628: PREDICTED: retinoblastoma-like protein 2 isoform X1 [Homo sapiens]
Accession: gi|530424182 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.4
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.08 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

701 2 606.1713 -198.83 2 37.2 13.4 1 1055-
1065

R.LQDVANDRGSH.- WUP:QUP 1.08
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Protein 629: PREDICTED: serine/arginine repetitive matrix protein 1-like [Homo sapiens]
Accession: gi|578794871 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.0
Database Date: 2015-11-30 pI: 12.4

Sequence Coverage [%]: 7.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.66 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.78 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2683 1 913.4777 3.59 2 63.7 10.3 2 146-162 R.RRDSEPAPAATPHPPAR.Q WUP:QUP 0.78
QU:MU 1.66
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Protein 630: PREDICTED: phosphatidylinositol 4-phosphate 5-kinase type-1 alpha isoform X8 
[Homo sapiens]

Accession: gi|530365472 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.7
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

989 3 581.1819 -159.70 2 42.5 14.9 0 533-542 K.LEVAESEFTH.-
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Protein 631: pro-MCH preproprotein [Homo sapiens]
Accession: gi|71361684 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.7
Database Date: 2015-11-30 pI: 7.6
Modification(s): Oxidation Sequence Coverage [%]: 15.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

118 1 929.9543 13.99 2 31.2 15.3 1 29-43 K.SIRNLDDDMVFNTFR.L Oxidation: 9
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Protein 632: PREDICTED: sperm-associated antigen 17 isoform X5 [Homo sapiens]
Accession: gi|578798575 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.1
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2219 1 900.3315 -71.18 3 57.6 13.7 0 618-641 K.LKPSGMMCGSDSEMFNIPWDNPAR.F Oxidation: 6
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Protein 633: PREDICTED: adenylate kinase 8 isoform X2 [Homo sapiens]
Accession: gi|578817081 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 8.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1430 1 1022.7032 -95.12 3 46.3 10.1 0 10-34 R.IPPEMPQYGEENHIFELMQAMWLCK.H Oxidation: 18, 21
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Protein 634: PREDICTED: tudor domain-containing protein 7 isoform X2 [Homo sapiens]
Accession: gi|578817240 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1797 1 851.2615 -133.71 2 52.3 11.4 0 249-263 K.HMTSECFVSLPFCGK.I Oxidation: 2
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Protein 635: transcriptional protein SWT1 [Homo sapiens]
Accession: gi|157502207 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|157502209 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
transcriptional protein SWT1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1636 1 682.3058 -115.98 3 50.7 10.7 2 441-458 K.RAQHKAIPAVHFINDSLK.N



Detailed Protein Report
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Protein 636: PREDICTED: B-cell CLL/lymphoma 9 protein isoform X3 [Homo sapiens]
Accession: gi|530432132 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.9
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1573 1 1023.5251 33.57 2 49.9 10.0 0 644-662 K.GDVNLNVNMGSNSQMIPQK.M



Detailed Protein Report
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Protein 637: potassium voltage-gated channel subfamily KQT member 2 isoform c [Homo sapiens]
Accession: gi|26051260 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.6
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 0.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1607 1 720.3800 -23.52 2 48.4 13.2 1 333-345 R.RNPAAGLIQSAWR.F WUP:QUP 0.35

1678 1 938.9348 -60.69 2 50.7 12.2 2 398-414 K.DPPPEPSPSQKVSLKDR.V



Detailed Protein Report
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Protein 638: zinc finger protein 670 isoform 2 [Homo sapiens]
Accession: gi|323635444 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.5
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1723 2 1108.8589 233.76 1 51.9 12.9 0 148-157 K.AFISLTSVDR.H



Detailed Protein Report
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Protein 639: protein PRRC2B [Homo sapiens]
Accession: gi|149192855 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 242.8
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1757 1 897.9578 -24.93 2 51.8 13.3 2 56-71 R.RMPPPANLPSLKSENK.G Oxidation: 2



Detailed Protein Report
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Protein 640: PREDICTED: focal adhesion kinase 1 isoform X12 [Homo sapiens]
Accession: gi|530389222 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.1
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2292 1 920.6271 128.21 2 59.1 13.3 2 256-272 R.ALPSIPKLANSEKQGMR.T



Detailed Protein Report
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Protein 641: transcriptional repressor p66-alpha [Homo sapiens]
Accession: gi|164519146 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.0
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2479 1 1044.5214 41.67 2 61.5 10.6 1 74-93 R.GEGLVGDGPVDMRTSHSDMK.S



Detailed Protein Report
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Protein 642: PREDICTED: nuclear receptor coactivator 5 isoform X2 [Homo sapiens]
Accession: gi|530418236 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.2
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 6.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

163 1 896.0924 148.95 2 31.8 10.4 0 192-207 R.FDAERPVDCSVIVVNK.Q



Detailed Protein Report
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Protein 643: PREDICTED: thyroid hormone receptor-associated protein 3 isoform X2 [Homo 
sapiens]

Accession: gi|530363679 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.7
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2487 1 856.3995 -21.47 2 61.6 13.8 1 3-17 K.SDSFAPKTDSEKPFR.G

374 1 734.1603 -332.18 1 33.3 11.4 1 528-534 R.KSSTSPK.W
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Protein 644: ran GTPase-activating protein 1 [Homo sapiens]
Accession: gi|4506411 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.5
Database Date: 2015-11-30 pI: 4.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578837322 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ran  GTPase-activating  protein  1  isoform  X3  [Homo  
sapiens]

gi|520975387 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ran GTPase-activating protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2615 1 589.1847 -155.39 2 61.0 13.1 0 149-160 K.LNNCGMGIGGGK.I Carbamidomethyl: 4



Detailed Protein Report

944 / 2208

Protein 645: protein SON isoform F [Homo sapiens]
Accession: gi|520261969 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 263.7
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1493 2 513.1115 -200.27 2 48.3 12.8 0 1073-
1081

R.SMMSPMADR.S



Detailed Protein Report
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Protein 646: non-receptor tyrosine-protein kinase TYK2 [Homo sapiens]
Accession: gi|187608615 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.6
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2015 1 731.8181 -73.05 2 55.1 13.5 0 282-294 R.LLAQAEGEPCYIR.D
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Protein 647: PREDICTED: phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 1 
protein isoform X1 [Homo sapiens]

Accession: gi|530418228 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.5
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2660 2 734.8652 -30.72 2 63.3 12.9 0 371-382 R.EIQDAYLQLFTK.L

946 1 628.3451 -22.84 2 41.9 12.2 1 748-759 K.LPSRLEGGASLR.L
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Protein 648: growth/differentiation factor 2 precursor [Homo sapiens]
Accession: gi|7705308 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.3
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1810 1 599.2960 -61.59 2 53.0 13.6 1 226-235 K.LEVTVESHRK.G



Detailed Protein Report
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Protein 649: PREDICTED: coiled-coil domain-containing protein 150 isoform X1 [Homo sapiens]
Accession: gi|578804109 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.4
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

533 2 524.1612 -224.39 2 36.3 13.0 1 493-501 R.CNLEKELAK.N



Detailed Protein Report
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Protein 650: PREDICTED: mitogen-activated protein kinase-binding protein 1 isoform X2 [Homo 
sapiens]

Accession: gi|578826739 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.8
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

827 1 697.8253 -42.16 2 38.7 11.7 1 14-26 R.TAQKSGDGVQFTR.T



Detailed Protein Report
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Protein 651: uncharacterized protein C5orf42 [Homo sapiens]
Accession: gi|242332527 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 361.5
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1525 1 1052.1493 111.26 2 48.7 10.2 1 1072-
1091

K.LQCVLGQPASLEAKNEMGSK.Y
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Protein 652: protein CASP isoform a [Homo sapiens]
Accession: gi|148277064 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 164.1
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 5.17 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

597 3 661.1918 -220.59 2 37.0 14.5 1 959-969 K.NGICQRIFGEK.V Carbamidomethyl: 4 WUP:QUP 1.04
QU:MU 5.17



Detailed Protein Report

956 / 2208

Protein 653: transport and Golgi organization protein 6 homolog [Homo sapiens]
Accession: gi|153791502 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.7
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 3.2
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2043 2 698.2867 -131.01 2 55.4 13.1 0 112-124 R.LAANFNPGKPNPR.T

1030 1 809.4708 -1.60 3 43.0 11.9 2 1029-
1050

R.GLSQKATEVLSAVLKDLYHLLK.H
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Protein 654: G patch domain-containing protein 3 [Homo sapiens]
Accession: gi|205277458 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.3
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2000 1 918.3556 -161.95 2 55.4 14.2 2 145-161 R.LPTEASGLGSFPFKTRK.E

1493 1 705.9667 -4.88 3 47.0 10.8 1 506-525 R.TDMAFVRGSSCASDSPSLPD.- Carbamidomethyl: 11; 
Oxidation: 3
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Protein 655: nucleosome-remodeling factor subunit BPTF isoform 2 [Homo sapiens]
Accession: gi|38788260 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 322.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2124 1 732.2973 -129.78 2 56.9 12.0 0 2075-
2089

K.VMVAPISGSVTTGTK.M Oxidation: 2



Detailed Protein Report
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Protein 656: PREDICTED: macrophage mannose receptor 1 [Homo sapiens]
Accession: gi|578844889 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.9
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2567 1 673.3649 -8.13 2 62.8 10.6 0 393-403 K.HQNLSQHQLLK.T
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Protein 657: TRIO and F-actin-binding protein isoform 2 [Homo sapiens]
Accession: gi|88501741 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.6
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 8.4
No. of unique Peptides: 1

Quantitation
QU:MU Median: 3.22 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1361 1 711.8629 -0.75 2 45.3 11.9 1 22-38 R.AAERGGGGGGGGVPAPR.S QU:MU 3.22
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Protein 658: PREDICTED: rootletin isoform X5 [Homo sapiens]
Accession: gi|578800146 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 196.6
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2749 1 863.9191 -72.24 2 64.7 13.7 2 1616-
1629

K.LELQRRSLEGELQR.S
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Protein 659: PREDICTED: kinesin-like protein KIF24 isoform X2 [Homo sapiens]
Accession: gi|530389882 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.4
Database Date: 2015-11-30 pI: 7.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1869 2 604.2765 -71.18 2 53.7 12.8 0 86-96 R.ISFIDLAGSER.A

2259 1 1023.8759 66.82 3 58.1 12.0 2 543-571 R.AALDHSCSPSKGPVDWSRENSTSSGPSPR.D Carbamidomethyl: 7
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Protein 660: low molecular weight phosphotyrosine protein phosphatase isoform d [Homo sapiens]
Accession: gi|96304457 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.2
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 25.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1657 1 1061.8014 -69.49 3 50.5 13.5 2 1-28 -.MAEQATKSVLFVCLGNICRSPIAEAVFR.K Carbamidomethyl: 13, 18; 
Oxidation: 1

2031 1 719.2691 -141.18 2 55.8 11.3 0 8-19 K.SVLFVCLGNICR.S Carbamidomethyl: 6, 11
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Protein 661: PREDICTED: dehydrogenase/reductase SDR family member 7B isoform X1 [Homo 
sapiens]

Accession: gi|578829832 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.4
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2770 1 1086.0137 -9.69 2 65.8 12.0 0 28-46 K.WSPGPGDQGWPVMLCQVLK.E Carbamidomethyl: 15; 
Oxidation: 13

2279 4 734.2810 -176.54 2 56.8 12.8 1 118-131 K.VFYAAGAKLVLCGR.N
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Protein 662: PREDICTED: leucine-rich repeat and IQ domain-containing protein 3 isoform X3 
[Homo sapiens]

Accession: gi|530361769 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.2
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1395 1 727.3741 43.73 2 47.1 12.0 0 42-53 K.SMENLQSCISLR.V Carbamidomethyl: 8; 
Oxidation: 2
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Protein 663: trophoblast glycoprotein-like precursor [Homo sapiens]
Accession: gi|306922420 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.4
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 6.8
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.33 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2021 1 890.3901 -128.12 2 55.7 10.1 2 39-54 K.LLLRCASGAELRQPPR.D WUP:QUP 1.33
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Protein 664: PREDICTED: ceramide-1-phosphate transfer protein isoform X2 [Homo sapiens]
Accession: gi|530360429 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.2
Database Date: 2015-11-30 pI: 8.0

Sequence Coverage [%]: 21.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2006 1 1044.9286 -117.90 2 55.5 11.6 1 134-151 R.VYNVSQKLYAEHSLLDLP.-
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Protein 665: DIS3-like exonuclease 1 isoform 2 [Homo sapiens]
Accession: gi|19115966 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.0
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530405359 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: DIS3-like exonuclease 1 isoform X4 [Homo sapiens]

gi|530405355 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: DIS3-like exonuclease 1 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1921 2 655.2832 -155.36 2 52.4 10.4 2 812-823 R.FGIKGAAYLKNK.D
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Protein 666: tropomyosin alpha-3 chain isoform 6 [Homo sapiens]
Accession: gi|499137516 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 11.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2779 2 626.8528 125.66 2 63.3 11.5 1 88-96 R.CREMDEQIR.L Carbamidomethyl: 1; 
Oxidation: 4
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Protein 667: PREDICTED: WD repeat-containing protein 59 isoform X2 [Homo sapiens]
Accession: gi|530424315 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1549 1 1023.0071 -55.90 2 49.6 10.6 1 265-283 R.SLSALSAYHTGLIAPMKIR.T Oxidation: 16
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Protein 668: PREDICTED: adenomatous polyposis coli protein 2 isoform X5 [Homo sapiens]
Accession: gi|578832904 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 243.7
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.29 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 3.48 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1997 1 731.3112 -143.18 2 54.9 10.6 1 1816-
1830

R.KVAPPCLAQPAAPAK.V WUP:QUP 3.48
QU:MU 0.29
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Protein 669: retinoic acid receptor responder protein 2 precursor [Homo sapiens]
Accession: gi|4506427 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.6
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.9

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.87 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2028 1 909.8408 -155.00 2 53.7 13.3 2 98-113 K.CLACIKLGSEDKVLGR.L Carbamidomethyl: 1, 4 WUP:QUP 0.87
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Protein 670: PREDICTED: nck-associated protein 5 isoform X4 [Homo sapiens]
Accession: gi|578804243 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 205.8
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
QU:MU Median: 3.14 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.05 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1394 1 533.7488 -137.10 2 45.8 10.2 1 730-738 K.QNLTKIPPR.G WUP:QUP 0.05
QU:MU 3.14
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Protein 671: kinesin-like protein KIF1C [Homo sapiens]
Accession: gi|40254834 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.9
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530409731 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: kinesin-like protein KIF1C isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

911 1 512.1169 -231.37 2 41.5 10.9 1 255-264 R.ADSSGARGMR.L Oxidation: 9

1261 1 1044.6916 131.82 2 44.1 13.7 2 630-646 K.ELLEQQGIDIKLEMEKR.L Oxidation: 14
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Protein 672: cullin-4A isoform 3 [Homo sapiens]
Accession: gi|511772963 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.7
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2598 1 625.3169 -85.65 2 63.1 10.6 1 340-349 R.TLDKIMILFR.F
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Protein 673: ras-related protein Rab-44 [Homo sapiens]
Accession: gi|390635651 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.8
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1160 1 1207.8157 -48.25 3 44.6 14.3 0 24-58 R.EPADGEGAAVAPEPESWSSQAAAELQAFFQDCGAK.E Carbamidomethyl: 32
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Protein 674: sodium/hydrogen exchanger 11 [Homo sapiens]
Accession: gi|224465231 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.0
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2425 1 893.4053 -14.86 2 58.6 13.4 1 553-566 K.FMSIYDVSTYMRTR.S Oxidation: 2
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Protein 675: carboxyl-terminal PDZ ligand of neuronal nitric oxide synthase protein isoform 3 
[Homo sapiens]

Accession: gi|258613965 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.5
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 6.2

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.28 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2276 1 873.4565 51.32 2 58.9 11.6 1 186-202 R.NSNSSGDPGRQLTGAER.A QU:MU 1.28
WUP:QUP 1.55

1604 1 783.2767 -145.45 2 50.3 12.9 0 250-263 K.VSHPQEPMLTASPR.M Oxidation: 8
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Protein 676: sterile alpha motif domain-containing protein 9 [Homo sapiens]
Accession: gi|38201706 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|300863105 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
sterile alpha motif domain-containing protein 9 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1963 1 840.7936 -83.45 2 54.4 11.1 0 118-133 K.ENPDMANPSAMSTTAK.G Oxidation: 5

382 1 591.8148 -46.01 2 34.8 13.4 0 1344- K.FSGLLEYLIK.S
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1353



Detailed Protein Report

986 / 2208

Protein 677: inner centromere protein isoform 2 [Homo sapiens]
Accession: gi|102467242 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.9
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 4.18 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.13 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1737 3 502.2720 31.12 2 50.1 13.7 1 611-618 K.EERLAEEK.A WUP:QUP 0.13
QU:MU 4.18
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Protein 678: solute carrier family 12 member 6 isoform c [Homo sapiens]
Accession: gi|110224452 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.0
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|110224454 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
solute carrier family 12 member 6 isoform c [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2796 1 974.5012 23.40 2 65.4 11.9 2 932-946 R.TLMMEQRSQMLRHMR.L
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Protein 679: fibrous sheath-interacting protein 2 [Homo sapiens]
Accession: gi|297206791 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 789.4
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

59 1 841.4513 24.83 3 30.6 11.0 2 5590-
5613

K.SGMINLTSGLATGVTNKKEVDENK.V Oxidation: 3
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Protein 680: lysozyme C precursor [Homo sapiens]
Accession: gi|4557894 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 37.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2481 1 938.4534 2.74 3 59.3 13.5 0 88-115 K.TPGAVNACHLSCSALLQDNIADAVACAK.R Carbamidomethyl: 26
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Protein 681: uncharacterized protein KIAA0513 isoform b [Homo sapiens]
Accession: gi|557440789 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.5
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 7.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

470 1 564.2533 -129.11 3 35.5 14.4 2 243-258 K.GFFGGLETKLKGPLAR.R



Detailed Protein Report

993 / 2208

Protein 682: probable ATP-dependent RNA helicase DHX37 [Homo sapiens]
Accession: gi|29029601 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.5
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1513 1 671.4128 46.52 2 48.6 10.1 0 703-713 R.RPVEDLILQMK.A
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Protein 683: serine/threonine-protein kinase PINK1, mitochondrial precursor [Homo sapiens]
Accession: gi|14165272 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.7
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 2
Quantitation
QU:MU Median: 2.73 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2329 1 1002.8159 -41.27 3 59.0 13.9 2 527-553 K.
MVGWLLQQSAATLLANRLTEKCCVETK.
M

274 1 605.6515 -235.18 2 33.1 10.5 1 544-553 R.LTEKCCVETK.M Carbamidomethyl: 6 WUP:QUP 0.55
QU:MU 2.73
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Protein 684: uncharacterized protein C1orf87 [Homo sapiens]
Accession: gi|22748811 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.03 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

660 1 459.6081 -316.84 2 37.8 10.5 0 101-109 K.LLTGANSSR.F WUP:QUP 0.72
QU:MU 2.03



Detailed Protein Report
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Protein 685: phenylalanine--tRNA ligase alpha subunit [Homo sapiens]
Accession: gi|4758340 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.5
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 7.96 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2536 1 1044.5961 47.08 2 62.3 24.4 2 128-144 R.VVDSMEDEVQRRLQLVR.G Oxidation: 5 WUP:QUP 7.96



Detailed Protein Report
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Protein 686: autophagy-related protein 13 isoform 2 [Homo sapiens]
Accession: gi|41281462 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.8
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|326806956 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
autophagy-related protein 13 isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

515 1 686.3549 -17.68 2 36.4 11.0 1 110-120 K.EIKVSYTVYNR.L



Detailed Protein Report
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Protein 687: Krueppel-like factor 10 isoform b [Homo sapiens]
Accession: gi|73760403 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.4
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 6.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.33 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 4.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

19 1 797.4613 101.35 2 29.2 11.8 2 199-212 R.SKCERNTVADVDEK.A WUP:QUP 4.55
QU:MU 0.33
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Protein 688: hemopexin precursor [Homo sapiens]
Accession: gi|11321561 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530395269 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: hemopexin isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1637 2 919.3696 -84.22 2 50.2 24.4 0 387-402 K.SGAQATWTELPWPHEK.V



Detailed Protein Report
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Protein 689: ankyrin repeat domain-containing protein 1 [Homo sapiens]
Accession: gi|38327522 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.2
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 14.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1699 1 1135.8408 -57.62 3 51.5 12.3 1 218-248 K.LLSTALHVAVRTGHYECAEHLIACEADLNAK.D Carbamidomethyl: 24



Detailed Protein Report
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Protein 690: PREDICTED: putative GTP-binding protein 6 isoform X1 [Homo sapiens]
Accession: gi|578837777 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.2

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.66 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.78 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578838996 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  putative  GTP-binding  protein  6  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2802 1 913.4638 -3.45 2 63.6 10.3 1 153-168 R.REFPVISVVGYTNCGK.T Carbamidomethyl: 14 WUP:QUP 0.78
QU:MU 1.66



Detailed Protein Report
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Protein 691: PREDICTED: zinc finger protein 320 isoform X4 [Homo sapiens]
Accession: gi|578834064 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 9.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

25 1 1132.0072 -3.81 2 30.0 12.0 1 322-341 K.IPFGDNCFKCNEYSKPSSIN.-



Detailed Protein Report
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Protein 692: histone-lysine N-methyltransferase, H3 lysine-36 and H4 lysine-20 specific isoform b 
[Homo sapiens]

Accession: gi|19923586 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 296.5
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.6

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.55 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578811198 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  histone-lysine  N-methyltransferase,  H3  lysine-36  and  
H4 lysine-20 specific isoform X5 [Homo sapiens]

gi|530381144 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  histone-lysine  N-methyltransferase,  H3  lysine-36  and  
H4 lysine-20 specific isoform X1 [Homo sapiens]



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1121 1 509.6492 -167.81 2 42.3 11.4 0 2-9 M.DQTCELPR.R Carbamidomethyl: 4 WUP:QUP 0.55



Detailed Protein Report
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Protein 693: DNA replication ATP-dependent helicase/nuclease DNA2 [Homo sapiens]
Accession: gi|320461728 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.3
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.99 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.46 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

236 1 862.4518 -58.13 2 32.9 10.3 2 853-867 K.VANAVINLRHFKDVK.L QU:MU 0.99
WUP:QUP 1.46



Detailed Protein Report
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Protein 694: epididymis-specific alpha-mannosidase precursor [Homo sapiens]
Accession: gi|50659093 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.9
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.35 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.58 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1786 1 851.2906 -97.10 2 52.2 13.1 0 433-447 R.DMYATHLASGMLGMR.K Oxidation: 2, 11, 14 WUP:QUP 1.58
QU:MU 0.35



Detailed Protein Report
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Protein 695: mastermind-like protein 2 [Homo sapiens]
Accession: gi|33286444 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.1
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1771 1 1057.5151 4.71 2 52.0 24.2 2 44-60 R.IAVCRQHHLSCEGRYER.G Carbamidomethyl: 11



Detailed Protein Report
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Protein 696: secreted frizzled-related protein 4 precursor [Homo sapiens]
Accession: gi|170784838 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 11.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

768 1 698.4267 127.49 2 39.2 13.0 0 265-275 R.MMLLENCLVEK.W Carbamidomethyl: 7; 
Oxidation: 1



Detailed Protein Report
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Protein 697: PREDICTED: RAF proto-oncogene serine/threonine-protein kinase isoform X5 [Homo 
sapiens]

Accession: gi|530372930 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.5
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2671 1 822.4677 60.63 2 64.5 10.7 1 64-76 K.TFLKLAFCDICQK.F Carbamidomethyl: 8, 11

2739 1 806.4174 -6.55 3 65.4 13.5 2 441-461 R.DQIIFMVGRGYASPDLSKLYK.N Oxidation: 6



Detailed Protein Report
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Protein 698: PREDICTED: centrosomal protein of 290 kDa isoform X4 [Homo sapiens]
Accession: gi|530400856 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 234.7
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.0
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.53 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.87 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1093 2 500.8014 -30.66 2 41.9 12.3 2 2-9 M.QKLSLRQK.S WUP:QUP 1.87
QU:MU 0.53

1675 1 745.8585 -74.75 2 50.7 11.8 1 631-643 K.FAELTKINLDAQK.V



Detailed Protein Report
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Protein 699: uncharacterized protein C3orf67 [Homo sapiens]
Accession: gi|38348244 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.8
Database Date: 2015-11-30 pI: 4.8
Modification(s): Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2960 1 826.4281 -34.60 2 65.8 13.5 2 141-155 K.VLGPPPLSGRRNNMK.I Oxidation: 14



Detailed Protein Report
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Protein 700: phosphoserine aminotransferase isoform 2 [Homo sapiens]
Accession: gi|10863955 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.2
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 11.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1320 1 1136.1196 -22.05 2 46.6 12.1 1 201-222 K.NVGSAGVTVVIVRDDLLGFALR.E



Detailed Protein Report
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Protein 701: zinc finger protein 493 isoform 1 [Homo sapiens]
Accession: gi|115511042 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.3
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578833199 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 493 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2085 1 939.2954 -149.37 2 56.4 12.7 1 59-73 K.CGKSFCMLLHLCQHK.R Carbamidomethyl: 1, 6; 
Oxidation: 7

1854 1 938.8329 -130.94 2 53.5 11.5 1 521-536 K.QIHSVQKPYKCEECGK.A



Detailed Protein Report
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Protein 702: up-regulator of cell proliferation isoform 2 [Homo sapiens]
Accession: gi|117968345 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.3
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 3.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1302 9 698.6540 -193.97 2 45.9 13.9 1 419-430 K.VDEDCEECQKAK.D

2800 1 863.4092 -128.64 2 66.2 10.1 2 646-662 R.RSRLVVLSTVGVPGTGK.S



Detailed Protein Report
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Protein 703: ATP-binding cassette sub-family B member 5 isoform 2 [Homo sapiens]
Accession: gi|148612844 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.8
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1505 1 1022.6536 107.11 2 48.5 10.6 1 97-115 R.NPKILILDEATSALDSESK.S



Detailed Protein Report
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Protein 704: uncharacterized protein LOC100144595 [Homo sapiens]
Accession: gi|373838702 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.6
Database Date: 2015-11-30 pI: 11.4

Sequence Coverage [%]: 13.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2266 1 787.7912 -131.21 2 58.2 24.1 0 10-23 R.ACPWETLNGVLLCR.Q



Detailed Protein Report
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Protein 705: peptidyl-prolyl cis-trans isomerase A [Homo sapiens]
Accession: gi|10863927 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.0
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 18.8
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.47 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2768 1 973.5119 7.60 2 65.0 13.8 0 2-19 M.VNPTVFFDIAVDGEPLGR.V WUP:QUP 1.47



Detailed Protein Report
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Protein 706: potassium channel subfamily K member 2 isoform b [Homo sapiens]
Accession: gi|14589851 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.5
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 8.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1783 1 823.3074 -115.03 2 52.6 10.7 0 312-326 R.AHAAEWTANVTAEFK.E

33 1 1069.0298 -19.07 2 30.2 13.3 2 349-367 R.KLSAELAGNHNQELTPCRR.T



Detailed Protein Report
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Protein 707: PREDICTED: probable phospholipid-transporting ATPase IIB isoform X6 [Homo 
sapiens]

Accession: gi|530414190 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.6
Database Date: 2015-11-30 pI: 7.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2606 1 973.0002 44.61 2 63.3 10.2 1 94-109 K.FLCTSCCGWLINICRR.K Carbamidomethyl: 6



Detailed Protein Report
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Protein 708: PREDICTED: coiled-coil domain-containing protein 129 isoform X1 [Homo sapiens]
Accession: gi|530384574 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.8
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.78 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2294 1 841.8204 -110.73 2 59.1 12.2 0 615-630 R.SVMTQMSSSLVSAAQR.A QU:MU 1.78



Detailed Protein Report
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Protein 709: vinexin isoform 2 [Homo sapiens]
Accession: gi|65301112 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.7
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 9.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578815148 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: vinexin isoform X8 [Homo sapiens]

gi|578815146 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: vinexin isoform X7 [Homo sapiens]

gi|578815144 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: vinexin isoform X6 [Homo sapiens]

gi|530387505 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: vinexin isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1731 1 803.8844 -67.43 2 50.0 12.1 2 42-55 K.AARLKFDFQAQSPK.E



Detailed Protein Report
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Protein 710: PREDICTED: targeting protein for Xklp2 isoform X2 [Homo sapiens]
Accession: gi|530417959 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.0
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1899 1 973.3824 -143.79 2 52.1 12.0 2 349-365 K.DDINLLPSKSSVTKICR.D Carbamidomethyl: 16



Detailed Protein Report
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Protein 711: neuropeptides B/W receptor type 1 [Homo sapiens]
Accession: gi|53828924 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

329 1 604.3649 47.17 2 32.8 13.6 2 146-156 R.RVAGRTYSAAR.A

42 1 706.9621 -93.24 3 30.4 10.4 1 186-201 R.RQCVLVFPQPEAFWWR.A Carbamidomethyl: 3



Detailed Protein Report
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Protein 712: zinc finger protein 282 [Homo sapiens]
Accession: gi|31657109 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2100 1 757.3120 -118.88 2 54.6 10.8 0 112-125 K.VDAQASQLLNLEGR.T



Detailed Protein Report
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Protein 713: regulator of G-protein signaling 22 isoform 2 [Homo sapiens]
Accession: gi|557878614 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.7
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2902 1 1192.7378 113.29 2 65.0 10.5 0 172-193 K.KPPSLPPPATEEDNLASYTQTK.D



Detailed Protein Report
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Protein 714: zinc finger protein 396 [Homo sapiens]
Accession: gi|21955239 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.2
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.46 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 5.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1165 1 583.7409 -46.79 2 44.7 11.0 2 249-258 K.KQQKCDECGK.I QU:MU 0.46
WUP:QUP 5.06



Detailed Protein Report
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Protein 715: PREDICTED: uncharacterized protein C3orf17 isoform X4 [Homo sapiens]
Accession: gi|530374250 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 10.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2818 1 732.4805 137.02 2 65.7 10.2 1 9-19 K.LLLRLLDCCCK.T Carbamidomethyl: 8, 9, 10
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Protein 716: dystrotelin [Homo sapiens]
Accession: gi|157364926 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

268 1 549.5949 -25.82 3 33.0 13.5 0 494-509 K.MVPAEMSSPALAAVEK.K Oxidation: 1
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Protein 717: DNA topoisomerase 1 [Homo sapiens]
Accession: gi|11225260 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.7
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1827 1 590.7884 2.35 2 53.2 13.5 2 463-471 R.EDWKSKEMK.V

2688 1 484.7720 85.41 2 62.0 10.3 0 643-650 K.SMMNLQTK.I Oxidation: 2
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Protein 718: poly [ADP-ribose] polymerase 8 isoform 2 [Homo sapiens]
Accession: gi|295844832 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.1
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 2.10 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1355 1 719.8571 2.88 2 45.3 12.6 1 96-108 K.TNDINCCLSIKSK.L WUP:QUP 2.10
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Protein 719: histone-lysine N-methyltransferase 2C [Homo sapiens]
Accession: gi|91718902 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 541.0
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

132 1 846.0298 -52.12 3 31.6 13.7 1 4823-
4845

R.GVYMFRMDNDHVIDATLTGGPAR.Y



Detailed Protein Report
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Protein 720: PREDICTED: TFIIH basal transcription factor complex helicase XPB subunit isoform 
X1 [Homo sapiens]

Accession: gi|530369093 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.9
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

96 1 822.4073 -35.25 2 30.1 11.8 2 612-624 K.RQRFLVDQGYSFK.V



Detailed Protein Report
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Protein 721: alpha-amylase 1 precursor [Homo sapiens]
Accession: gi|40254482 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.7
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 6.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578798954 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: alpha-amylase 1 isoform X3 [Homo sapiens]

gi|578798952 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X3 [Homo sapiens]

gi|578798950 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X2 [Homo sapiens]

gi|530362403 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X2 [Homo sapiens]

gi|530362397 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X2 [Homo sapiens]

gi|530362391 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X1 [Homo sapiens]

gi|56549664 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-amylase 1 precursor [Homo sapiens]

gi|56549662 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-amylase 1 precursor [Homo sapiens]

gi|56549660 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-amylase 1 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1297 1 863.8565 -56.34 2 45.8 11.6 0 368-383 K.DVNDWVGPPNDNGVTK.E
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Protein 722: PREDICTED: zinc finger protein DZIP1 isoform X7 [Homo sapiens]
Accession: gi|578825198 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.2
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2012 1 616.7504 -93.75 2 55.5 10.3 1 389-398 K.NVMEDPFPRK.S
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Protein 723: zinc finger protein 483 isoform a [Homo sapiens]
Accession: gi|190014620 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

266 1 1318.5931 -74.95 2 33.3 12.9 1 68-88 R.KALSQLWELCNQWLRPDIHTK.E Carbamidomethyl: 10

2671 2 741.8482 -69.33 2 63.5 10.8 2 389-401 R.SQKCSKCGIIFIR.R
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Protein 724: ataxin-1 [Homo sapiens]
Accession: gi|51479158 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.9
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 3.1
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|189491748 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ataxin-1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1037 3 612.4575 170.02 2 42.5 13.3 0 698-709 K.GQPVDPASVLLK.H

1970 1 696.2657 -144.31 2 54.5 10.5 2 710-722 K.HSKADGLAGSRHR.Y
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Protein 725: 60S ribosomal protein L23a [Homo sapiens]
Accession: gi|17105394 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.7
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 17.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2608 1 974.3100 -249.41 1 60.9 10.8 2 60-67 K.YPRKSAPR.R
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Protein 726: PREDICTED: brain-specific angiogenesis inhibitor 3 isoform X3 [Homo sapiens]
Accession: gi|578812890 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 2
Quantitation
QU:MU Median: 0.43 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.34 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1939 1 917.8148 -134.17 2 54.6 10.2 1 315-331 R.TRTCVSPYGTHCSGPLR.E

1881 2 590.7746 -9.21 2 53.4 13.5 1 1120-
1128

R.EVQDAFRCR.L Carbamidomethyl: 8 QU:MU 0.43
WUP:QUP 2.34
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Protein 727: PREDICTED: multimerin-1 isoform X1 [Homo sapiens]
Accession: gi|530377406 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.3
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1058 1 974.4611 39.05 2 41.5 12.5 0 997-1012 R.NTDNIIYPEEYSSCSR.H Carbamidomethyl: 14
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Protein 728: protein FAM160A1 [Homo sapiens]
Accession: gi|158341646 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.5
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530378111 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM160A1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

468 1 686.9223 31.03 2 35.5 11.6 0 989-1001 K.VAEAPPNLPLPVR.N



Detailed Protein Report
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Protein 729: brain-derived neurotrophic factor isoform a preproprotein [Homo sapiens]
Accession: gi|25306253 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 7.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|219842314 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842309 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842306 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842303 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842300 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842294 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842292 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842290 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842288 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|25306267 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|25306264 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|25306257 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2135 1 1149.9035 -125.59 2 56.6 23.7 2 175-193 K.GQLKQYFYETKCNPMGYTK.E
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Protein 730: protein unc-45 homolog A isoform 3 [Homo sapiens]
Accession: gi|89179321 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.6
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2777 1 703.4893 208.47 2 63.3 10.5 1 50-61 R.AACHLKLEDYDK.A
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Protein 731: PAB-dependent poly(A)-specific ribonuclease subunit 2 isoform 3 [Homo sapiens]
Accession: gi|188536112 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.9
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1833 1 1010.9916 -90.84 3 53.3 11.9 0 639-668 R.GAGGSSFCSSGDSVIGQLFSCEMENCSLCR.C

1929 1 650.7900 -100.99 2 54.5 11.7 2 762-773 K.MAVKKHGGEISK.N Oxidation: 1
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Protein 732: CUB and sushi domain-containing protein 1 precursor [Homo sapiens]
Accession: gi|259013213 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 388.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1



Detailed Protein Report

1050 / 2208



Detailed Protein Report

1051 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

570 1 720.8066 -10.56 2 36.7 12.0 0 1217-
1228

K.CEDPGIPNYGYR.I Carbamidomethyl: 1
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Protein 733: PREDICTED: ectopic P granules protein 5 homolog isoform X2 [Homo sapiens]
Accession: gi|530413907 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 252.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1127 1 759.8346 -55.87 2 44.2 10.1 0 66-78 K.QTESIPSDLCQLK.E Carbamidomethyl: 10



Detailed Protein Report

1055 / 2208

Protein 734: PREDICTED: dystonin isoform X15 [Homo sapiens]
Accession: gi|530382446 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 825.5
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 0.4

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 2.30 CV: 65.23 % No. of Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1902 1 805.7986 -138.23 2 54.1 11.0 1 3171-
3184

R.TKQIMLAIDSEMSK.L Oxidation: 12 WUP:QUP 1.27

1793 6 781.2979 -163.01 2 52.8 12.6 2 6444-
6457

R.SLKEKTSLADDNLK.L WUP:QUP 4.17
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Protein 735: fibrinogen alpha chain isoform alpha preproprotein [Homo sapiens]
Accession: gi|11761629 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.7
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1392 1 721.3777 -27.06 2 47.6 12.5 0 226-238 K.MKPVPDLVPGNFK.S
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Protein 736: trifunctional enzyme subunit alpha, mitochondrial precursor [Homo sapiens]
Accession: gi|20127408 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1343 2 652.4474 143.56 3 46.9 12.8 2 1-17 -.MVACRAIGILSRFSAFR.I Carbamidomethyl: 4

1289 1 1136.5599 -53.35 2 46.3 10.8 2 188-208 R.LPKMVGVPAALDMMLTGRSIR.A Oxidation: 4
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Protein 737: PREDICTED: WD repeat-containing protein 11 isoform X1 [Homo sapiens]
Accession: gi|530393962 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.0
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530393964 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  WD  repeat-containing  protein  11  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2753 1 973.5005 10.37 2 62.9 11.5 1 42-58 R.DGLFCLHENGCITLRVR.R
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Protein 738: geranylgeranyl transferase type-2 subunit alpha [Homo sapiens]
Accession: gi|33469951 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.26 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.05 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|53828918 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
geranylgeranyl transferase type-2 subunit alpha [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2475 1 817.4620 -51.73 1 61.5 11.7 0 445-451 R.VLHLAHK.D WUP:QUP 1.05
QU:MU 1.26
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Protein 739: ras-associated and pleckstrin homology domains-containing protein 1 isoform 1 
[Homo sapiens]

Accession: gi|47132519 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.2
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2470 1 938.4630 79.49 1 61.4 13.0 0 372-379 K.ETAEMADR.N Oxidation: 5
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Protein 740: PREDICTED: LOW QUALITY PROTEIN: spidroin-1-like [Homo sapiens]
Accession: gi|578798093 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.4
Database Date: 2015-11-30 pI: 12.7

Sequence Coverage [%]: 4.4
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.33 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.18 CV: 15.71 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2067 1 643.2889 -61.34 2 54.2 12.7 1 0-0 .AEEAAAAKAGSPGR. WUP:QUP 2.55
QU:MU 0.33

1150 1 500.6507 -270.14 2 44.0 10.8 2 74-83 R.GRAERAAAAK.A WUP:QUP 1.87
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Protein 741: zinc finger protein 609 [Homo sapiens]
Accession: gi|71725360 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.1
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2845 1 657.3625 105.46 2 64.2 12.5 1 758-769 K.SPFRESSGDGMK.M Oxidation: 11
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Protein 742: PREDICTED: transcriptional regulator ATRX isoform X8 [Homo sapiens]
Accession: gi|578838421 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.9
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 0.9
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1627 1 1010.4939 -28.29 1 50.6 13.2 2 71-80 K.SKSSGSSRSK.R

2633 1 589.1691 -335.46 1 61.2 10.3 1 572-577 R.GGIKSK.T
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Protein 743: zinc finger protein 600 [Homo sapiens]
Accession: gi|156766086 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.1
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

114 1 1234.5408 -63.72 2 31.4 12.1 1 674-695 K.TFGSDSHLKQHTGLHTGEKPYK.C
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Protein 744: lysine-specific demethylase 5B [Homo sapiens]
Accession: gi|57242796 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.5
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 1.4
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

333 1 734.3935 -67.03 2 34.1 13.3 0 1033-
1045

R.VPVLDTLIELVTR.G

1877 1 1059.3256 -215.69 1 53.8 10.2 1 1400-
1408

K.RDGINSLER.K
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Protein 745: kinesin-like protein KIF18B isoform 2 [Homo sapiens]
Accession: gi|387942371 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.0
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2131 1 899.4303 -47.52 2 55.0 10.7 2 642-657 R.RRPSALEADSPMAPKR.G Oxidation: 12
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Protein 746: multiple epidermal growth factor-like domains protein 8 isoform 2 precursor [Homo 
sapiens]

Accession: gi|145701025 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 295.7
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.96 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2125 1 1023.8906 -13.46 3 57.0 12.4 2 1-31 -.
MALGKVLAMALVLALAVLGSLSPGARAGDCK.
G

Carbamidomethyl: 30; 
Oxidation: 1

112 1 668.6652 6.60 3 31.1 11.1 0 608-626 R.LLGDCQACLAFSSPTAPPR.G Carbamidomethyl: 8 QU:MU 1.96



Detailed Protein Report
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Protein 747: vacuolar protein sorting-associated protein 13D isoform 1 [Homo sapiens]
Accession: gi|54607139 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 491.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2118 1 900.3217 -110.13 3 54.8 10.2 0 2835-
2858

K.SEDWMGSSVDPPCFGQSLPLVYLR.T Oxidation: 5
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Protein 748: PREDICTED: protein SZT2 isoform X3 [Homo sapiens]
Accession: gi|578798759 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 345.4
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 0.9
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.23 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.39 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2181 1 952.3242 -131.11 2 57.1 11.6 0 2746-
2760

R.DLMHVHSFSYDFHLR.L

865 1 705.2586 -198.51 2 40.9 11.8 1 2989-
3000

K.RLFLLEPPGPDR.L WUP:QUP 0.39
QU:MU 1.23
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Protein 749: PREDICTED: cytosolic carboxypeptidase 3 isoform X3 [Homo sapiens]
Accession: gi|578814196 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.8
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.88 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.52 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1532 1 917.3273 -136.49 2 49.4 13.3 1 839-854 K.DEQANKNDGQPTLYLK.F WUP:QUP 0.52
QU:MU 0.88
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Protein 750: acetylcholine receptor subunit delta isoform 2 precursor [Homo sapiens]
Accession: gi|375331911 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.0
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 5.4
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1638 1 823.4155 -56.77 2 48.8 12.6 2 28-40 R.LIRHLFQEKGYNK.E

1931 1 734.3090 -177.58 2 52.5 10.8 1 283-296 K.RLPATSMAIPLIGK.F
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Protein 751: PREDICTED: serine/arginine repetitive matrix protein 2 isoform X3 [Homo sapiens]
Accession: gi|530407861 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 281.3
Database Date: 2015-11-30 pI: 12.6

Sequence Coverage [%]: 1.2
No. of unique Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2872 4 703.3612 -2.24 2 66.4 13.0 1 833-845 R.QSHSSSSPHPKVK.S

2324 1 841.5088 116.64 2 57.3 10.3 1 1614-
1630

R.AQSGSDSSPEPKAPAPR.A
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Protein 752: PREDICTED: signal transducer and activator of transcription 2 isoform X3 [Homo 
sapiens]

Accession: gi|530400750 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.1
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530400752 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  signal  transducer  and  activator  of  transcription  2  
isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

782 1 1105.5604 -4.79 2 39.8 12.9 0 459-477 K.GQSQGLIWDFGYLTLVEQR.S
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Protein 753: glutamyl aminopeptidase [Homo sapiens]
Accession: gi|132814467 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.2
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

793 1 709.9203 61.50 2 38.3 10.6 0 541-553 R.QMGYPVLNVNGVK.N
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Protein 754: PREDICTED: zinc finger protein 263 isoform X4 [Homo sapiens]
Accession: gi|578827945 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.8
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1617 1 820.8186 -162.40 2 50.5 10.3 1 2-17 M.ASGPGSQEREGLLIVK.L
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Protein 755: PREDICTED: polycystic kidney disease protein 1-like 1 isoform X1 [Homo sapiens]
Accession: gi|578813318 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 223.0
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.3
No. of unique Peptides: 2

Quantitation
QU:MU Median: 2.24 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.54 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

465 1 667.6915 -184.62 2 34.3 10.3 0 1378-
1388

R.VWEVSEQENSK.E

714 1 541.1775 -140.74 3 37.4 13.0 0 1986-
2001

R.GGAQTEAPHGPNSWGR.I WUP:QUP 0.54
QU:MU 2.24
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Protein 756: 2'-5'-oligoadenylate synthase 2 isoform 1 [Homo sapiens]
Accession: gi|74229019 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.4
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.34 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1541 1 669.8176 -79.84 2 49.5 10.7 2 707-717 R.SHRILNNNSKR.N WUP:QUP 1.34
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Protein 757: immunoglobulin superfamily member 22 [Homo sapiens]
Accession: gi|253970427 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.9
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2097 1 900.3887 -98.78 3 56.6 12.0 2 977-1003 R.AVNEAGVGEPVELDKGVRAMPPPAAPK.F
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Protein 758: mediator of RNA polymerase II transcription subunit 13 [Homo sapiens]
Accession: gi|102468717 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 239.1
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1464 1 1006.5988 75.55 2 46.7 10.3 2 1251-
1267

K.VDEALVKSSCLHPWSKR.N Carbamidomethyl: 10



Detailed Protein Report

1095 / 2208

Protein 759: PREDICTED: extended synaptotagmin-3 isoform X2 [Homo sapiens]
Accession: gi|578807790 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

182 1 713.3577 -22.73 2 32.3 11.8 0 805-817 K.QAVYGSSCVLTIK.- Carbamidomethyl: 8
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Protein 760: GRINL1A combined protein isoform 3 [Homo sapiens]
Accession: gi|553726985 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.8
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.81 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

205 1 854.9273 -8.70 2 32.5 10.1 2 355-368 R.HLDDMVHCQQKKVK.Q QU:MU 1.81
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Protein 761: fibronectin type-III domain-containing protein 3A isoform 2 [Homo sapiens]
Accession: gi|118918397 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.7
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1739 1 626.2821 -30.30 4 50.1 10.2 1 999-1018 K.IEKVNDHICEITWECLQPMK.G Carbamidomethyl: 15; 
Oxidation: 19
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Protein 762: cytoplasmic phosphatidylinositol transfer protein 1 isoform a [Homo sapiens]
Accession: gi|32307140 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

26 2 712.9803 -81.39 3 29.3 11.2 1 312-330 K.KATLNLPGMHSSDKPCRPK.S Carbamidomethyl: 16
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Protein 763: PREDICTED: F-box/LRR-repeat protein 17 isoform X3 [Homo sapiens]
Accession: gi|530380083 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.6
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 7.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

191 1 879.7026 -94.05 3 32.1 12.5 2 465-487 R.ELKDIHFGQCYKISDEGMIVIAK.G
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Protein 764: PREDICTED: stabilin-1 isoform X5 [Homo sapiens]
Accession: gi|578805875 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 162.4
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2603 1 637.1527 -199.59 2 60.8 12.7 0 953-965 R.AGNGGCHGLATCR.A Carbamidomethyl: 12
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Protein 765: tyrosine-protein phosphatase non-receptor type 11 isoform 2 [Homo sapiens]
Accession: gi|18375644 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.8
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 5.2
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.76 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

797 1 534.6313 -263.66 2 40.0 11.7 0 112-120 R.WFHGHLSGK.E

1576 1 820.8084 -108.92 2 49.9 11.5 0 446-460 K.QESIMDAGPVVVHCR.- QU:MU 0.76
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Protein 766: UPF0598 protein C8orf82 [Homo sapiens]
Accession: gi|49169841 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.9
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 14.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.00 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

367 1 846.3873 -98.49 2 34.2 12.6 1 154-169 R.LYHPAPERAGGVGLVR.S QU:MU 1.00
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Protein 767: PREDICTED: lactosylceramide alpha-2,3-sialyltransferase isoform X4 [Homo sapiens]
Accession: gi|578803239 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.89 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.47 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1485 1 850.8758 -46.71 2 48.7 10.4 0 182-197 R.LNSAPVEGYSEHVGNK.T WUP:QUP 0.47
QU:MU 2.89
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Protein 768: spectrin beta chain, non-erythrocytic 5 [Homo sapiens]
Accession: gi|485837026 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 416.5
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 0.7
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.09 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.75 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1262 1 598.7915 -6.95 2 45.9 11.3 0 1334-
1345

K.GLMAAHEPSGAR.R WUP:QUP 0.75
QU:MU 1.09

2799 2 665.3651 -30.72 2 65.4 11.8 0 3278-
3291

R.LGQLHPAAPGGLAK.V
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Protein 769: ribosome biogenesis regulatory protein homolog [Homo sapiens]
Accession: gi|14719402 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.2
Database Date: 2015-11-30 pI: 11.2
Modification(s): Oxidation Sequence Coverage [%]: 6.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

448 1 593.8428 66.22 2 35.2 10.6 1 342-353 K.MNSGPPGLGGKR.K Oxidation: 1
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Protein 770: dnaJ homolog subfamily B member 12 [Homo sapiens]
Accession: gi|194306640 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.5
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530393899 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dnaJ  homolog  subfamily  B  member  12  isoform  X2  
[Homo sapiens]

gi|194306642 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

dnaJ homolog subfamily B member 12 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2330 1 557.1827 -147.66 3 59.0 11.1 1 212-226 K.SQAARHGHGHGDFHR.G
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Protein 771: PREDICTED: peptidase M20 domain-containing protein 2 isoform X1 [Homo sapiens]
Accession: gi|530383022 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 8.4
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.64 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530383024 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: peptidase M20 domain-containing protein 2 isoform X2 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

151 1 773.9066 -3.42 2 31.9 12.7 1 238-250 K.LKLQEEQFVNAVE.- WUP:QUP 0.64
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Protein 772: collagen alpha-3(VI) chain isoform 4 precursor [Homo sapiens]
Accession: gi|240255535 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 278.0
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

605 1 472.1588 -273.18 2 37.1 12.8 1 99-106 K.REVITAVR.K
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Protein 773: PR domain zinc finger protein 15 isoform 3 [Homo sapiens]
Accession: gi|544710466 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.6
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1744 1 1030.2489 59.15 3 51.6 11.7 2 481-509 R.IESALEFHNCRTGLIAHPGEGGPGGSRLR.D Carbamidomethyl: 10



Detailed Protein Report
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Protein 774: PREDICTED: kinesin-like protein KIF7 isoform X4 [Homo sapiens]
Accession: gi|578826899 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 146.9
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2376 1 847.3981 -71.01 2 60.2 11.0 2 1209-
1225

K.QKLGGVNAVGHSRGGEK.R



Detailed Protein Report
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Protein 775: NACHT, LRR and PYD domains-containing protein 12 isoform 2 [Homo sapiens]
Accession: gi|21955154 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.1
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2724 2 973.5090 17.10 2 64.4 12.7 2 144-159 R.NARLGECVNLSHRYTR.L Carbamidomethyl: 7



Detailed Protein Report
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Protein 776: CCR4-NOT transcription complex subunit 1 isoform c [Homo sapiens]
Accession: gi|388454220 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 266.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1883 1 946.8565 -104.22 2 53.4 12.0 0 1908-
1924

R.AQAEQQHNPAANPTMIR.A Oxidation: 15



Detailed Protein Report
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Protein 777: tripartite motif-containing protein 38 [Homo sapiens]
Accession: gi|5454014 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.4
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530381362 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: tripartite motif-containing protein 38 isoform X2 [Homo 
sapiens]

gi|530381360 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: tripartite motif-containing protein 38 isoform X1 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1325 1 991.5878 113.64 2 46.7 11.2 2 149-164 K.QLEDRCTEQKLSTAMR.I Carbamidomethyl: 6; 
Oxidation: 15



Detailed Protein Report
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Protein 778: DNA repair protein XRCC1 [Homo sapiens]
Accession: gi|190684675 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 5.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2390 1 767.3810 -70.91 2 58.1 11.1 0 257-271 K.TPSKPPAQLSPSVPK.R



Detailed Protein Report
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Protein 779: PREDICTED: rootletin-like [Homo sapiens]
Accession: gi|578805488 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.5
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 2.8
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2839 3 973.5111 -15.00 2 64.1 12.2 2 479-495 R.EKETLSLTLAEEKEVAR.C

1510 1 899.4718 8.92 2 47.2 10.7 1 666-685 K.QNEIAKLGAAGGGGGGGVER.A



Detailed Protein Report
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Protein 780: gamma-tubulin complex component 6 [Homo sapiens]
Accession: gi|56788364 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 200.4
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2334 1 1023.8623 -142.84 2 59.1 12.7 0 472-492 R.YLAELCGVGAVLPGTCGGGPR.A Carbamidomethyl: 6



Detailed Protein Report

1123 / 2208

Protein 781: protein TALPID3 isoform 6 [Homo sapiens]
Accession: gi|346644669 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.08 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.98 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2296 1 653.8345 23.68 2 58.6 11.0 1 306-316 K.EKETNSMVQPK.E Oxidation: 7 QU:MU 1.08
WUP:QUP 1.98



Detailed Protein Report
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Protein 782: histone-lysine N-methyltransferase SETD1B [Homo sapiens]
Accession: gi|210032580 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.6
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

837 1 801.1846 -354.77 1 40.0 10.6 2 878-883 K.RDLNRK.M



Detailed Protein Report
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Protein 783: septin-7 isoform 3 [Homo sapiens]
Accession: gi|339639597 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.5
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 5.7
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.60 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.91 CV: 24.21 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1252 1 918.2353 -276.27 1 45.8 10.9 0 54-61 K.TVQVEQSK.V WUP:QUP 0.72

150 1 894.4204 -71.26 2 31.8 11.9 2 381-395 R.ILEQQNSSRTLEKNK.K QU:MU 1.60
WUP:QUP 1.15



Detailed Protein Report
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Protein 784: PREDICTED: xin actin-binding repeat-containing protein 2 isoform X1 [Homo sapiens]
Accession: gi|578803637 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 375.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1
Quantitation
QU:MU Median: 2.54 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.27 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2325 1 805.7815 -141.84 2 58.9 11.2 0 75-88 K.IDVHGTEMVSHLEK.H Oxidation: 8 WUP:QUP 1.27
QU:MU 2.54



Detailed Protein Report
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Protein 785: tyrosine-protein kinase BTK isoform 2 [Homo sapiens]
Accession: gi|565324227 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.8
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1867 1 918.3491 -141.72 2 53.2 12.2 1 383-397 K.FPVRWSPPEVLMYSK.F



Detailed Protein Report
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Protein 786: ephrin type-A receptor 5 isoform e [Homo sapiens]
Accession: gi|528881091 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.9

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.16 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.93 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2043 1 661.2613 -54.57 2 53.9 10.7 0 136-148 R.DCNSLPGGLGTCK.E Carbamidomethyl: 2 WUP:QUP 0.93
QU:MU 1.16



Detailed Protein Report
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Protein 787: PREDICTED: transcription initiation factor TFIID subunit 6 isoform X2 [Homo sapiens]
Accession: gi|578814558 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.4
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 6.3
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578814560 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transcription initiation factor TFIID subunit 6 isoform X3 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2147 1 753.2605 -149.09 2 57.2 10.4 1 352-363 K.SWVDEKTPWTTR.Y

868 1 946.6986 -87.24 3 39.3 12.4 1 638-667 K.QEAGDSPPPAPGTPKANGSQPNSGSPQPAP.-



Detailed Protein Report
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Protein 788: ubiquitin carboxyl-terminal hydrolase 22 [Homo sapiens]
Accession: gi|150010639 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.9
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 5.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1841 1 785.8992 58.70 2 51.4 11.0 1 381-394 K.IKCSGCHSYQESTK.Q



Detailed Protein Report
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Protein 789: PREDICTED: rho GTPase-activating protein SYDE2 isoform X5 [Homo sapiens]
Accession: gi|530363440 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.4
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2968 1 964.7824 -62.98 3 65.9 11.8 2 50-74 K.CQDRSHLSISPVSLPKHQLSQSFLK.S Carbamidomethyl: 1



Detailed Protein Report
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Protein 790: PREDICTED: lysosomal-trafficking regulator isoform X4 [Homo sapiens]
Accession: gi|530365992 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 313.5
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1683 1 853.4016 -89.30 2 49.4 11.6 1 515-530 R.DLSGLLVSAFKNQVSK.N



Detailed Protein Report
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Protein 791: PREDICTED: sciellin isoform X8 [Homo sapiens]
Accession: gi|578825065 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

501 1 599.6854 10.39 3 35.9 11.0 2 318-333 R.GQSLDNLIKVTPEVKR.S



Detailed Protein Report

1139 / 2208

Protein 792: tetratricopeptide repeat protein 39C isoform 3 [Homo sapiens]
Accession: gi|343478167 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 8.3
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 14.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2678 1 693.8667 -8.26 2 64.6 22.7 2 54-64 K.QYRKSFLTSEK.T



Detailed Protein Report
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Protein 793: PREDICTED: protein FAM57B isoform X5 [Homo sapiens]
Accession: gi|530409233 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.2
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

207 1 613.7832 0.80 2 32.6 10.1 0 214-224 R.SRPPPACQAQD.- Carbamidomethyl: 7



Detailed Protein Report
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Protein 794: ankyrin repeat domain-containing protein 62 [Homo sapiens]
Accession: gi|472339087 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.4
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2195 1 900.3616 -160.41 2 57.3 12.4 1 45-61 K.AAIAGDVNKVMESILLR.L



Detailed Protein Report
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Protein 795: seizure 6-like protein 2 isoform 4 precursor [Homo sapiens]
Accession: gi|166235140 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.8
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

516 1 717.8729 41.21 2 36.4 10.2 1 62-74 R.RGPEMGYLPGSDR.D

2089 2 862.3060 -159.34 2 56.0 12.4 0 247-263 R.IVSPEPGGAVGPNLTCR.W Carbamidomethyl: 16



Detailed Protein Report
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Protein 796: sphingosine 1-phosphate receptor 4 precursor [Homo sapiens]
Accession: gi|4503459 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.6
Database Date: 2015-11-30 pI: 11.8

Sequence Coverage [%]: 7.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1600 1 853.3743 -147.58 2 48.3 12.4 2 229-244 R.LVQASGQKAPRPAARR.K

94 1 707.7845 -110.73 2 30.1 10.1 2 359-370 R.DSFRGSRSLSFR.M



Detailed Protein Report
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Protein 797: PREDICTED: short transient receptor potential channel 7 isoform X1 [Homo sapiens]
Accession: gi|530380051 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.5
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 8.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

398 1 879.0703 -93.51 3 35.0 10.2 1 1-24 -.MKFVAHAVSFTIFLGLLVVNASDR.F



Detailed Protein Report
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Protein 798: PREDICTED: LIM and calponin homology domains-containing protein 1 isoform X14 
[Homo sapiens]

Accession: gi|530376597 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.5
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

259 1 898.4195 -32.39 3 33.2 12.1 2 582-606 K.ARDGDVQHICASEPSPEIKAETAIR.D



Detailed Protein Report

1146 / 2208

Protein 799: laminin subunit alpha-5 precursor [Homo sapiens]
Accession: gi|21264602 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 399.5
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1502 1 1052.1977 73.86 3 48.4 12.0 0 782-812 R.GTLGGVAECQPGTGQCFCKPHVCGQACASCK.D Carbamidomethyl: 16, 18



Detailed Protein Report
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Protein 800: testis-expressed sequence 30 protein isoform 3 [Homo sapiens]
Accession: gi|557948022 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.2
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 25.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1136 1 1207.6290 45.30 3 44.3 11.4 1 66-97 R.AAASVMCHIEPDDGDDFVRGLICISYPLHHPK.Q Carbamidomethyl: 7, 23



Detailed Protein Report

1150 / 2208

Protein 801: zinc finger and SCAN domain-containing protein 16 [Homo sapiens]
Accession: gi|13376834 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.8
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2161 2 1022.8836 -107.34 2 57.4 22.5 2 218-233 K.DIIENEGRSEWQQRER.R



Detailed Protein Report
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Protein 802: transmembrane protein 194A isoform a [Homo sapiens]
Accession: gi|195972881 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.6
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1826 1 1045.0325 -2.71 2 51.2 10.5 1 124-141 K.LNDTYVNVGLYSTKTCLK.V Carbamidomethyl: 16



Detailed Protein Report
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Protein 803: translation factor GUF1, mitochondrial [Homo sapiens]
Accession: gi|157426893 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.3
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2764 1 821.8813 -33.54 2 65.0 10.3 0 327-341 K.DVTEAQIGDTLCLHK.Q



Detailed Protein Report
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Protein 804: retinol dehydrogenase 14 [Homo sapiens]
Accession: gi|10190746 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.8
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 10.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1653 1 698.3330 -119.22 3 50.9 11.2 1 2-23 M.AVATAAAVLAALGGALWLAARR.F



Detailed Protein Report
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Protein 805: PREDICTED: centrosomal protein of 164 kDa isoform X10 [Homo sapiens]
Accession: gi|530397903 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.3
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

142 1 797.3752 -80.90 2 31.7 10.3 2 1017-
1029

R.RQTALKAAQQHWR.H



Detailed Protein Report
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Protein 806: E3 ubiquitin-protein ligase Topors isoform 2 [Homo sapiens]
Accession: gi|307344673 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.3
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2563 1 625.3176 42.38 2 62.7 10.1 1 696-703 K.YYYYERHR.S



Detailed Protein Report
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Protein 807: RNA-binding protein MEX3A [Homo sapiens]
Accession: gi|147902746 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1760 1 1273.5603 8.38 3 51.8 22.3 1 462-496 R.SPGGGRDCMVCFESEVTAALVPCGHNLFCMECAVR.I Carbamidomethyl: 8, 11; 
Oxidation: 9



Detailed Protein Report
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Protein 808: PREDICTED: A-kinase anchor protein 12 isoform X3 [Homo sapiens]
Accession: gi|530384249 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.9
Database Date: 2015-11-30 pI: 4.3

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2874 2 703.3652 -25.20 2 66.5 11.9 2 498-509 K.KREGVTPWASFK.K
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Protein 809: PREDICTED: nuclear body protein SP140 isoform X7 [Homo sapiens]
Accession: gi|530369725 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2587 1 941.5681 155.71 2 62.4 10.3 0 188-204 R.CEPGFSSESCEQLALPK.A Carbamidomethyl: 1
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Protein 810: testis-specific protein 10-interacting protein [Homo sapiens]
Accession: gi|154759273 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.3
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.10 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.25 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2105 1 707.2250 -208.16 2 54.7 11.8 1 312-323 R.AKELQGPWDLEK.L

467 1 708.1877 -156.38 2 34.3 10.4 0 545-556 R.HYNPSLDPECSP.- Carbamidomethyl: 10 WUP:QUP 1.25
QU:MU 1.10
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Protein 811: 7SK snRNA methylphosphate capping enzyme isoform A [Homo sapiens]
Accession: gi|47271406 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.49 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.96 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1179 1 1070.0301 2.64 2 43.0 11.4 2 45-67 R.
GGTERGPGRCAPSAGSPAAAVGR.
E

Carbamidomethyl: 10 QU:MU 0.49
WUP:QUP 1.96
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Protein 812: polypeptide N-acetylgalactosaminyltransferase 9 isoform A [Homo sapiens]
Accession: gi|169790926 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.3
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 3.8
No. of unique Peptides: 2

Quantitation
QU:MU Median: 1.38 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

393 1 548.2880 -98.86 2 34.9 10.8 0 269-278 R.IVLPAIDNIK.Y QU:MU 1.38
WUP:QUP 0.94

2013 2 698.2912 -72.12 2 55.1 11.4 0 321-333 R.TPAMIGCSFVVDR.E



Detailed Protein Report
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Protein 813: zinc finger and BTB domain-containing protein 1 isoform 1 [Homo sapiens]
Accession: gi|182509180 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.0
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530403260 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  and  BTB  domain-containing  protein  1  
isoform X2 [Homo sapiens]

gi|530403258 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  zinc  finger  and  BTB  domain-containing  protein  1  
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

83 1 809.4031 121.71 2 31.0 10.5 0 215-229 R.SFTCDSCGFGFSCEK.L



Detailed Protein Report
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Protein 814: abnormal spindle-like microcephaly-associated protein isoform 2 [Homo sapiens]
Accession: gi|332205965 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 217.7
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 2

Quantitation
QU:MU Median: 0.44 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.14 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1490 1 719.8392 -53.72 2 48.8 11.2 1 1445-
1456

R.HRAACLIQAHYR.G

1961 1 656.7950 -150.69 2 54.9 11.0 2 1597-
1608

R.NRAASVIQKAVR.H WUP:QUP 2.14
QU:MU 0.44
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Protein 815: PREDICTED: protein FAM188A isoform X3 [Homo sapiens]
Accession: gi|530392461 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.5
Database Date: 2015-11-30 pI: 4.5
Modification(s): Oxidation Sequence Coverage [%]: 14.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530392465 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM188A isoform X5 [Homo sapiens]

gi|530392463 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein FAM188A isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1733 1 1030.7459 -72.31 3 51.5 11.5 1 224-250 K.VMYVEGTAVVMGFEDPMLQTDDTPIKR.C Oxidation: 2, 11, 17



Detailed Protein Report
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Protein 816: mitogen-activated protein kinase kinase kinase kinase 5 [Homo sapiens]
Accession: gi|14589909 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.0
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578825438 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  mitogen-activated  protein  kinase  kinase  kinase  kinase  
5 isoform X1 [Homo sapiens]

gi|38570135 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

mitogen-activated  protein  kinase  kinase  kinase  kinase  5  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2211 1 1023.8566 -120.36 2 57.5 10.8 1 71-87 K.ECKHCNIVAYFGSYLSR.E Carbamidomethyl: 2
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Protein 817: histone-lysine N-methyltransferase PRDM9 [Homo sapiens]
Accession: gi|147905620 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2778 1 941.4753 -36.22 2 63.3 12.1 1 99-113 R.QQVKPPWMALRVEQR.K Oxidation: 8

2592 1 673.3616 27.18 2 63.1 10.0 1 629-639 R.RHTGEKPYVCR.E



Detailed Protein Report
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Protein 818: transcription factor NF-E2 45 kDa subunit [Homo sapiens]
Accession: gi|5453774 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.4
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530400324 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  transcription  factor  NF-E2  45  kDa  subunit  isoform  X2  
[Homo sapiens]

gi|530400322 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  transcription  factor  NF-E2  45  kDa  subunit  isoform  X1  
[Homo sapiens]

gi|387848979 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transcription factor NF-E2 45 kDa subunit [Homo sapiens]

gi|209862847 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transcription factor NF-E2 45 kDa subunit [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

366 1 800.8792 -39.89 2 34.5 10.8 2 214-228 R.AKPTARGEAGSRDER.R



Detailed Protein Report
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Protein 819: PREDICTED: ubiquilin-4 isoform X3 [Homo sapiens]
Accession: gi|530365094 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.6
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1812 1 916.3298 -105.96 2 53.0 10.4 1 284-298 R.RMYTDIQEPMFSAAR.E Oxidation: 2
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Protein 820: PREDICTED: zinc finger protein 85 isoform X2 [Homo sapiens]
Accession: gi|578833573 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.0
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 2
Quantitation
WUP:QUP Median: 0.32 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578840631 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 85 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2769 1 863.9639 6.63 2 65.0 11.0 1 68-82 R.HEIMVAKPTGCLSKR.M Carbamidomethyl: 11 WUP:QUP 0.32

2022 1 765.7797 -170.72 2 55.7 11.2 2 548-560 K.AFNQSSNLTKHKR.I
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Protein 821: activator of apoptosis harakiri [Homo sapiens]
Accession: gi|4504493 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.9
Database Date: 2015-11-30 pI: 12.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 34.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1505 1 599.9721 -16.93 3 47.2 10.9 2 9-26 R.GRGPPAVCACSAGRLGLR.S Carbamidomethyl: 8
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Protein 822: TBC1 domain family member 8B isoform b [Homo sapiens]
Accession: gi|38570103 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.6
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2720 1 941.9748 14.19 2 62.5 10.1 2 157-171 K.EKLVTYYSCSYWKGR.V
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Protein 823: olfactory receptor 2T27 [Homo sapiens]
Accession: gi|49227791 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.5
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

128 1 1319.6098 4.84 3 30.5 22.1 0 187-220 K.LSCTDTSAYETAMYVCCIMMLLIPFSVISGSYTR.I Carbamidomethyl: 3, 16, 
17; Oxidation: 13
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Protein 824: pancreatic lipase-related protein 3 precursor [Homo sapiens]
Accession: gi|190341077 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 1
Quantitation
QU:MU Median: 2.03 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.08 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

261 1 528.1590 -186.43 2 32.0 10.3 0 394-402 K.LEPGMTYTK.L Oxidation: 5 QU:MU 2.03
WUP:QUP 1.08



Detailed Protein Report
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Protein 825: zinc finger protein 676 [Homo sapiens]
Accession: gi|111548668 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.6
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2120 1 924.3321 -133.13 2 56.4 11.9 2 199-214 K.CEECGKAFSKFSILTK.H Carbamidomethyl: 1



Detailed Protein Report
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Protein 826: synaptonemal complex protein 2 [Homo sapiens]
Accession: gi|38373673 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530417767 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  synaptonemal  complex  protein  2  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

423 1 1294.0056 -68.64 2 35.3 11.4 1 1265-
1286

K.TWFDMPCDATHVSGPTQHLSRK.R Carbamidomethyl: 7; 
Oxidation: 5



Detailed Protein Report
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Protein 827: PREDICTED: serine protease 23 isoform X1 [Homo sapiens]
Accession: gi|530396226 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.4
Database Date: 2015-11-30 pI: 10.5
Modification(s): Oxidation Sequence Coverage [%]: 7.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2331 1 1175.1968 47.50 2 59.6 11.4 0 31-53 R.QLPALLASLLALGCAAGQAWEPR.A

123 1 659.8121 -104.66 2 30.5 10.7 2 340-351 R.KFMKIGVSPPAK.Q Oxidation: 3
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Protein 828: PHD and RING finger domain-containing protein 1 isoform 4 [Homo sapiens]
Accession: gi|557440810 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 178.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2635 1 644.4948 273.66 1 63.7 10.4 0 1599-
1603

K.ICHSK.S Carbamidomethyl: 2
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Protein 829: PREDICTED: mitochondrial Rho GTPase 2 isoform X9 [Homo sapiens]
Accession: gi|578828338 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.3
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.54 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.79 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2170 1 951.3588 -102.94 2 57.0 10.3 0 386-404 K.ADLPEGVAVSGPSPAEFCR.K WUP:QUP 0.79
QU:MU 1.54
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Protein 830: PREDICTED: mucin-6 isoform X1 [Homo sapiens]
Accession: gi|578840955 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 4.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2052 1 840.8203 -18.08 2 56.0 10.4 0 168-182 K.YMGQMCGLCGNFDGK.V Carbamidomethyl: 6 QU:MU 4.63
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Protein 831: mothers against decapentaplegic homolog 3 isoform 1 [Homo sapiens]
Accession: gi|5174513 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.0
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2171 1 862.9449 30.12 2 57.5 11.0 1 410-425 K.VLTQMGSPSIRCSSVS.- Carbamidomethyl: 12; 
Oxidation: 5
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Protein 832: CD177 antigen precursor [Homo sapiens]
Accession: gi|110735433 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.4
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1857 1 939.3363 -87.80 2 53.1 21.9 0 324-341 R.QCPTCVQPLGTCSSGSPR.M Carbamidomethyl: 5
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Protein 833: partitioning defective 3 homolog B isoform a [Homo sapiens]
Accession: gi|119120907 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.1
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2561 1 913.4593 -55.63 2 62.7 11.7 2 693-709 R.SVTPARQPESINLKASK.S
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Protein 834: complement C4-A isoform 2 preproprotein [Homo sapiens]
Accession: gi|356582273 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.6
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1263 1 714.0054 -48.05 3 45.9 10.2 1 138-155 R.RGHLFLQTDQPIYNPGQR.V

894 1 872.4102 17.32 2 39.6 11.7 0 730-743 R.EPFLSCCQFAESLR.K Carbamidomethyl: 6, 7



Detailed Protein Report
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Protein 835: PREDICTED: probable E3 ubiquitin-protein ligase HERC1 isoform X6 [Homo sapiens]
Accession: gi|530406610 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 524.9
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1613 1 954.4635 -82.64 2 49.9 11.5 1 537-552 R.VYKPKVIEALQGMFIR.K Oxidation: 13



Detailed Protein Report
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Protein 836: PREDICTED: transportin-1 isoform X2 [Homo sapiens]
Accession: gi|530379292 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.6
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2076 1 753.4131 -4.44 2 56.3 10.0 1 460-472 K.ALVRSITCWTLSR.Y
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Protein 837: cancer/testis antigen family 45 member A5 [Homo sapiens]
Accession: gi|56090473 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.1
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 15.9

No. of unique Peptides: 2
Quantitation
QU:MU Median: 4.95 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.60 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578847149 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cancer/testis antigen family 45 member A2-like isoform 
X4 [Homo sapiens]

gi|578847147 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: cancer/testis antigen family 45 member A2-like isoform 
X3 [Homo sapiens]

gi|578847145 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: cancer/testis antigen family 45 member A2-like isoform 
X2 [Homo sapiens]

gi|578847143 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: cancer/testis antigen family 45 member A2-like isoform 
X1 [Homo sapiens]

gi|578838786 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: cancer/testis antigen family 45 member A5-like isoform 
X3 [Homo sapiens]

gi|578838784 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: cancer/testis antigen family 45 member A5-like isoform 
X2 [Homo sapiens]

gi|578838782 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: cancer/testis antigen family 45 member A5-like isoform 
X1 [Homo sapiens]

gi|288683726 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

cancer/testis antigen family 45 member A5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

309 1 704.8671 37.75 2 33.9 11.6 0 40-54 K.QGAGDSLIAGSAMSK.E Oxidation: 13

267 1 823.8888 -52.68 2 33.0 10.2 0 144-158 K.IFEMLEGVQGPTAVR.K QU:MU 4.95
WUP:QUP 0.60



Detailed Protein Report
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Protein 838: inositol hexakisphosphate kinase 3 [Homo sapiens]
Accession: gi|55769530 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.4
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530381448 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  inositol  hexakisphosphate  kinase  3  isoform X1  [Homo 
sapiens]

gi|218777830 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

inositol hexakisphosphate kinase 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2325 1 713.3471 54.08 2 57.3 11.3 0 1-13 -.MVVQNSADAGDMR.A Oxidation: 1, 12



Detailed Protein Report
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Protein 839: PREDICTED: glycylpeptide N-tetradecanoyltransferase 1 isoform X1 [Homo sapiens]
Accession: gi|530412338 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

653 1 820.5245 82.19 1 37.7 10.3 2 469-474 K.MVRSRR.G Oxidation: 1



Detailed Protein Report
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Protein 840: PREDICTED: LIM and senescent cell antigen-like-containing domain protein 1 isoform 
X7 [Homo sapiens]

Accession: gi|578804328 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1542 1 978.1217 1.51 3 49.0 11.6 1 265-291 R.VIEGDVVSALNKAWCVNCFACSTCNTK.L Carbamidomethyl: 21



Detailed Protein Report
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Protein 841: PREDICTED: HHIP-like protein 1 isoform X2 [Homo sapiens]
Accession: gi|578826190 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.4
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1490 1 670.7423 81.50 3 48.3 11.7 0 134-150 R.FFVAEQVGLVWAYLPDR.S



Detailed Protein Report
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Protein 842: nuclear mitotic apparatus protein 1 isoform 2 [Homo sapiens]
Accession: gi|557440899 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 236.4
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 2
Quantitation
QU:MU Median: 1.94 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.33 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578821456 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  nuclear  mitotic  apparatus  protein  1  isoform X9  [Homo 
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

500 1 630.6311 -18.35 3 36.2 11.0 1 984-999 R.LRAALMESQGQQQEER.G Oxidation: 6 QU:MU 1.94
WUP:QUP 0.33

1859 1 682.2687 -75.42 3 53.6 10.7 1 1808-
1825

K.KLDVEEPDSANSSFYSTR.S



Detailed Protein Report
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Protein 843: PR domain zinc finger protein 15 isoform 2 [Homo sapiens]
Accession: gi|94536868 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.6
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1553 1 1018.4978 58.27 3 49.1 10.5 2 481-504 R.IESALEFHNCRTDDKTFQCEMCFR.F Carbamidomethyl: 19, 22; 
Oxidation: 21



Detailed Protein Report
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Protein 844: kinesin-like protein KIF1B isoform alpha [Homo sapiens]
Accession: gi|41393559 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.3
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 2.4
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 0.10 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2531 1 701.8609 -26.11 2 61.6 11.2 1 710-720 R.EPIKMYQIPQR.R

1501 1 671.0963 120.59 3 48.4 10.5 1 737-753 K.IQAVKEICYEVALNDFR.H WUP:QUP 0.10
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Protein 845: smad nuclear-interacting protein 1 [Homo sapiens]
Accession: gi|21314720 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1941 1 695.2967 -132.94 2 54.6 10.4 2 97-108 R.NRSPHHSTVKVK.Q
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Protein 846: oxysterol-binding protein-related protein 8 isoform b [Homo sapiens]
Accession: gi|51243032 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.9
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578823270 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  oxysterol-binding  protein-related  protein  8  isoform  X6  
[Homo sapiens]

gi|530399711 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  oxysterol-binding  protein-related  protein  8  isoform  X3  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2118 1 938.2839 -90.14 2 56.9 10.3 0 292-307 K.ENDQEHDESDNEVMGK.S
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Protein 847: pantetheinase precursor [Homo sapiens]
Accession: gi|223633991 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.0
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2233 1 1043.7218 141.72 2 57.8 21.6 0 1-18 -.MTTQLPAYVAILLFYVSR.A
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Protein 848: zinc finger protein 611 isoform b [Homo sapiens]
Accession: gi|239787086 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.4
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1496 1 480.6916 -110.23 2 48.9 10.2 0 54-62 R.NGLEAPMTK.I
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Protein 849: spindle and kinetochore-associated protein 3 isoform 2 [Homo sapiens]
Accession: gi|260763912 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.9
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 8.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1798 1 716.2952 -131.52 3 52.3 11.4 1 367-383 K.IPEDILQKFQWIYPTQK.L
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Protein 850: PREDICTED: ubiquitin carboxyl-terminal hydrolase 37 isoform X8 [Homo sapiens]
Accession: gi|530370695 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.2
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

241 1 862.8312 -77.86 2 31.8 10.8 0 394-409 K.SSLALCLDSDSEDELK.R
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Protein 851: aprataxin and PNK-like factor [Homo sapiens]
Accession: gi|27734905 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.9
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1865 1 813.2646 -108.33 2 53.7 10.6 2 376-388 K.RTSCMYGANCYRK.N Carbamidomethyl: 10; 
Oxidation: 5
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Protein 852: protein kinase C-binding protein NELL2 isoform c precursor [Homo sapiens]
Accession: gi|223029474 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.1
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1555 1 932.3749 -6.08 2 49.1 11.3 1 659-673 R.CSVCSCQNGFVMCRR.M Carbamidomethyl: 1, 4, 6



Detailed Protein Report

1207 / 2208

Protein 853: transcription factor SOX-6 isoform 3 [Homo sapiens]
Accession: gi|224967050 Score: 21.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.9
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 3.5
No. of unique Peptides: 2

Quantitation
WUP:QUP Median: 2.39 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

908 5 500.6509 -222.19 2 40.9 11.4 0 232-239 R.QQQEQIAR.Q

1327 1 660.9680 -58.76 3 46.7 10.1 0 344-363 K.MPSTPQPPNTAGTVSPTGIK.N WUP:QUP 2.39
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Protein 854: scavenger receptor cysteine-rich type 1 protein M130 isoform b precursor [Homo 
sapiens]

Accession: gi|344179112 Score: 21.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.5
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

276 1 636.2276 -119.43 3 32.2 10.9 1 913-928 K.RLASPSEETWITCDNK.I Carbamidomethyl: 13
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Protein 855: neuronal migration protein doublecortin isoform c [Homo sapiens]
Accession: gi|30181240 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.0
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 12.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|30181244 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
neuronal migration protein doublecortin isoform c [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1753 1 626.2639 0.61 4 50.3 10.3 0 113-134 K.IGSMDELEEGESYVCSSDNFFK.K Oxidation: 4

1003 1 797.6785 -61.53 3 42.6 11.1 2 152-174 K.TSANMKAPQSLASSNSAQARENK.D
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Protein 856: RING finger and CHY zinc finger domain-containing protein 1 isoform 6 [Homo 
sapiens]

Accession: gi|512749778 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.7
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 11.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

930 1 848.9319 71.43 2 41.7 10.7 2 74-87 K.DKKQYHCENCGICR.I
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Protein 857: myosin-10 isoform 2 [Homo sapiens]
Accession: gi|367460087 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 228.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2562 1 648.3620 94.94 2 62.7 10.9 0 1853-
1862

K.EIFMQVEDER.R



Detailed Protein Report
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Protein 858: T-complex protein 10A homolog [Homo sapiens]
Accession: gi|105553088 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.6
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

88 1 877.8653 -84.40 2 31.0 21.3 2 193-208 K.IMHPSSRSPQNSGGRK.S Oxidation: 2



Detailed Protein Report
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Protein 859: PREDICTED: C2 domain-containing protein 3 isoform X5 [Homo sapiens]
Accession: gi|530396574 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 186.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1725 1 917.8011 39.11 3 51.9 10.3 0 508-531 R.NLVEQQMLSETPEDAQTMTLSVDR.L Oxidation: 7
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Protein 860: PREDICTED: heterogeneous nuclear ribonucleoprotein M isoform X6 [Homo sapiens]
Accession: gi|530427511 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.5
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 6.5

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 1.49 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

814 1 737.3793 37.51 3 40.2 10.9 0 164-186 K.
GIGMGNIGPAGMGMEGIGFGINK.
M

Oxidation: 4, 12 WUP:QUP 1.49
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Protein 861: PREDICTED: probable global transcription activator SNF2L1 isoform X5 [Homo 
sapiens]

Accession: gi|578838748 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.1
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

966 1 711.3525 2.57 2 40.4 21.3 1 434-446 K.DIDVLNSSGKMDK.M
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Protein 862: zinc finger protein 425 [Homo sapiens]
Accession: gi|48717241 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.7
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1689 1 1043.8593 -137.44 2 49.4 10.7 0 627-645 K.SHLLQHSGQKPFSCVMCGK.S



Detailed Protein Report
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Protein 863: thrombospondin type-1 domain-containing protein 7B [Homo sapiens]
Accession: gi|122937257 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.5
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

417 1 475.6019 -263.42 2 33.8 10.3 1 1052-
1060

R.CGGGTQSRK.I Carbamidomethyl: 1



Detailed Protein Report

1219 / 2208

Protein 864: zinc finger homeobox protein 2 [Homo sapiens]
Accession: gi|306922394 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 274.0
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530404766 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  homeobox  protein  2  isoform  X1  [Homo  
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2846 1 806.4262 33.67 2 66.0 11.1 1 573-585 K.VCSYETNISRNLR.I Carbamidomethyl: 2

2841 1 945.5312 -4.18 2 64.2 10.1 2 1816-
1833

R.NPLVAATSPMPGPPLKRK.H Oxidation: 10



Detailed Protein Report
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Protein 865: protein FAM78B [Homo sapiens]
Accession: gi|63003928 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.8
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 11.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1179 1 941.4167 -103.81 2 44.9 10.9 1 193-208 R.MRVDIEVDPLQLLGQR.A



Detailed Protein Report
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Protein 866: splicing factor 3B subunit 3 [Homo sapiens]
Accession: gi|54112121 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.5
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2564 1 822.4530 49.65 2 62.7 10.1 0 329-343 K.YFDTVPVAAAMCVLK.T Oxidation: 11

2787 1 619.0056 136.85 3 66.0 11.0 0 817-832 K.QQMAEEMVEAAGEDER.E Oxidation: 3, 7
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Protein 867: X-linked retinitis pigmentosa GTPase regulator-interacting protein 1 [Homo sapiens]
Accession: gi|112734867 Score: 21.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 146.6
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1534 1 676.3317 -93.91 2 49.4 10.1 0 16-28 R.DIDAIPLVLPASK.G
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Protein 868: late cornified envelope protein 3E [Homo sapiens]
Accession: gi|30410033 Score: 21.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.5
Database Date: 2015-11-30 pI: 12.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 30.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1406 1 956.6395 178.07 1 47.2 10.6 1 16-24 K.CPSPKCPPK.N

2462 1 885.2390 -64.11 2 60.7 10.5 0 74-92 R.GSGQQGGGSGCCHGSGGCC.- Carbamidomethyl: 12, 18, 
19
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Protein 869: PREDICTED: probable cysteine--tRNA ligase, mitochondrial isoform X6 [Homo 
sapiens]

Accession: gi|578825266 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.0
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1538 1 720.8576 -0.52 2 49.4 10.2 1 266-278 R.AYMKGQLACGSVR.E Carbamidomethyl: 9



Detailed Protein Report
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Protein 870: calmodulin-binding transcription activator 1 isoform 1 [Homo sapiens]
Accession: gi|54112401 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 183.6
Database Date: 2015-11-30 pI: 7.6
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2758 1 1086.0280 -55.01 2 65.6 10.5 1 209-226 K.WTKEELIGQLKPMFHGIK.W Oxidation: 13



Detailed Protein Report
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Protein 871: PREDICTED: low-density lipoprotein receptor-related protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|578804335 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 437.3
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 0.5
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.28 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1208 1 441.6040 -232.73 2 44.7 10.7 1 3501-
3507

K.YDGTDRR.V WUP:QUP 0.28



Detailed Protein Report
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Protein 872: PREDICTED: serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A 
beta isoform isoform X3 [Homo sapiens]

Accession: gi|578822281 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.2
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

49 1 776.2880 -178.77 2 30.5 10.1 2 46-58 R.DRNAAPQLRLNQR.G



Detailed Protein Report
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Protein 873: WAP four-disulfide core domain protein 8 precursor [Homo sapiens]
Accession: gi|153946387 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.0

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530418513 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  WAP  four-disulfide  core  domain  protein  8  isoform  X1  
[Homo sapiens]

gi|153946389 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

WAP four-disulfide core domain protein 8 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

391 1 862.7047 -22.11 3 34.9 10.4 1 127-150 R.GCEGNANNFLNEDACRTACMLIVK.D

288 1 881.8216 102.87 3 33.3 10.6 1 127-150 R.GCEGNANNFLNEDACRTACMLIVK.D Carbamidomethyl: 15



Detailed Protein Report
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Protein 874: paraneoplastic antigen Ma2 [Homo sapiens]
Accession: gi|11464969 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.5
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1364 1 660.7454 137.08 3 47.2 20.9 0 295-311 R.LEQVMAGATLNQMLWCR.L Oxidation: 13



Detailed Protein Report
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Protein 875: ubiquitin carboxyl-terminal hydrolase 34 [Homo sapiens]
Accession: gi|110347427 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 404.0
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.0

No. of unique Peptides: 2



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2144 1 899.3487 -134.27 2 56.7 10.7 0 404-419 R.LSTQHIDCIWAAAQLK.H

1545 1 948.9999 79.00 2 47.6 10.2 0 647-664 K.LESQAGICLGDSQGMSER.N Oxidation: 15



Detailed Protein Report
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Protein 876: regulator of G-protein signaling 11 isoform 3 [Homo sapiens]
Accession: gi|557129067 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2135 1 754.0400 128.43 2 57.1 10.2 1 105-118 R.FQVRLGGAAIYLAK.K

1806 1 697.3618 15.85 3 50.9 10.7 1 295-312 R.ELLEDPVGRAHFMDFLGK.E Oxidation: 13



Detailed Protein Report
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Protein 877: zinc finger protein Helios isoform 2 [Homo sapiens]
Accession: gi|119220592 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2120 1 1052.4607 1.63 3 56.9 20.8 0 192-219 R.CHNYLQNVSMEAAGQVMSHHVPPMEDCK.E



Detailed Protein Report
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Protein 878: PREDICTED: hedgehog-interacting protein isoform X1 [Homo sapiens]
Accession: gi|530378067 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.8
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1709 1 938.7505 -122.25 2 49.7 10.2 1 623-638 K.CCCSPGWEGDFCRTAK.C Carbamidomethyl: 3, 12



Detailed Protein Report
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Protein 879: PREDICTED: LOW QUALITY PROTEIN: Fanconi anemia group D2 protein-like [Homo 
sapiens]

Accession: gi|530432405 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.2
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1642 1 701.3735 1.06 3 50.3 10.4 0 882-899 R.WSLVQHILGKPTFSAMMR.G



Detailed Protein Report
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Protein 880: TBC1 domain family member 16 isoform b [Homo sapiens]
Accession: gi|427918111 Score: 20.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

700 3 820.2521 -180.55 2 37.2 20.7 1 3-16 K.QVAPDKTCMQFSIR.R Oxidation: 9 WUP:QUP 0.90



Detailed Protein Report
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Protein 881: PREDICTED: agrin isoform X7 [Homo sapiens]
Accession: gi|578799100 Score: 20.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.3
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1808 1 774.2788 -97.08 2 52.4 10.1 0 540-554 K.TPSLDAEGSNCPATK.V Carbamidomethyl: 11

2489 1 981.1592 15.45 3 61.0 10.5 0 555-580 K.VFQGVLELEGVEGQELFYTPEMADPK.S Oxidation: 22



Detailed Protein Report
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Protein 882: Fanconi anemia group J protein [Homo sapiens]
Accession: gi|301897118 Score: 20.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 140.8
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2372 1 637.6653 -235.01 2 60.1 10.2 0 941-950 K.ICVQELQCPK.I Carbamidomethyl: 2, 8



Detailed Protein Report
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Protein 883: interleukin-4 receptor subunit alpha isoform c [Homo sapiens]
Accession: gi|384229037 Score: 20.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.2
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

710 1 661.8474 79.09 2 38.9 10.2 0 33-44 K.MNGPTNCSTELR.L

1710 1 900.2977 -32.09 3 49.7 10.4 0 711-736 K.QCHGQEDGGQTPVMASPCCGCCCGDR.S Carbamidomethyl: 19



Detailed Protein Report
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Protein 884: PREDICTED: ankyrin repeat and protein kinase domain-containing protein 1 isoform 
X1 [Homo sapiens]

Accession: gi|578822107 Score: 20.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.89 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2290 1 697.2835 -121.83 2 58.5 20.5 0 32-43 K.FQHIVSIYGVCK.Q WUP:QUP 1.16
QU:MU 0.89



Detailed Protein Report
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Protein 885: PREDICTED: receptor-type tyrosine-protein phosphatase U isoform X5 [Homo 
sapiens]

Accession: gi|578798179 Score: 20.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.6
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1388 1 844.8990 -55.98 2 47.0 10.3 0 354-368 R.GAPISVYQVIVEEER.A



Detailed Protein Report
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Protein 886: notch homolog 2 N-terminal-like protein [Homo sapiens]
Accession: gi|46397353 Score: 20.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1871 2 1037.3636 -66.59 3 53.2 20.4 1 1-26 -.MCVTYHNGTGYCKCPEGFLGEYCQHR.D Carbamidomethyl: 2, 23



Detailed Protein Report
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Protein 887: PDZ domain-containing RING finger protein 4 isoform 2 [Homo sapiens]
Accession: gi|142976783 Score: 20.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.0
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.75 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

546 1 639.3340 -61.92 2 35.3 10.2 2 369-378 R.FRQLLELKCK.I QU:MU 2.75
WUP:QUP 0.30



Detailed Protein Report
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Protein 888: nuclear factor of activated T-cells, cytoplasmic 2 isoform D [Homo sapiens]
Accession: gi|209862843 Score: 20.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.6
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

644 1 852.1620 38.48 3 38.0 10.0 2 478-500 K.VLEIPLEPKNNMRATIDCAGILK.L Oxidation: 12



Detailed Protein Report
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Protein 889: PREDICTED: sodium channel and clathrin linker 1 isoform X1 [Homo sapiens]
Accession: gi|530377155 Score: 20.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.4
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

629 1 509.6880 -216.14 2 37.4 20.2 2 43-51 R.TKKEVANTK.K WUP:QUP 0.55



Detailed Protein Report
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Protein 890: PREDICTED: Down syndrome cell adhesion molecule isoform X1 [Homo sapiens]
Accession: gi|578836469 Score: 20.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.7
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

432 1 719.8247 -131.20 2 35.4 20.1 1 394-406 R.INVRGPASIRPMK.N



Detailed Protein Report
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Protein 891: induced myeloid leukemia cell differentiation protein Mcl-1 isoform 2 [Homo sapiens]
Accession: gi|33519458 Score: 20.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.6
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1897 1 568.7721 -60.60 2 52.1 20.1 1 185-194 R.YLREQATGAK.D



Detailed Protein Report
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Protein 892: uromodulin-like 1 isoform 4 [Homo sapiens]
Accession: gi|338753361 Score: 20.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

24 1 1103.5077 4.39 2 30.0 20.0 1 753-772 R.MVRGSLPATMCQHMDAGGVR.M Carbamidomethyl: 11; 
Oxidation: 10, 14



Detailed Protein Report
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Protein 893: uncharacterized protein KIAA0226-like isoform f [Homo sapiens]
Accession: gi|557947998 Score: 20.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.5
Database Date: 2015-11-30 pI: 8.6

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2445 1 597.3363 -141.46 2 58.8 20.0 2 356-366 R.IKKGLLAPLLK.D



Detailed Protein Report

1256 / 2208

Protein 894: PREDICTED: angiopoietin-1 receptor isoform X3 [Homo sapiens]
Accession: gi|530390111 Score: 20.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.9
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2675 1 841.3883 -72.13 2 63.6 20.0 1 936-950 K.IADFGLSRGQEVYVK.K



Detailed Protein Report
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Protein 895: ovochymase-2 precursor [Homo sapiens]
Accession: gi|373838920 Score: 19.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.6
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1535 3 850.5690 134.04 2 47.5 19.9 0 290-303 K.VLPWIHEHIQTGNR.R



Detailed Protein Report
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Protein 896: thymopoietin isoform alpha [Homo sapiens]
Accession: gi|4507555 Score: 19.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.4
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1398 2 991.6129 89.59 1 47.6 19.9 1 657-665 K.DCKINLASK.N



Detailed Protein Report
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Protein 897: retinol dehydrogenase 10 [Homo sapiens]
Accession: gi|25282469 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.1
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

365 1 639.8907 24.31 2 33.2 19.8 2 51-60 R.LFALEFARRR.A



Detailed Protein Report
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Protein 898: PREDICTED: DNA topoisomerase 2-binding protein 1 isoform X1 [Homo sapiens]
Accession: gi|530373836 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 170.0
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1880 1 697.5427 213.85 2 51.8 19.8 0 796-809 R.QVAASPAVGQPLQK.E



Detailed Protein Report
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Protein 899: alpha-2-HS-glycoprotein preproprotein [Homo sapiens]
Accession: gi|156523970 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.3
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2906 1 860.4973 66.36 3 65.1 19.8 0 188-211 R.AQLVPLPPSTYVEFTVSGTDCVAK.E Carbamidomethyl: 21



Detailed Protein Report
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Protein 900: fructose-bisphosphate aldolase A isoform 1 [Homo sapiens]
Accession: gi|4557305 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|193794814 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
fructose-bisphosphate aldolase A isoform 1 [Homo sapiens]

gi|34577112 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fructose-bisphosphate aldolase A isoform 1 [Homo sapiens]

gi|34577110 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fructose-bisphosphate aldolase A isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

476 1 717.8845 24.70 2 35.9 19.8 0 2-13 M.PYQYPALTPEQK.K



Detailed Protein Report
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Protein 901: choline-phosphate cytidylyltransferase B isoform 2 [Homo sapiens]
Accession: gi|253795514 Score: 19.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 6.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

125 1 1301.5081 -71.85 2 31.5 19.7 2 1-21 -.MVGHQECIMEEDNRAPQLWRK.T Oxidation: 1, 9



Detailed Protein Report
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Protein 902: CMP-N-acetylneuraminate-beta-1,4-galactoside alpha-2,3-sialyltransferase isoform n 
[Homo sapiens]

Accession: gi|394953753 Score: 19.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2153 1 1131.4149 -196.06 1 56.8 19.7 1 220-230 K.ARVITDLSSGI.-



Detailed Protein Report

1265 / 2208

Protein 903: PREDICTED: exostosin-like 1 isoform X3 [Homo sapiens]
Accession: gi|578798624 Score: 19.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.70 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

933 1 712.4616 88.10 2 40.0 19.7 0 361-372 K.VIHTTLEVIQDR.I QU:MU 0.70



Detailed Protein Report
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Protein 904: interferon regulatory factor 2-binding protein-like [Homo sapiens]
Accession: gi|33457336 Score: 19.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.6
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2766 1 659.8617 61.81 2 63.1 19.6 0 331-342 K.RPGSVSSTDQER.E



Detailed Protein Report
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Protein 905: integrin beta-like protein 1 isoform 3 [Homo sapiens]
Accession: gi|418203907 Score: 19.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.9
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.42 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

864 1 647.7154 -186.04 2 40.9 19.5 0 1-12 -.MNLVAVMGAFNK.G QU:MU 2.42



Detailed Protein Report
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Protein 906: rho GTPase-activating protein 19 isoform 3 [Homo sapiens]
Accession: gi|374093192 Score: 19.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

693 1 556.2788 -12.08 2 37.1 19.5 0 284-293 K.LNSGMAFMIK.H



Detailed Protein Report
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Protein 907: protein S100-A9 [Homo sapiens]
Accession: gi|4506773 Score: 19.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.2
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 11.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

217 1 728.3427 -30.59 2 32.7 19.4 0 26-38 K.LGHPDTLNQGEFK.E



Detailed Protein Report
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Protein 908: PREDICTED: NT-3 growth factor receptor isoform X9 [Homo sapiens]
Accession: gi|578827025 Score: 19.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

342 1 699.2835 -131.98 3 32.9 19.3 2 454-472 K.FGMKDGLELLAVLLKCDSK.Q Oxidation: 3



Detailed Protein Report
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Protein 909: PREDICTED: cleavage and polyadenylation specificity factor subunit 7 isoform X5 
[Homo sapiens]

Accession: gi|530397403 Score: 19.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.38 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.48 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530397405 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cleavage and polyadenylation specificity factor subunit  
7 isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2002 3 794.7799 -153.57 2 54.9 19.3 0 36-50 K.GYAEVVVASENSVHK.L WUP:QUP 0.48
QU:MU 1.38



Detailed Protein Report
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Protein 910: PREDICTED: CD300c molecule-like isoform X1 [Homo sapiens]
Accession: gi|530356604 Score: 19.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.8
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 7.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578846497 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: CD300c molecule-like isoform X4 [Homo sapiens]

gi|578831945 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: CD300c molecule-like isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2788 2 676.8636 66.68 2 63.4 19.2 0 1-13 -.MGAVGESLSVQCR.Y Oxidation: 1



Detailed Protein Report
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Protein 911: pigment epithelium-derived factor precursor [Homo sapiens]
Accession: gi|39725934 Score: 19.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.3
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1722 1 1044.9651 -138.77 2 51.3 19.2 0 263-281 K.IAQLPLTGSMSIIFFLPLK.V



Detailed Protein Report
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Protein 912: PREDICTED: clusterin isoform X1 [Homo sapiens]
Accession: gi|578815184 Score: 19.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.8
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1641 1 1052.5617 47.24 2 50.3 19.2 0 14-35 R.EQSAINTAPPSAHNAASPGGAR.G



Detailed Protein Report
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Protein 913: protein FAM83G [Homo sapiens]
Accession: gi|115392150 Score: 19.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.30 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.66 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

546 5 492.6414 -231.48 2 36.4 19.0 0 44-51 R.DAFYEVLK.R WUP:QUP 0.66
QU:MU 2.30



Detailed Protein Report
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Protein 914: piezo-type mechanosensitive ion channel component 2 [Homo sapiens]
Accession: gi|257900451 Score: 19.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 317.9
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 1



Detailed Protein Report
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Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

48 1 518.2542 -34.31 3 29.5 19.0 0 486-498 K.VHAMVSVFQFIMK.Q Oxidation: 12



Detailed Protein Report
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Protein 915: PREDICTED: rho GTPase-activating protein 18 isoform X2 [Homo sapiens]
Accession: gi|530384204 Score: 18.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 3.99 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

875 1 491.6668 -208.81 2 40.5 18.8 0 396-404 K.QHDAASLLK.L QU:MU 3.99



Detailed Protein Report
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Protein 916: protein dispatched homolog 2 [Homo sapiens]
Accession: gi|25121980 Score: 18.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.9
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1767 2 1011.7857 227.39 1 51.9 18.7 0 811-818 R.WLLALCHR.A



Detailed Protein Report
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Protein 917: zinc finger protein 2 isoform b [Homo sapiens]
Accession: gi|62865883 Score: 18.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.9
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 2.85 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1080 1 795.3895 26.37 3 43.6 18.6 1 208-227 R.IHTGEKPFQCNECGKAFFDR.S Carbamidomethyl: 10 WUP:QUP 2.85



Detailed Protein Report
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Protein 918: glycogenin-1 isoform 3 [Homo sapiens]
Accession: gi|296040507 Score: 18.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.4
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2695 1 822.4608 -0.36 2 64.8 18.6 1 35-49 R.LVVLATPQVSDSMRK.V



Detailed Protein Report
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Protein 919: PREDICTED: dyslexia-associated protein KIAA0319-like protein isoform X6 [Homo 
sapiens]

Accession: gi|578799795 Score: 18.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.2
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578799797 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dyslexia-associated  protein  KIAA0319-like  protein  
isoform X7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2117 1 788.3020 -135.99 2 56.3 18.5 0 250-264 K.ELTLPVDSTTLDGSK.S



Detailed Protein Report
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Protein 920: PREDICTED: E3 ubiquitin-protein ligase pellino homolog 3 isoform X2 [Homo sapiens]
Accession: gi|578821247 Score: 18.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 11.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

36 2 1069.4752 -74.05 3 30.1 18.5 1 104-133 K.QLEAQRQEANAARPQCPVGLSTLAFPSPAR.G



Detailed Protein Report
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Protein 921: PREDICTED: arginine/serine-rich protein PNISR isoform X7 [Homo sapiens]
Accession: gi|578812668 Score: 18.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.6
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578812672 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  arginine/serine-rich  protein  PNISR  isoform  X9  [Homo  
sapiens]

gi|578812670 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  arginine/serine-rich  protein  PNISR  isoform  X8  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2313 2 599.8930 -40.29 3 59.4 18.5 1 306-321 R.SDRGSESSDTDDEELR.H



Detailed Protein Report
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Protein 922: PREDICTED: SH3-containing GRB2-like protein 3-interacting protein 1 isoform X9 
[Homo sapiens]

Accession: gi|530363468 Score: 18.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.2
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

363 1 629.3611 47.90 2 33.2 18.5 0 135-145 R.NLSSEEVARPR.R



Detailed Protein Report
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Protein 923: alpha-tocopherol transfer protein-like isoform 1 [Homo sapiens]
Accession: gi|85861243 Score: 18.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 2.06 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530418391 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: alpha-tocopherol transfer protein-like isoform X1 [Homo 
sapiens]

gi|85861250 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-tocopherol transfer protein-like isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

22 1 537.7431 -87.57 2 29.9 18.5 0 197-206 K.ASHFGPFIAK.K WUP:QUP 2.06



Detailed Protein Report
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Protein 924: PREDICTED: sodium-dependent phosphate transporter 1 isoform X1 [Homo sapiens]
Accession: gi|530369350 Score: 18.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.0
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 3.80 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578804806 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: sodium-dependent phosphate transporter 1 isoform X2 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2008 1 687.3490 -72.18 2 55.5 18.4 1 374-386 K.VGSVVSVGWLRSK.K WUP:QUP 3.80



Detailed Protein Report
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Protein 925: homeobox protein Nkx-2.4 [Homo sapiens]
Accession: gi|157426823 Score: 18.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.2
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 6.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2128 1 1131.4206 -132.38 2 56.5 18.4 1 26-49 K.KFSGAMDGAPPGLGAPLGAAAAYR.A Oxidation: 6



Detailed Protein Report
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Protein 926: tripartite motif-containing protein 6 isoform 3 [Homo sapiens]
Accession: gi|310772221 Score: 18.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|310772223 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
tripartite motif-containing protein 6 isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1236 1 903.7473 -4.54 3 45.6 18.4 1 155-179 K.VSGPSCLEKHYDCSVLGSQHFSSGK.H Carbamidomethyl: 13



Detailed Protein Report
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Protein 927: PREDICTED: NHS-like protein 2 isoform X1 [Homo sapiens]
Accession: gi|578838353 Score: 18.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.7
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.49 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.96 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1160 1 713.6536 -103.02 3 44.1 18.4 2 53-71 R.EVSPLRGSDSGLWLRTLPR.E QU:MU 0.49
WUP:QUP 1.96



Detailed Protein Report
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Protein 928: PREDICTED: retinoid isomerohydrolase isoform X1 [Homo sapiens]
Accession: gi|578799557 Score: 18.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.6
Database Date: 2015-11-30 pI: 8.4

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.29 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1724 1 524.7781 -13.64 2 51.3 18.1 1 30-40 R.KALGADTGTSK.T QU:MU 0.29



Detailed Protein Report
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Protein 929: RING finger and transmembrane domain-containing protein 1 [Homo sapiens]
Accession: gi|109134327 Score: 18.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.7
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

241 1 879.7331 -87.01 3 33.0 18.0 0 165-188 K.LVMQHITGISLGIGLLTTFMYANK.S Oxidation: 20



Detailed Protein Report
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Protein 930: PREDICTED: RING finger protein 10 isoform X5 [Homo sapiens]
Accession: gi|530401582 Score: 18.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.1
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2030 1 788.2772 -117.15 2 55.3 18.0 0 2-17 M.PLSSPNAAATASDMDK.N



Detailed Protein Report
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Protein 931: dysferlin isoform 9 [Homo sapiens]
Accession: gi|195976754 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 235.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

1296 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2537 1 941.5642 96.79 2 62.3 17.9 0 1552-
1567

R.QFHQLAAQGPQECLVR.I Carbamidomethyl: 13



Detailed Protein Report
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Protein 932: probable G-protein coupled receptor 27 [Homo sapiens]
Accession: gi|9506747 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 10.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

250 1 910.4923 61.03 3 32.8 17.9 2 351-375 R.AQFPCCQSPRTTQATHPCDLKGIGL.- Carbamidomethyl: 6



Detailed Protein Report
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Protein 933: immunoglobulin-like domain-containing receptor 1 isoform 3 precursor [Homo 
sapiens]

Accession: gi|315259080 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.7
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2765 1 673.8074 -46.32 2 65.0 17.9 0 107-118 R.GQNEPVLGVDYR.Q



Detailed Protein Report
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Protein 934: NUT family member 1 isoform 3 [Homo sapiens]
Accession: gi|50233787 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.3
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.10 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1503 1 671.1069 119.58 3 47.1 17.8 2 800-817 K.RNYCSLPGPLRANSPPLR.S WUP:QUP 0.10



Detailed Protein Report
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Protein 935: PREDICTED: vitamin D-binding protein isoform X1 [Homo sapiens]
Accession: gi|578809023 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.6
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1937 1 847.8487 -130.42 2 52.6 17.8 1 51-65 R.KFPSGTFEQVSQLVK.E



Detailed Protein Report
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Protein 936: nicotinate phosphoribosyltransferase isoform 2 [Homo sapiens]
Accession: gi|558472750 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1733 1 576.7624 -176.53 2 52.0 17.8 2 155-164 R.LRLIAGPEKR.L



Detailed Protein Report
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Protein 937: PREDICTED: uncharacterized protein LOC101930405 [Homo sapiens]
Accession: gi|530356052 Score: 17.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.1
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 8.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2764 1 920.1235 28.38 3 65.7 17.7 1 189-215 R.APGKGPEWVSAIGTGGDTYYADSVMGR.F Oxidation: 25



Detailed Protein Report
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Protein 938: PREDICTED: transcription regulator protein BACH1 isoform X4 [Homo sapiens]
Accession: gi|578836626 Score: 17.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.8
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1691 1 1011.6416 141.51 2 51.4 17.7 1 547-562 K.MHKLTPEQLDCIHDIR.R Carbamidomethyl: 11; 
Oxidation: 1



Detailed Protein Report
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Protein 939: PREDICTED: kin of IRRE-like protein 3 isoform X1 [Homo sapiens]
Accession: gi|530398440 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.1
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1604 1 910.4351 -62.80 2 49.8 17.6 2 563-578 K.NDIRVEIVHKEPASGR.E



Detailed Protein Report
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Protein 940: PREDICTED: zinc finger protein 33B isoform X3 [Homo sapiens]
Accession: gi|578819760 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.3
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.65 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.44 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

24 1 1103.4962 -22.42 2 29.2 17.6 0 60-77 R.TEQNEQGYCAHKPEVIFR.L Carbamidomethyl: 9 WUP:QUP 0.44
QU:MU 1.65



Detailed Protein Report
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Protein 941: E-selectin precursor [Homo sapiens]
Accession: gi|187960042 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.6
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2878 1 872.9387 57.19 2 64.7 17.6 0 502-517 K.INMSCSGEPVFGTVCK.F Carbamidomethyl: 15; 
Oxidation: 3



Detailed Protein Report
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Protein 942: amiloride-sensitive sodium channel subunit alpha isoform 1 [Homo sapiens]
Accession: gi|4506815 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.7
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2868 1 873.7778 -171.39 2 64.6 17.6 0 477-492 R.KPCSVTSYQLSAGYSR.W



Detailed Protein Report
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Protein 943: GS homeobox 1 [Homo sapiens]
Accession: gi|33457326 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.8

No. of unique Peptides: 1
Quantitation
QU:MU Median: 4.95 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.49 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

42 1 1096.9830 -8.41 2 30.2 17.6 1 213-238 R.
GGGGGGAGGGGSAPQGCKCASLSSAK.
C

Carbamidomethyl: 17, 19 WUP:QUP 0.49
QU:MU 4.95



Detailed Protein Report
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Protein 944: PREDICTED: leucine-rich repeat and IQ domain-containing protein 1 isoform X6 
[Homo sapiens]

Accession: gi|578824314 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.8
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

862 1 1198.5391 -67.11 2 39.2 17.6 1 1290-
1311

R.QTHFSTRLHTAATEGLPNSSIK.N



Detailed Protein Report
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Protein 945: PREDICTED: unconventional myosin-VI isoform X8 [Homo sapiens]
Accession: gi|530383156 Score: 17.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.9
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1221 1 985.1783 21.41 3 44.9 17.5 1 368-393 K.SAQSLEYCAELLGLDQDDLRVSLTTR.V Carbamidomethyl: 8



Detailed Protein Report
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Protein 946: histone deacetylase complex subunit SAP25 [Homo sapiens]
Accession: gi|284004891 Score: 17.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.9
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2810 2 945.9828 -31.58 2 63.7 17.5 1 95-111 R.VPLYLSKAPQQMMGSLK.L



Detailed Protein Report

1313 / 2208

Protein 947: differential display clone 8 isoform 1 [Homo sapiens]
Accession: gi|343780900 Score: 17.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.6
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530411299 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: differential display clone 8 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2733 1 848.4051 -142.97 2 65.3 17.4 2 297-310 K.LKKHLCLYLALKPR.M



Detailed Protein Report
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Protein 948: solute carrier organic anion transporter family member 1B1 [Homo sapiens]
Accession: gi|225543525 Score: 17.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.4
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

216 1 487.1727 -168.54 3 32.4 17.4 2 10-22 K.TAEAQPSENKKTR.Y



Detailed Protein Report
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Protein 949: t-SNARE domain-containing protein 1 [Homo sapiens]
Accession: gi|223972648 Score: 17.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.95 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.50 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

258 1 442.7344 36.28 2 32.0 17.4 0 1-8 -.MSYGSIAR.G WUP:QUP 0.50
QU:MU 0.95



Detailed Protein Report
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Protein 950: PREDICTED: ubiquitin thioesterase ZRANB1 isoform X3 [Homo sapiens]
Accession: gi|530393888 Score: 17.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.2
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2848 3 648.3529 16.16 2 64.3 17.3 0 346-356 R.NHPLVTQMVEK.W WUP:QUP 0.04



Detailed Protein Report
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Protein 951: arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 1 
isoform d [Homo sapiens]

Accession: gi|206597515 Score: 17.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.6
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2177 1 937.2849 -128.31 2 57.1 17.3 0 1055-
1068

K.QQWYLCCDTQMELR.E Carbamidomethyl: 7



Detailed Protein Report
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Protein 952: PREDICTED: nef-associated protein 1 isoform X2 [Homo sapiens]
Accession: gi|530391237 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.6
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 4.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530391241 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: nef-associated protein 1 isoform X4 [Homo sapiens]

gi|530391239 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: nef-associated protein 1 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2863 1 812.4116 56.30 2 66.2 17.2 0 80-93 R.TSEENYLTHSDTAR.I



Detailed Protein Report
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Protein 953: PREDICTED: dephospho-CoA kinase domain-containing protein isoform X4 [Homo 
sapiens]

Accession: gi|530412893 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.9
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 9.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578831425 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dephospho-CoA  kinase  domain-containing  protein  
isoform X7 [Homo sapiens]

gi|578831423 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  dephospho-CoA  kinase  domain-containing  protein  
isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1 1 819.8504 -66.08 2 29.4 17.2 2 94-105 K.EMMKETFKYFLR.E Oxidation: 2



Detailed Protein Report
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Protein 954: vacuolar protein sorting-associated protein 26A isoform 1 [Homo sapiens]
Accession: gi|17978519 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.1
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2850 1 826.4426 -32.68 2 66.0 17.2 2 286-297 R.YFKQQEIILWRK.A



Detailed Protein Report

1321 / 2208

Protein 955: trichohyalin [Homo sapiens]
Accession: gi|148746195 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 253.8
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1



Detailed Protein Report

1322 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2093 2 974.3559 -134.06 2 54.5 17.2 1 828-842 R.EKELQFLEEEEQLQR.R



Detailed Protein Report
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Protein 956: gamma-tubulin complex component 4 isoform b [Homo sapiens]
Accession: gi|38454194 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.0
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1982 4 726.7832 -60.06 2 54.7 17.2 0 653-666 K.YYTQAGGTLGSFGM.-



Detailed Protein Report
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Protein 957: PREDICTED: uncharacterized protein KIAA1211 isoform X7 [Homo sapiens]
Accession: gi|578808650 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1846 3 734.2644 -176.08 2 51.4 17.1 1 1027-
1040

R.AGSLHKSTALPEEK.R



Detailed Protein Report
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Protein 958: PREDICTED: SLIT-ROBO Rho GTPase-activating protein 2 isoform X7 [Homo sapiens]
Accession: gi|578800751 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.6
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2584 2 914.0716 -57.66 3 62.3 17.1 2 928-951 R.SKSFNNHRPMDPEVIAQRSNPTSK.N



Detailed Protein Report

1326 / 2208

Protein 959: protein cramped-like [Homo sapiens]
Accession: gi|223972612 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.6
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2985 1 846.4337 -1.84 2 66.1 17.1 2 1-17 -.MTVKLGDGGSGEDGLKK.L WUP:QUP 0.55



Detailed Protein Report
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Protein 960: PREDICTED: mucin-3A [Homo sapiens]
Accession: gi|578844260 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.4
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 9.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.40 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1444 1 1086.6084 26.40 2 46.4 17.1 1 47-65 K.IFADMQGFTFKGVEILSLR.N QU:MU 0.40



Detailed Protein Report
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Protein 961: alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase [Homo 
sapiens]

Accession: gi|167857778 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.8
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.44 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578811120 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase isoform X4 [Homo sapiens]

gi|578811118 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase isoform X3 [Homo sapiens]

gi|530381058 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase isoform X2 [Homo sapiens]

gi|530381056 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase isoform X1 [Homo sapiens]

gi|167857786 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase [Homo sapiens]

gi|167857784 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase [Homo sapiens]

gi|167857782 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase [Homo sapiens]

gi|167857780 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1777 1 881.9118 17.60 2 50.6 17.1 0 231-246 K.ADPSLWCVSAWNDNGK.E WUP:QUP 0.44



Detailed Protein Report
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Protein 962: structural maintenance of chromosomes protein 4 isoform 2 [Homo sapiens]
Accession: gi|570700827 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.4
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

305 4 862.8209 -132.71 2 33.5 17.0 2 457-471 R.EKELMGFSKSVNEAR.S



Detailed Protein Report
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Protein 963: single-minded homolog 1 [Homo sapiens]
Accession: gi|21614542 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.5
Database Date: 2015-11-30 pI: 7.1
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530383967 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: single-minded homolog 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2165 1 938.2937 -146.48 2 56.9 17.0 1 227-241 K.LHSNMFMFRASLDMK.L Oxidation: 5, 7, 14



Detailed Protein Report
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Protein 964: neugrin precursor [Homo sapiens]
Accession: gi|75677385 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.4
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

912 1 836.1322 143.24 2 41.0 17.0 2 140-154 K.VLKKAGLAHSLQHLR.G



Detailed Protein Report
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Protein 965: leucine-rich repeat-containing protein 69 [Homo sapiens]
Accession: gi|193788651 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.6
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.9

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.40 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2170 1 682.3011 -106.73 3 57.5 16.9 2 81-97 K.YLTSLKNLHLSGNRICR.F Carbamidomethyl: 16 QU:MU 0.40



Detailed Protein Report
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Protein 966: PREDICTED: histone-lysine N-methyltransferase SUV420H2 isoform X3 [Homo 
sapiens]

Accession: gi|578835047 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.9
Database Date: 2015-11-30 pI: 11.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2733 1 639.3478 87.44 2 62.6 16.9 0 140-150 R.DPFCAACQPLR.L Carbamidomethyl: 4



Detailed Protein Report
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Protein 967: proto-oncogene tyrosine-protein kinase Src [Homo sapiens]
Accession: gi|4885609 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.8
Database Date: 2015-11-30 pI: 7.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|38202217 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
proto-oncogene tyrosine-protein kinase Src [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1597 1 1018.4971 -18.56 3 49.7 16.9 2 272-298 R.LEVKLGQGCFGEVWMGTWNGTTRVAIK.T Carbamidomethyl: 9; 
Oxidation: 15



Detailed Protein Report

1335 / 2208

Protein 968: protein GNAS isoform GNASS [Homo sapiens]
Accession: gi|18426900 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.2
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

50 1 930.9411 -14.59 2 30.5 16.9 1 59-74 K.QMRILHVNGFNGDSEK.A Oxidation: 2



Detailed Protein Report

1336 / 2208

Protein 969: zinc finger protein 383 [Homo sapiens]
Accession: gi|23097321 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.6
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530415862 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 383 isoform X4 [Homo sapiens]

gi|530415860 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 383 isoform X3 [Homo sapiens]

gi|530415856 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 383 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

156 1 930.1966 69.57 3 31.9 16.8 2 206-229 K.FFSCGSHVTRHLKIHTGEKPFECK.E



Detailed Protein Report

1337 / 2208

Protein 970: PREDICTED: N-acetylgalactosamine-6-sulfatase isoform X2 [Homo sapiens]
Accession: gi|530424709 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.0
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2101 1 1023.8833 -120.72 2 56.7 16.8 0 2-19 M.QMLVSGWEEADGHIPHLK.T



Detailed Protein Report

1338 / 2208

Protein 971: PREDICTED: probable tubulin polyglutamylase TTLL2 isoform X1 [Homo sapiens]
Accession: gi|578812991 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

429 1 542.2853 -31.85 2 35.0 16.8 1 239-248 K.IKEVIGHGCK.W



Detailed Protein Report

1339 / 2208

Protein 972: SH2 domain-containing protein 4A isoform b [Homo sapiens]
Accession: gi|292658785 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.9
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 5.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1206 1 798.1046 26.39 3 45.2 16.8 2 125-145 K.IRSLSSSSRNIQQMLADSINR.M Oxidation: 14



Detailed Protein Report

1340 / 2208

Protein 973: PREDICTED: uncharacterized protein C11orf63 isoform X3 [Homo sapiens]
Accession: gi|530398394 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.3
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2757 1 840.9032 -14.10 2 64.8 16.8 1 437-451 K.ETSNTFAPPKQAFDK.V



Detailed Protein Report

1341 / 2208

Protein 974: DNA repair and recombination protein RAD54-like [Homo sapiens]
Accession: gi|216548186 Score: 16.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.3
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|216548193 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
DNA repair and recombination protein RAD54-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

656 1 677.1638 133.53 3 37.8 16.7 2 134-151 K.LDKEKLPVHVVVDPILSK.V



Detailed Protein Report

1342 / 2208

Protein 975: PREDICTED: vesicle-associated membrane protein 1 isoform X4 [Homo sapiens]
Accession: gi|578822686 Score: 16.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 15.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2520 1 973.1016 37.36 2 62.1 16.7 0 97-114 K.MMIMLGAICAIIVVVIVR.R



Detailed Protein Report

1343 / 2208

Protein 976: POC1 centriolar protein homolog A isoform 2 [Homo sapiens]
Accession: gi|239787760 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2441 1 638.3753 21.87 2 58.8 16.6 1 159-170 R.LIVSASDDKTVK.L



Detailed Protein Report

1344 / 2208

Protein 977: BPI fold-containing family B member 6 precursor [Homo sapiens]
Accession: gi|28372525 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.7
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1632 1 1061.4621 -60.44 3 50.1 16.5 1 18-46 R.ADPGALLRLGMDIMNQVQSAMDESHILEK.M



Detailed Protein Report

1345 / 2208

Protein 978: eukaryotic translation initiation factor 6 isoform c [Homo sapiens]
Accession: gi|31563374 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.7
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 10.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2446 1 862.1749 63.34 3 61.1 16.5 0 146-169 K.TSIEDQDELSSLLQVPLVAGTVNR.G



Detailed Protein Report

1346 / 2208

Protein 979: trefoil factor 3 precursor [Homo sapiens]
Accession: gi|281485608 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.2
Database Date: 2015-11-30 pI: 7.6

Sequence Coverage [%]: 19.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2651 1 993.9806 -55.80 2 64.1 16.5 2 1-18 -.MKRVLSCVPEPTVVMAAR.A



Detailed Protein Report

1347 / 2208

Protein 980: ribosomal RNA-processing protein 8 [Homo sapiens]
Accession: gi|12758125 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.7
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.36 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.91 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

719 1 690.8999 -31.62 2 39.0 16.5 2 402-413 R.TFLRAVTKLGFK.I QU:MU 1.36
WUP:QUP 0.91



Detailed Protein Report

1348 / 2208

Protein 981: unconventional myosin-Ia [Homo sapiens]
Accession: gi|4885503 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.3
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|365733629 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
unconventional myosin-Ia [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

717 1 1100.6526 53.81 2 38.9 16.4 2 569-587 K.SSVAILMKNLYSKSPNYIR.C Oxidation: 7



Detailed Protein Report
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Protein 982: AN1-type zinc finger protein 5 [Homo sapiens]
Accession: gi|5174755 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 16.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|503774511 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
AN1-type zinc finger protein 5 [Homo sapiens]

gi|503774491 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

AN1-type zinc finger protein 5 [Homo sapiens]

gi|503774489 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

AN1-type zinc finger protein 5 [Homo sapiens]

gi|156231049 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

AN1-type zinc finger protein 5 [Homo sapiens]

gi|156231047 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

AN1-type zinc finger protein 5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1730 1 1273.8446 -16.45 3 51.9 16.4 1 1-35 -.MAQETNQTPGPMLCSTGCGFYGNPRTNGMCSVCYK.E Carbamidomethyl: 30; 
Oxidation: 29



Detailed Protein Report

1350 / 2208

Protein 983: round spermatid basic protein 1 [Homo sapiens]
Accession: gi|38683851 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.0
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 5.34 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1924 1 768.8264 -78.40 2 54.4 16.4 0 43-57 K.CVFVGEMAAQVGAVR.V WUP:QUP 5.34



Detailed Protein Report

1351 / 2208

Protein 984: PREDICTED: NACHT, LRR and PYD domains-containing protein 8 isoform X1 [Homo 
sapiens]

Accession: gi|530415693 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 2.39 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1190 1 660.9872 74.48 3 43.1 16.4 0 887-903 K.CDLTFNCCQDMISALCK.N Carbamidomethyl: 16; 
Oxidation: 11

WUP:QUP 2.39



Detailed Protein Report

1352 / 2208

Protein 985: caytaxin [Homo sapiens]
Accession: gi|29336043 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

518 1 593.2066 -241.45 2 36.1 16.4 2 243-252 R.RMPGIGWLKK.C



Detailed Protein Report

1353 / 2208

Protein 986: glycine N-methyltransferase [Homo sapiens]
Accession: gi|9506741 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.7
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1352 1 926.2202 91.62 3 46.5 16.4 1 241-264 K.FRLSYYPHCLASFTELLQAAFGGK.C Carbamidomethyl: 9



Detailed Protein Report

1354 / 2208

Protein 987: PREDICTED: 5-hydroxytryptamine receptor 2B isoform X1 [Homo sapiens]
Accession: gi|530370281 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.1
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2778 3 973.5049 25.18 2 65.9 16.4 0 75-92 K.GIETDVDNPNNITCVLTK.E



Detailed Protein Report

1355 / 2208

Protein 988: netrin receptor UNC5B isoform 2 precursor [Homo sapiens]
Accession: gi|349585210 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.4
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2113 1 937.8434 -94.24 2 56.3 16.4 1 855-870 K.ICNSLDAPNSRGNDWR.M Carbamidomethyl: 2



Detailed Protein Report

1356 / 2208

Protein 989: PREDICTED: leukocyte immunoglobulin-like receptor subfamily B member 3-like 
isoform X4 [Homo sapiens]

Accession: gi|578841261 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.2
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 10.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578842247 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  leukocyte  immunoglobulin-like  receptor  subfamily  B  
member 3-like isoform X4 [Homo sapiens]

gi|578842007 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leukocyte  immunoglobulin-like  receptor  subfamily  B  
member 3-like isoform X4 [Homo sapiens]

gi|578841795 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leukocyte  immunoglobulin-like  receptor  subfamily  B  
member 3-like isoform X4 [Homo sapiens]

gi|578841561 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leukocyte  immunoglobulin-like  receptor  subfamily  B  
member 3-like isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1409 1 927.1324 25.05 3 47.2 16.3 2 119-143 R.RSSPAADVQEENLYAAVKDTQSEDR.V



Detailed Protein Report

1357 / 2208

Protein 990: nucleolar complex protein 2 homolog [Homo sapiens]
Accession: gi|157694511 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1281 1 1023.0326 -11.94 2 46.1 16.3 1 276-292 R.HISVLVPCFLTFPKQCR.M Carbamidomethyl: 16



Detailed Protein Report

1358 / 2208

Protein 991: PREDICTED: myotubularin-related protein 10 isoform X3 [Homo sapiens]
Accession: gi|530406111 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.5
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578840992 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  myotubularin-related  protein  10  isoform  X3  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1260 1 903.4372 -43.14 3 45.9 16.3 2 77-100 R.SDVYKSDLDKTLPNIQEVQAAFVK.L



Detailed Protein Report

1359 / 2208

Protein 992: inositol hexakisphosphate kinase 1 isoform 2 [Homo sapiens]
Accession: gi|55769518 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1510 1 982.5936 72.36 3 48.6 16.3 2 42-65 K.FLLLENVVHHFKYPCVLDLKMGTR.Q Carbamidomethyl: 15; 
Oxidation: 21



Detailed Protein Report

1360 / 2208

Protein 993: VWFA and cache domain-containing protein 1 [Homo sapiens]
Accession: gi|110578649 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.6
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1955 3 899.3551 -148.74 2 54.3 16.3 1 118-134 R.DLNSVLADNLKSNPGIK.W



Detailed Protein Report

1361 / 2208

Protein 994: ankyrin repeat domain-containing protein 40 [Homo sapiens]
Accession: gi|16418357 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.80 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

866 1 567.1365 -261.08 2 39.3 16.3 0 77-86 K.GEMPVQLTSR.R Oxidation: 3 QU:MU 0.80



Detailed Protein Report

1362 / 2208

Protein 995: soluble lamin-associated protein of 75 kDa [Homo sapiens]
Accession: gi|153792633 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.9
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530379249 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: soluble lamin-associated protein of 75 kDa isoform X2 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2565 1 973.4946 40.45 2 62.7 16.3 1 521-538 K.KAHLGSSDNVATMSNEER.S



Detailed Protein Report

1363 / 2208

Protein 996: apoptosis regulatory protein Siva isoform 2 [Homo sapiens]
Accession: gi|11277470 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.8
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 14.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2602 1 885.4491 -46.37 2 62.6 16.2 2 2-17 M.PKRSCPFADVAPLQLK.V



Detailed Protein Report

1364 / 2208

Protein 997: nutritionally-regulated adipose and cardiac enriched protein homolog isoform b 
[Homo sapiens]

Accession: gi|56605684 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.0
Database Date: 2015-11-30 pI: 12.3

Sequence Coverage [%]: 8.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|556695443 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
nutritionally-regulated adipose and cardiac enriched protein homolog 
isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2183 1 862.9063 -57.86 2 57.7 16.2 0 51-64 R.SRPEHHRPEAKPQR.T



Detailed Protein Report

1365 / 2208

Protein 998: cyclin-dependent kinase 4 [Homo sapiens]
Accession: gi|4502735 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.7
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

463 1 717.8711 -17.46 2 35.8 16.2 1 23-35 K.ARDPHSGHFVALK.S



Detailed Protein Report
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Protein 999: PREDICTED: spermidine/spermine N(1)-acetyltransferase-like protein 1 isoform X1 
[Homo sapiens]

Accession: gi|578838360 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.8
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2493 1 841.3809 1.11 2 61.7 16.2 1 683-695 R.FNREELLDMAWEE.-



Detailed Protein Report

1367 / 2208

Protein 1000: pre-mRNA-splicing factor CWC22 homolog [Homo sapiens]
Accession: gi|55749769 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.4
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530370697 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: pre-mRNA-splicing factor CWC22 homolog isoform X1 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

844 2 820.2213 -164.89 2 40.1 16.2 0 488-501 K.ELCNMILDCCAQQR.T



Detailed Protein Report

1368 / 2208

Protein 1001: neuroplastin isoform a precursor [Homo sapiens]
Accession: gi|9257240 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.3
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 5.7

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.62 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.43 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1720 1 892.3075 -96.70 2 51.8 16.1 0 249-264 K.RPDEVPDDDEPAGPMK.T Oxidation: 15 WUP:QUP 2.43
QU:MU 0.62



Detailed Protein Report

1369 / 2208

Protein 1002: PREDICTED: exonuclease 3'-5' domain-containing protein 2 isoform X4 [Homo 
sapiens]

Accession: gi|530404104 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.3
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1568 1 917.7517 323.46 1 49.3 16.1 0 187-193 K.HFPIEMK.D Oxidation: 6



Detailed Protein Report

1370 / 2208

Protein 1003: E3 ubiquitin-protein ligase RNF128 isoform 2 precursor [Homo sapiens]
Accession: gi|37588871 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.6
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1192 1 1207.8125 98.47 2 45.1 16.1 2 150-171 K.GTKILQSIQRGIQVTMVIEVGK.K Oxidation: 16



Detailed Protein Report

1371 / 2208

Protein 1004: PREDICTED: UHRF1-binding protein 1-like isoform X5 [Homo sapiens]
Accession: gi|578823458 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.2
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2057 1 731.3545 -14.44 2 56.1 16.1 0 637-649 R.CPPNLAPLCVSYK.N Carbamidomethyl: 1



Detailed Protein Report

1372 / 2208

Protein 1005: PREDICTED: WD repeat-containing protein 70 isoform X2 [Homo sapiens]
Accession: gi|578809933 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.2
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1703 1 901.3942 -60.47 3 51.1 16.1 1 343-367 R.DGNLIAAACQNGSIQIWDRNLTSNK.L



Detailed Protein Report

1373 / 2208

Protein 1006: PREDICTED: putative zinc finger protein 66-like [Homo sapiens]
Accession: gi|578846704 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.7
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2133 1 1045.4499 -1.32 2 56.6 16.1 1 150-167 K.CEECGNGFKYSSTLTEHK.I Carbamidomethyl: 1



Detailed Protein Report

1374 / 2208

Protein 1007: PREDICTED: alpha-(1,3)-fucosyltransferase 11 isoform X4 [Homo sapiens]
Accession: gi|578819000 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.4
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.68 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.33 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

310 1 464.6377 -111.51 2 32.6 16.1 0 343-349 K.NDEEYMK.Y QU:MU 0.68
WUP:QUP 1.33



Detailed Protein Report

1375 / 2208

Protein 1008: bleomycin hydrolase [Homo sapiens]
Accession: gi|4557367 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.5
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2854 2 702.3710 93.58 1 66.1 16.1 0 126-131 K.EPEDGR.L



Detailed Protein Report

1376 / 2208

Protein 1009: cation channel sperm-associated protein 2 isoform 2 [Homo sapiens]
Accession: gi|26051223 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.0
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2773 1 711.3671 55.94 3 65.8 16.0 1 377-395 K.NMSHEALTSSHSKIEDSSR.G Oxidation: 2



Detailed Protein Report

1377 / 2208

Protein 1010: PREDICTED: cGMP-inhibited 3',5'-cyclic phosphodiesterase B isoform X2 [Homo 
sapiens]

Accession: gi|530395463 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1602 1 978.1827 141.31 2 50.3 16.0 1 843-860 R.LLVCQVCIKLADINGPAK.V Carbamidomethyl: 4



Detailed Protein Report

1378 / 2208

Protein 1011: PREDICTED: E3 ubiquitin-protein ligase RNF126 isoform X1 [Homo sapiens]
Accession: gi|530425318 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.9
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2345 1 857.4373 45.18 3 59.8 15.9 1 11-31 R.YFCHCCSVEIVPRLPDYICPR.C Carbamidomethyl: 6



Detailed Protein Report

1379 / 2208

Protein 1012: protein diaphanous homolog 2 isoform 12C [Homo sapiens]
Accession: gi|6382071 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.7
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 2.12 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2360 1 1151.7502 128.51 2 57.8 15.9 2 469-487 K.YRQRLDIDLTHLIDSCVNK.A WUP:QUP 2.12



Detailed Protein Report

1380 / 2208

Protein 1013: PREDICTED: zinc finger protein ZnFP12-like isoform X2 [Homo sapiens]
Accession: gi|578833784 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.0
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578846680 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  protein  ZnFP12-like  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2755 1 821.9192 59.94 2 64.8 15.9 2 369-381 K.AFYCCSSARRHER.M Carbamidomethyl: 4



Detailed Protein Report

1381 / 2208

Protein 1014: absent in melanoma 1 protein [Homo sapiens]
Accession: gi|62988361 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 188.5
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

284 2 939.2416 -290.57 1 33.2 15.9 0 137-145 R.VPDPSPVTK.G



Detailed Protein Report

1382 / 2208

Protein 1015: uncharacterized protein KIAA0355 [Homo sapiens]
Accession: gi|46276868 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.9
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530417641 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  KIAA0355  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1382 1 873.4411 120.85 2 45.6 15.8 1 1-14 -.MYCCSAQDSKMDYK.R Carbamidomethyl: 3; 
Oxidation: 11



Detailed Protein Report

1383 / 2208

Protein 1016: isoleucine--tRNA ligase, cytoplasmic [Homo sapiens]
Accession: gi|94721239 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.4
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|94721241 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
isoleucine--tRNA ligase, cytoplasmic [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1672 1 942.9746 4.27 2 51.2 15.8 0 2-17 M.LQQVPENINFPAEEEK.I



Detailed Protein Report

1384 / 2208

Protein 1017: PREDICTED: disintegrin and metalloproteinase domain-containing protein 10 isoform 
X1 [Homo sapiens]

Accession: gi|530405298 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.5
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1896 1 1056.6778 -73.07 3 52.0 15.8 2 544-569 K.YGLEECTCASSDGKDDKELCHVCCMK.K Carbamidomethyl: 6, 8, 20, 
23, 24; Oxidation: 25



Detailed Protein Report

1385 / 2208

Protein 1018: IGF-like family receptor 1 precursor [Homo sapiens]
Accession: gi|13375913 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.9
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1323 1 918.0778 93.29 2 46.7 15.8 0 320-337 R.EPSASLGQLGTHLAQLGR.A



Detailed Protein Report

1386 / 2208

Protein 1019: PREDICTED: transcription factor HES-4 isoform X1 [Homo sapiens]
Accession: gi|530360364 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.8
Database Date: 2015-11-30 pI: 11.9

Sequence Coverage [%]: 7.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2181 1 885.4041 -88.63 2 57.7 15.7 2 40-54 R.HSKLEKADILEMTVR.H



Detailed Protein Report

1387 / 2208

Protein 1020: PREDICTED: translation initiation factor eIF-2B subunit delta isoform X2 [Homo 
sapiens]

Accession: gi|578803252 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.0
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1
Quantitation
QU:MU Median: 2.27 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.88 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2075 1 698.3348 -56.57 2 56.3 15.7 1 1-14 -.MKAELPPGPGAVGR.E Oxidation: 1 WUP:QUP 0.88
QU:MU 2.27



Detailed Protein Report

1388 / 2208

Protein 1021: PREDICTED: pre-B-cell leukemia transcription factor 3 isoform X3 [Homo sapiens]
Accession: gi|578817531 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.7
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1938 1 618.9208 -90.90 3 52.6 15.7 1 274-289 K.KCSITVSQVSNWFGNK.R Carbamidomethyl: 2



Detailed Protein Report

1389 / 2208

Protein 1022: putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 [Homo 
sapiens]

Accession: gi|68509926 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.9
Database Date: 2015-11-30 pI: 7.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.41 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 8.56 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

226 1 739.8495 -36.72 2 32.8 15.7 2 481-491 K.CFRLYTEKAYK.T Carbamidomethyl: 1 WUP:QUP 8.56
QU:MU 0.41



Detailed Protein Report

1390 / 2208

Protein 1023: wee1-like protein kinase 2 [Homo sapiens]
Accession: gi|157738687 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.9
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.84 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1865 1 785.9040 -18.42 2 51.7 15.7 1 218-231 K.IGVGEFGTVYKCIK.R Carbamidomethyl: 12 WUP:QUP 0.84



Detailed Protein Report

1391 / 2208

Protein 1024: PREDICTED: telomeric repeat-binding factor 2 isoform X4 [Homo sapiens]
Accession: gi|530424267 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.4
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

455 1 666.9184 114.60 2 35.3 15.7 1 71-83 R.GRHEPGLGGPAER.G



Detailed Protein Report

1392 / 2208

Protein 1025: visinin-like protein 1 [Homo sapiens]
Accession: gi|21361559 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.1
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 7.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.76 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.52 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1378 4 816.3763 -14.76 2 46.8 15.7 1 140-153 K.MNEDGLTPEQRVDK.I QU:MU 0.76
WUP:QUP 1.52



Detailed Protein Report

1393 / 2208

Protein 1026: PREDICTED: coiled-coil domain-containing protein 158 isoform X8 [Homo sapiens]
Accession: gi|578809093 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1840 1 781.3073 -162.78 2 53.4 15.7 2 475-487 K.EMLRKVVEELTAK.K Oxidation: 2



Detailed Protein Report

1394 / 2208

Protein 1027: PREDICTED: spidroin-1-like [Homo sapiens]
Accession: gi|530356740 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 12.6

Sequence Coverage [%]: 11.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1604 2 978.1044 -91.99 3 48.4 15.7 2 59-89 R.VSRGEGLRLLGATGGGCGAWGRPGLPAAAPK.G



Detailed Protein Report

1395 / 2208

Protein 1028: guanine nucleotide-binding protein subunit alpha-15 [Homo sapiens]
Accession: gi|156104883 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.5
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1346 1 955.6732 140.57 2 46.4 15.7 2 38-55 K.QDRGELKLLLLGPGESGK.S



Detailed Protein Report

1396 / 2208

Protein 1029: mas-related G-protein coupled receptor member X1 [Homo sapiens]
Accession: gi|125660451 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.2
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 8.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2182 1 900.3512 -96.83 3 57.2 15.7 0 294-319 R.ALQDASEVDEGGGQLPEEILELSGSR.L



Detailed Protein Report

1397 / 2208

Protein 1030: PREDICTED: cadherin-11 isoform X6 [Homo sapiens]
Accession: gi|530423519 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.7
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2302 1 701.2728 -116.45 3 58.7 15.6 1 548-565 R.DAVEPHGHNHIIMVLKEF.- Oxidation: 13



Detailed Protein Report

1398 / 2208

Protein 1031: PREDICTED: mono [ADP-ribose] polymerase PARP16 isoform X3 [Homo sapiens]
Accession: gi|530406133 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.5
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 6.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2526 1 941.5692 108.04 2 62.2 15.6 1 37-53 R.DSVLRPFPASYARGDCK.D



Detailed Protein Report

1399 / 2208

Protein 1032: inactive heparanase-2 isoform 3 [Homo sapiens]
Accession: gi|261878505 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.9
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2517 1 913.4734 -73.94 2 62.1 15.6 2 57-72 K.EKTLILLDVSTKNPVR.T



Detailed Protein Report

1400 / 2208

Protein 1033: PREDICTED: NAD-dependent protein deacetylase sirtuin-7 isoform X3 [Homo sapiens]
Accession: gi|578832025 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.7
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 6.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

192 1 1043.5843 25.50 2 32.4 15.6 1 31-49 K.AASIPDYRGPNGVWTLLQK.G



Detailed Protein Report

1401 / 2208

Protein 1034: PREDICTED: LOW QUALITY PROTEIN: ubiquitin-conjugating enzyme E2 variant 1-like 
[Homo sapiens]

Accession: gi|578818188 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578844793 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  LOW  QUALITY  PROTEIN:  ubiquitin-conjugating  
enzyme E2 variant 1-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1326 1 946.6005 108.67 2 46.7 15.6 2 0-0 .IECRPKTPKNTFLCK. Carbamidomethyl: 3, 14



Detailed Protein Report

1402 / 2208

Protein 1035: PREDICTED: coiled-coil domain-containing protein 92-like [Homo sapiens]
Accession: gi|578830217 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.8
Database Date: 2015-11-30 pI: 11.9

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

454 1 646.8079 -121.57 2 35.7 15.6 1 259-269 R.RPLRPSARSPR.Q



Detailed Protein Report

1403 / 2208

Protein 1036: PREDICTED: heterogeneous nuclear ribonucleoproteins A2/B1 isoform X5 [Homo 
sapiens]

Accession: gi|578813467 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.9
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1128 1 983.3895 -134.59 2 44.2 15.5 2 174-190 K.YHTINGHNAEVRKALSR.Q



Detailed Protein Report

1404 / 2208

Protein 1037: ER lumen protein retaining receptor 1 [Homo sapiens]
Accession: gi|5803048 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.5
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 5.7
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 2.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

453 1 669.3289 -79.98 2 35.6 15.5 0 36-47 K.SQVLFAVVFTAR.Y WUP:QUP 2.16



Detailed Protein Report

1405 / 2208

Protein 1038: WD repeat and SOCS box-containing protein 2 isoform 3 [Homo sapiens]
Accession: gi|514052675 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.8
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 11.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

642 1 820.7414 21.33 3 37.6 15.5 0 66-87 R.SLHHTQVDPAMDDSDVHISSLR.S



Detailed Protein Report

1406 / 2208

Protein 1039: protein SOGA2 [Homo sapiens]
Accession: gi|163644316 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.8
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1525 1 1022.9446 -77.80 2 49.3 15.5 2 447-463 K.AREDSEYLVTLKHEAQR.L



Detailed Protein Report

1407 / 2208

Protein 1040: PREDICTED: WD repeat-containing protein 19 isoform X3 [Homo sapiens]
Accession: gi|578808579 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.7
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

690 2 733.4795 128.10 3 38.6 15.5 1 643-661 K.DTGPDELRPMLAQNLMLKR.F



Detailed Protein Report

1408 / 2208

Protein 1041: phosphatidylinositol 3-kinase regulatory subunit gamma [Homo sapiens]
Accession: gi|166795245 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.4
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|166795247 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
phosphatidylinositol  3-kinase  regulatory  subunit  gamma  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2317 1 1002.9127 -128.18 2 58.8 15.4 0 366-383 R.VQAEDLLYGKPDGAFLIR.E



Detailed Protein Report

1409 / 2208

Protein 1042: histone deacetylase 1 [Homo sapiens]
Accession: gi|13128860 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.1
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.38 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

184 1 530.6117 41.73 3 31.2 15.4 2 452-464 K.DPEEKKEVTEEEK.T WUP:QUP 0.38



Detailed Protein Report

1410 / 2208

Protein 1043: WD repeat-containing protein 74 [Homo sapiens]
Accession: gi|221219004 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.4
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530396902 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  WD  repeat-containing  protein  74  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1187 1 918.4360 17.92 3 43.1 15.4 1 41-65 R.REEAVSALCWGTGGETQMLVGCADR.T Carbamidomethyl: 9, 22



Detailed Protein Report

1411 / 2208

Protein 1044: PREDICTED: Golgin subfamily A member 8A isoform X1 [Homo sapiens]
Accession: gi|578826741 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.1
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

865 1 647.7984 -105.89 2 40.3 15.4 1 436-445 K.LELGFIQYRR.E



Detailed Protein Report

1412 / 2208

Protein 1045: interleukin-2 precursor [Homo sapiens]
Accession: gi|28178861 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.6
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 7.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2286 1 682.7901 -145.71 2 58.5 15.4 2 53-63 K.NPKLTRMLTFK.F Oxidation: 7



Detailed Protein Report

1413 / 2208

Protein 1046: PREDICTED: phosphorylase b kinase regulatory subunit alpha, liver isoform isoform 
X6 [Homo sapiens]

Accession: gi|578837920 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.7
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1271 1 927.4170 -45.41 2 46.0 15.4 2 99-113 K.NEIISKLQGRYGCCR.F Carbamidomethyl: 13, 14



Detailed Protein Report

1414 / 2208

Protein 1047: zinc finger protein 667 [Homo sapiens]
Accession: gi|268607677 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.1
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

58 2 779.3515 -98.67 2 30.4 15.4 1 535-547 K.AFSQRTSLILHER.S



Detailed Protein Report

1415 / 2208

Protein 1048: zinc finger C2HC domain-containing protein 1C isoform a [Homo sapiens]
Accession: gi|109452611 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530404614 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger C2HC domain-containing protein 1C isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2078 1 862.3310 -134.98 2 55.9 15.3 2 441-456 K.GPASAKAEPPQKSNWR.-



Detailed Protein Report

1416 / 2208

Protein 1049: zinc finger protein 559 isoform c [Homo sapiens]
Accession: gi|320202974 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.3
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2542 1 973.0571 97.74 2 62.4 15.3 1 315-331 K.ECGKAFANSSHLTVHMR.T Carbamidomethyl: 2



Detailed Protein Report

1417 / 2208

Protein 1050: PREDICTED: RING finger protein 207 isoform X2 [Homo sapiens]
Accession: gi|578799105 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 11.2

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2534 1 921.5697 42.92 2 62.3 15.3 2 123-139 R.AVRAPVSSGLFPRLLCR.L



Detailed Protein Report

1418 / 2208

Protein 1051: PREDICTED: kazrin isoform X2 [Homo sapiens]
Accession: gi|530360946 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.7
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

989 1 540.6455 -205.92 2 40.7 15.3 0 96-104 K.ILSMMEDNK.Q



Detailed Protein Report

1419 / 2208

Protein 1052: protein KIAA1045 [Homo sapiens]
Accession: gi|149944593 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.2
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530389814 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein KIAA1045 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2572 1 1044.0320 -55.24 2 62.1 15.3 2 17-35 K.VSLAVSAFKDGLRDRPSIR.R



Detailed Protein Report

1420 / 2208

Protein 1053: metastasis-associated protein MTA1 isoform MTA1 [Homo sapiens]
Accession: gi|115527080 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.7
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

301 1 638.3361 -39.53 2 33.8 15.3 0 555-567 K.SVSSVLSSLTPAK.V



Detailed Protein Report

1421 / 2208

Protein 1054: tumor necrosis factor alpha-induced protein 8-like protein 1 [Homo sapiens]
Accession: gi|269846912 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.8
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530425099 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tumor  necrosis  factor  alpha-induced  protein  8-like  
protein 1 isoform X1 [Homo sapiens]

gi|269846918 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tumor  necrosis  factor  alpha-induced  protein  8-like  protein  1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1438 1 1095.6551 -96.87 1 46.4 15.3 1 66-75 K.VALKLGLLLR.G



Detailed Protein Report

1422 / 2208

Protein 1055: patatin-like phospholipase domain-containing protein 5 isoform 1 [Homo sapiens]
Accession: gi|20304127 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

958 1 684.2638 -84.66 3 40.3 15.3 0 63-80 K.SVDFCCSHLLGMVGQLER.L Carbamidomethyl: 5



Detailed Protein Report

1423 / 2208

Protein 1056: charged multivesicular body protein 1b [Homo sapiens]
Accession: gi|31542306 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.1
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 7.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

99 1 837.3495 -153.38 2 31.2 15.3 2 7-20 K.HLFNLKFAAKELSR.S



Detailed Protein Report

1424 / 2208

Protein 1057: 40S ribosomal protein S16 [Homo sapiens]
Accession: gi|4506691 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.4
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 11.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2194 1 682.1269 129.64 3 57.8 15.2 1 34-50 K.VNGRPLEMIEPRTLQYK.L



Detailed Protein Report

1425 / 2208

Protein 1058: protein DJ-1 [Homo sapiens]
Accession: gi|31543380 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.9
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 13.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530360487 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein DJ-1 isoform X1 [Homo sapiens]

gi|183227678 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein DJ-1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1638 1 882.8299 23.17 3 50.7 15.2 1 157-182 R.GPGTSFEFALAIVEALNGKEVAAQVK.A



Detailed Protein Report

1426 / 2208

Protein 1059: small G protein signaling modulator 2 isoform 1 [Homo sapiens]
Accession: gi|148612795 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.2
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.15 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

527 1 501.2730 30.20 2 36.6 15.2 0 466-474 R.NLTAPNPMK.D Oxidation: 8 WUP:QUP 0.35
QU:MU 1.15



Detailed Protein Report

1427 / 2208

Protein 1060: PREDICTED: dapper homolog 3 isoform X1 [Homo sapiens]
Accession: gi|530415784 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.4
Database Date: 2015-11-30 pI: 12.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1795 1 823.3199 -37.56 2 52.8 15.2 0 288-303 R.LLYGCAGSDSECSAGR.L Carbamidomethyl: 5



Detailed Protein Report

1428 / 2208

Protein 1061: PREDICTED: glucose-6-phosphate 1-dehydrogenase isoform X2 [Homo sapiens]
Accession: gi|530422749 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.4
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2614 1 659.1695 -206.35 2 61.0 15.2 0 153-163 K.NIHESCMSQIR.G



Detailed Protein Report

1429 / 2208

Protein 1062: PREDICTED: DNA mismatch repair protein Msh2 isoform X1 [Homo sapiens]
Accession: gi|530367623 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.1
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 4.45 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.60 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

151 1 981.4369 -27.53 2 31.6 15.2 2 904-921 K.RSACSRPERQNQGSGELS.- QU:MU 4.45
WUP:QUP 0.60



Detailed Protein Report

1430 / 2208

Protein 1063: PREDICTED: stAR-related lipid transfer protein 5 isoform X2 [Homo sapiens]
Accession: gi|578827450 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.3
Database Date: 2015-11-30 pI: 11.7

Sequence Coverage [%]: 8.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

189 1 652.8289 4.93 2 32.3 15.1 1 32-44 R.EGVSEELGGKGSR.R QU:MU 1.30



Detailed Protein Report

1431 / 2208

Protein 1064: PREDICTED: FH1/FH2 domain-containing protein 3 isoform X6 [Homo sapiens]
Accession: gi|530413959 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 170.6
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

876 1 835.2166 -178.08 2 40.5 15.1 1 1518-
1533

R.GRGNDPGPTGNLCEEP.- Carbamidomethyl: 13



Detailed Protein Report

1432 / 2208

Protein 1065: solute carrier family 13 member 3 isoform e [Homo sapiens]
Accession: gi|301069353 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.0
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2339 1 682.2881 -68.27 3 59.7 15.1 2 69-86 K.EVRKDPSQESEENTAAVR.R



Detailed Protein Report

1433 / 2208

Protein 1066: PREDICTED: tetratricopeptide repeat protein 25 isoform X1 [Homo sapiens]
Accession: gi|578831507 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.4
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1482 1 619.9673 -68.13 3 46.9 15.1 2 411-429 K.ARSDLGAVAKGLSGELGTR.S



Detailed Protein Report

1434 / 2208

Protein 1067: mdm2-binding protein [Homo sapiens]
Accession: gi|21630257 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.1
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1646 1 1011.4579 -81.06 3 50.8 15.0 2 215-240 K.IAEYLSANVVSLEDLRNVIDSKELWR.G



Detailed Protein Report

1435 / 2208

Protein 1068: PREDICTED: serine protease 44 [Homo sapiens]
Accession: gi|530357996 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.4
Database Date: 2015-11-30 pI: 12.2

Sequence Coverage [%]: 9.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530434688 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: serine protease 44 [Homo sapiens]

gi|530373565 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: serine protease 44 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1082 1 670.8357 -47.72 2 43.6 15.0 1 94-106 R.TSRITGGLPAPDR.K



Detailed Protein Report
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Protein 1069: PREDICTED: ruvB-like 2 isoform X3 [Homo sapiens]
Accession: gi|530415520 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.3
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1247 1 419.0865 -325.47 2 43.9 15.0 0 133-139 K.MIESLTK.D Oxidation: 1



Detailed Protein Report
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Protein 1070: uncharacterized protein KIAA1751 [Homo sapiens]
Accession: gi|122937416 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 3.80 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2144 1 687.4001 47.83 2 55.2 15.0 2 366-376 R.ILKEEAEEEKR.K WUP:QUP 3.80



Detailed Protein Report
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Protein 1071: cyclin-dependent kinase 5 activator 1 [Homo sapiens]
Accession: gi|4502737 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.0
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2666 1 945.9810 -33.71 2 61.6 15.0 1 168-183 K.HLSPTDPVLWLRSVDR.S



Detailed Protein Report
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Protein 1072: GEM-interacting protein isoform 2 [Homo sapiens]
Accession: gi|573014822 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1688 1 745.8381 -60.85 2 50.9 15.0 1 2-16 M.DAAEPGLPPGPEGRK.R



Detailed Protein Report
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Protein 1073: toll-like receptor 9 precursor [Homo sapiens]
Accession: gi|8394456 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.8
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.45 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.23 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1392 3 698.8594 -48.59 2 45.8 14.9 0 235-247 K.LAPEDLANLTALR.V WUP:QUP 1.23
QU:MU 1.45



Detailed Protein Report
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Protein 1074: PREDICTED: androglobin isoform X1 [Homo sapiens]
Accession: gi|578812976 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.6
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.47 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.80 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios



Detailed Protein Report

1442 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2431 1 590.4218 113.13 3 60.3 14.9 2 849-863 R.LMKKVQITKPPPNFK.F WUP:QUP 1.80
QU:MU 0.47



Detailed Protein Report
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Protein 1075: PREDICTED: zinc finger protein 608 isoform X4 [Homo sapiens]
Accession: gi|530380059 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.1
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 1
Quantitation
QU:MU Median: 2.48 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.29 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

131 2 635.8171 -6.20 2 30.6 14.9 0 112-122 K.TYVGTLLDCTK.H Carbamidomethyl: 9 WUP:QUP 0.29
QU:MU 2.48



Detailed Protein Report
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Protein 1076: nuclear body protein SP140 isoform 2 [Homo sapiens]
Accession: gi|52487277 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.0
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 7.6
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 4.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1971 2 719.2914 -92.19 2 54.5 14.9 0 156-168 R.SHEESLAHTGTLR.R WUP:QUP 4.90



Detailed Protein Report
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Protein 1077: prolyl 3-hydroxylase 3 precursor [Homo sapiens]
Accession: gi|28466983 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1015 1 967.4606 -122.98 1 42.3 14.9 1 133-142 R.LGPGGAARLR.V



Detailed Protein Report
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Protein 1078: granulysin isoform 519 [Homo sapiens]
Accession: gi|157502222 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.8
Database Date: 2015-11-30 pI: 10.5
Modification(s): Oxidation Sequence Coverage [%]: 14.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1089 1 712.4579 130.18 3 43.7 14.8 2 64-82 K.MVDKPTQRSVSNAATRVCR.T Oxidation: 1



Detailed Protein Report
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Protein 1079: olfactory receptor 56A1 [Homo sapiens]
Accession: gi|284172508 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 9.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2787 1 1086.6653 15.08 3 65.2 14.8 1 274-302 K.KVPMDILILLNVLHHLIPPALNPIVYGVR.T



Detailed Protein Report
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Protein 1080: PREDICTED: choline transporter-like protein 3 isoform X4 [Homo sapiens]
Accession: gi|530361747 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.8
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2747 1 1044.5342 23.81 2 64.7 14.8 1 1-19 -.MHCLGAEYLVSAEGAPRQR.E



Detailed Protein Report
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Protein 1081: ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial precursor 
[Homo sapiens]

Accession: gi|7242140 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.2
Database Date: 2015-11-30 pI: 8.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

524 1 817.7754 49.53 3 35.0 14.8 1 2-26 M.PSCGACTCGAAAVRLITSSLASAQR.G Carbamidomethyl: 3



Detailed Protein Report

1450 / 2208

Protein 1082: PREDICTED: serine/threonine-protein phosphatase with EF-hands 2 isoform X1 
[Homo sapiens]

Accession: gi|578809184 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.0
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2068 1 946.8198 -78.17 2 55.7 14.8 0 487-501 R.SHECKPEGYEFCHNR.K Carbamidomethyl: 4



Detailed Protein Report
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Protein 1083: glycolipid transfer protein [Homo sapiens]
Accession: gi|7705987 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.8
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 7.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1016 1 983.1678 145.88 2 42.3 14.8 2 131-146 K.AYEMALKKYHGWIVQK.I



Detailed Protein Report
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Protein 1084: uncharacterized protein C11orf94 precursor [Homo sapiens]
Accession: gi|148229481 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 15.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2213 1 899.3247 -92.16 2 57.5 14.8 1 84-98 K.RDGPDLAEYYYDAHL.-



Detailed Protein Report
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Protein 1085: long-chain-fatty-acid--CoA ligase 5 isoform b [Homo sapiens]
Accession: gi|42794758 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.9
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|42794760 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
long-chain-fatty-acid--CoA ligase 5 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1866 1 938.3231 -159.47 2 53.7 14.8 1 110-125 K.QVSDRAEYLGSCLLHK.G Carbamidomethyl: 12



Detailed Protein Report
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Protein 1086: PREDICTED: phosphorylase b kinase gamma catalytic chain, liver/testis isoform 
isoform X3 [Homo sapiens]

Accession: gi|530408225 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.4
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 4.3

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.83 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.53 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578828573 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  phosphorylase  b  kinase  gamma  catalytic  chain,  liver/
testis isoform isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

258 1 512.5885 -45.54 3 33.2 14.8 2 14-26 K.VALSEKETRSIMR.S Oxidation: 12 QU:MU 0.83
WUP:QUP 1.53



Detailed Protein Report
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Protein 1087: mediator of RNA polymerase II transcription subunit 6 isoform 2 [Homo sapiens]
Accession: gi|42544155 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.4
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1210 1 955.6887 154.62 2 44.7 14.8 0 192-208 K.FVQLKPGEKPVPVDQTK.K



Detailed Protein Report
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Protein 1088: PREDICTED: WD repeat-containing protein 88 isoform X1 [Homo sapiens]
Accession: gi|578833944 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.61 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1628 1 882.4156 -3.95 2 48.7 14.8 1 185-199 R.YDTFIVSCKFSPDGK.Y Carbamidomethyl: 8 QU:MU 0.61



Detailed Protein Report
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Protein 1089: PREDICTED: coiled-coil domain-containing protein 114 isoform X4 [Homo sapiens]
Accession: gi|530417580 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.2
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

188 1 793.9104 -9.49 2 32.3 14.8 2 53-66 K.REKQAGEVAEGVWK.T



Detailed Protein Report
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Protein 1090: PREDICTED: keratin, type I cuticular Ha1 isoform X1 [Homo sapiens]
Accession: gi|530412192 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.2
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.68 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530431086 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: keratin, type I cuticular Ha1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

881 1 512.1602 -149.56 2 39.4 14.7 0 358-366 R.SLLESEDCK.- QU:MU 1.68



Detailed Protein Report
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Protein 1091: guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 [Homo sapiens]
Accession: gi|20357529 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.3
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 5.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2534 1 1051.5171 26.06 2 60.0 14.7 0 284-301 R.LLLAGYDDFNCNIWDAMK.G



Detailed Protein Report
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Protein 1092: melanoma-associated antigen C3 isoform 1 [Homo sapiens]
Accession: gi|20162568 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.9
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2527 1 913.0731 131.56 2 62.2 14.7 2 122-135 K.QREEPQDWPLNEKR.T



Detailed Protein Report
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Protein 1093: PREDICTED: uncharacterized protein CXorf65 isoform X1 [Homo sapiens]
Accession: gi|530421697 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.6
Database Date: 2015-11-30 pI: 11.1

Sequence Coverage [%]: 8.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2029 1 732.3134 -180.02 2 53.8 14.7 1 108-121 K.KVVIIEPPASVPSK.Q



Detailed Protein Report
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Protein 1094: sodium/potassium-transporting ATPase subunit alpha-2 proprotein [Homo sapiens]
Accession: gi|4502271 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.2
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 2.96 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2397 1 805.8341 -70.08 2 60.4 14.7 0 580-593 K.LCFVGLMSMIDPPR.A Oxidation: 7, 9 WUP:QUP 2.96



Detailed Protein Report
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Protein 1095: BTB/POZ domain-containing protein 9 isoform b [Homo sapiens]
Accession: gi|151108435 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.5
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2400 1 938.4644 18.43 3 59.9 14.7 2 190-213 R.SESRDMDLNYRGMLIPEENIATMK.Y



Detailed Protein Report
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Protein 1096: PREDICTED: patatin-like phospholipase domain-containing protein 7 isoform X7 
[Homo sapiens]

Accession: gi|530426740 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2108 1 1052.4312 -68.35 2 56.7 14.6 1 574-590 R.DCSFLSISKAHFYEIMR.K Carbamidomethyl: 2



Detailed Protein Report
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Protein 1097: ATP-binding cassette sub-family A member 5 [Homo sapiens]
Accession: gi|27262624 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 186.4
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.54 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.27 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|27262626 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ATP-binding cassette sub-family A member 5 [Homo sapiens]



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2136 1 805.8396 -128.42 2 55.1 14.6 1 1560-
1573

R.QESFSSILAYKIPK.E WUP:QUP 1.27
QU:MU 2.54



Detailed Protein Report
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Protein 1098: PREDICTED: general transcription factor 3C polypeptide 1 isoform X1 [Homo sapiens]
Accession: gi|578828542 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 231.4
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2710 1 941.5667 103.70 2 62.3 14.6 2 129-144 R.TKSLQPRCTMVEAFDR.W



Detailed Protein Report
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Protein 1099: ankyrin repeat and BTB/POZ domain-containing protein 2 [Homo sapiens]
Accession: gi|300796386 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.6
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1098 1 955.4548 -49.92 2 43.8 14.6 0 999-1015 K.VQGLDPLQDLQNTLAER.V



Detailed Protein Report
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Protein 1100: zinc finger protein 775 [Homo sapiens]
Accession: gi|116256460 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.7
Database Date: 2015-11-30 pI: 12.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

122 1 1029.4533 -54.70 2 31.5 14.6 1 355-373 K.HLRTHLPGAQAAPCPSCGK.S Carbamidomethyl: 14, 17



Detailed Protein Report
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Protein 1101: arylsulfatase F precursor [Homo sapiens]
Accession: gi|31742482 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.9
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|319996606 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
arylsulfatase F precursor [Homo sapiens]

gi|319996604 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

arylsulfatase F precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1746 1 672.9041 -110.19 3 52.1 14.5 0 560-576 R.TWLKPCCGVFPFCLCDK.E Carbamidomethyl: 13



Detailed Protein Report
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Protein 1102: glutamate--cysteine ligase catalytic subunit isoform a [Homo sapiens]
Accession: gi|4557625 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.7
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.60 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2754 1 557.9575 265.47 2 65.6 14.5 1 183-191 K.HPRFSTLTR.N WUP:QUP 1.60



Detailed Protein Report

1473 / 2208

Protein 1103: protein EURL homolog isoform 3 [Homo sapiens]
Accession: gi|154426270 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.3
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

175 1 877.0244 -23.87 3 31.9 14.5 0 1-22 -.MNEEEQFVNIDLNDDNICSVCK.L Carbamidomethyl: 18



Detailed Protein Report

1474 / 2208

Protein 1104: PREDICTED: cGMP-inhibited 3',5'-cyclic phosphodiesterase A isoform X1 [Homo 
sapiens]

Accession: gi|578822894 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.5
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.51 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

645 1 647.6267 -227.08 2 36.5 14.5 0 83-93 R.GEVGCDLEQCK.E Carbamidomethyl: 5, 10 WUP:QUP 0.51



Detailed Protein Report

1475 / 2208

Protein 1105: T-cell activation inhibitor, mitochondrial isoform 3 [Homo sapiens]
Accession: gi|544710724 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.2
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578806007 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  T-cell  activation  inhibitor,  mitochondrial  isoform  X1  
[Homo sapiens]

gi|544710792 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

T-cell activation inhibitor, mitochondrial isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1560 1 724.9960 -32.87 3 49.7 14.5 2 294-311 K.LYKEPSISSIQMVDCCKR.L Carbamidomethyl: 15; 
Oxidation: 12



Detailed Protein Report

1476 / 2208

Protein 1106: NHL repeat-containing protein 2 [Homo sapiens]
Accession: gi|42476013 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.4
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.70 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

330 1 782.3795 -43.66 2 34.1 14.5 0 603-617 R.LSPVTACAGQTLQFK.L QU:MU 0.70



Detailed Protein Report

1477 / 2208

Protein 1107: PREDICTED: target of Nesh-SH3 isoform X33 [Homo sapiens]
Accession: gi|530374326 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.7
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

986 1 955.6747 172.89 1 41.9 14.5 0 628-636 K.TTPSPEVPK.S



Detailed Protein Report

1478 / 2208

Protein 1108: PREDICTED: transcription factor COE4 isoform X3 [Homo sapiens]
Accession: gi|578835491 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.1
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2275 1 899.3236 -147.38 2 56.8 14.4 1 92-106 R.TEQDLYVRLIDSMSK.Q



Detailed Protein Report

1479 / 2208

Protein 1109: PREDICTED: small nuclear protein PRAC2-like [Homo sapiens]
Accession: gi|578795609 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.3
Database Date: 2015-11-30 pI: 12.6

Sequence Coverage [%]: 13.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578844002 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: small nuclear protein PRAC2-like [Homo sapiens]

gi|578813255 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: small nuclear protein PRAC2-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2421 1 818.3153 -104.73 2 60.7 14.4 0 82-96 K.ACPQFLLEWSASAGR.G



Detailed Protein Report

1480 / 2208

Protein 1110: serpin H1 precursor [Homo sapiens]
Accession: gi|32454741 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.4
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578821832 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: serpin H1 isoform X3 [Homo sapiens]

gi|578821830 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: serpin H1 isoform X2 [Homo sapiens]

gi|578821828 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: serpin H1 isoform X1 [Homo sapiens]

gi|333360851 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

serpin H1 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1592 1 910.3836 -67.04 2 49.6 14.4 0 168-184 R.SALQSINEWAAQTTDGK.L



Detailed Protein Report

1481 / 2208

Protein 1111: UPF0609 protein C4orf27 [Homo sapiens]
Accession: gi|157388914 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1471 1 620.4233 145.55 3 48.1 14.4 1 150-166 K.KNCIIVPNGDNVFAAVK.L Carbamidomethyl: 3



Detailed Protein Report

1482 / 2208

Protein 1112: beta-1-syntrophin [Homo sapiens]
Accession: gi|11321640 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2302 1 703.3364 -29.47 2 57.1 14.4 0 388-401 K.GSPQAGVDLSFATR.T



Detailed Protein Report

1483 / 2208

Protein 1113: granzyme A precursor [Homo sapiens]
Accession: gi|5453676 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.9
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.3

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.65 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.71 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

92 1 566.5853 -66.20 3 30.1 14.4 1 62-75 K.DWVLTAAHCNLNKR.S Carbamidomethyl: 9 WUP:QUP 0.71
QU:MU 1.65



Detailed Protein Report

1484 / 2208

Protein 1114: E3 ubiquitin-protein ligase DTX3L [Homo sapiens]
Accession: gi|19923717 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.5
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1498 1 982.5825 15.99 2 48.4 14.4 1 1-17 -.MASHLRPPSPLLVRVYK.S



Detailed Protein Report

1485 / 2208

Protein 1115: PREDICTED: dipeptidyl peptidase 9 isoform X2 [Homo sapiens]
Accession: gi|530425489 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2196 1 994.6661 122.52 2 57.8 14.4 2 341-358 K.NPKIALKLAEFQTDSQGK.I



Detailed Protein Report

1486 / 2208

Protein 1116: 1,4-alpha-glucan-branching enzyme [Homo sapiens]
Accession: gi|189458812 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.4
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2742 1 729.3802 64.57 2 65.4 14.4 1 579-589 K.FLNNFDRDMNR.L Oxidation: 9



Detailed Protein Report

1487 / 2208

Protein 1117: serine palmitoyltransferase 1 isoform b [Homo sapiens]
Accession: gi|30474871 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.1
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 7.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2660 1 550.5095 265.16 2 64.3 14.3 2 117-127 R.VKAAALASLKK.Y



Detailed Protein Report

1488 / 2208

Protein 1118: proprotein convertase subtilisin/kexin type 9 preproprotein [Homo sapiens]
Accession: gi|31317307 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2788 1 714.6895 34.37 3 66.0 14.3 0 660-680 R.DVSTTGSTSEGAVTAVAICCR.S Carbamidomethyl: 19, 20



Detailed Protein Report

1489 / 2208

Protein 1119: G protein-activated inward rectifier potassium channel 3 [Homo sapiens]
Accession: gi|25121970 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.0
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 4.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578800900 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  G  protein-activated  inward  rectifier  potassium channel  
3 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1255 1 937.9577 39.66 2 45.3 14.3 0 1-17 -.MAQENAAFSPGQEEPPR.R Oxidation: 1



Detailed Protein Report

1490 / 2208

Protein 1120: anaphase-promoting complex subunit 11 isoform 4 [Homo sapiens]
Accession: gi|574956971 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.9
Database Date: 2015-11-30 pI: 12.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 21.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1140 1 1019.2076 93.06 3 43.8 14.3 1 68-97 R.CPATTARWCGASAPTASTCIASSSGCTHSR.C Carbamidomethyl: 9, 19



Detailed Protein Report

1491 / 2208

Protein 1121: PREDICTED: zinc finger CCCH domain-containing protein 6 isoform X2 [Homo 
sapiens]

Accession: gi|578804313 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.5
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1396 7 830.0815 105.87 2 47.6 14.3 2 456-469 K.SILKTLQKQTETLR.N



Detailed Protein Report

1492 / 2208

Protein 1122: probable ATP-dependent RNA helicase DHX58 [Homo sapiens]
Accession: gi|149408122 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1926 1 618.9091 -113.75 3 52.4 14.3 1 614-629 R.NCGEVWGLQMIYKSVK.L



Detailed Protein Report

1493 / 2208

Protein 1123: upstream stimulatory factor 2 isoform 2 [Homo sapiens]
Accession: gi|46877105 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.6
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1816 2 898.8604 -121.72 2 52.5 14.3 2 205-221 K.TGASKGGILSKACDYIR.E Carbamidomethyl: 13



Detailed Protein Report

1494 / 2208

Protein 1124: PREDICTED: polyamine-modulated factor 1-binding protein 1 isoform X3 [Homo 
sapiens]

Accession: gi|578829261 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.6
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578829263 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: polyamine-modulated factor 1-binding protein 1 isoform 
X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1491 1 472.2634 90.28 2 48.8 14.3 1 1011-
1017

K.NKCDFFL.- Carbamidomethyl: 3



Detailed Protein Report

1495 / 2208

Protein 1125: probable ATP-dependent RNA helicase DHX36 isoform 2 [Homo sapiens]
Accession: gi|167830436 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.1
Database Date: 2015-11-30 pI: 8.3

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

338 1 686.9336 150.15 2 32.9 14.3 2 35-52 R.GSGGGGGGGGGGRGGRGR.H



Detailed Protein Report

1496 / 2208

Protein 1126: PREDICTED: cyclin-dependent kinase inhibitor 2A isoform X3 [Homo sapiens]
Accession: gi|530389655 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.2
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 11.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

704 1 600.1941 -134.67 2 38.4 14.3 0 94-105 R.IDAAEGPSDIPD.-



Detailed Protein Report

1497 / 2208

Protein 1127: PREDICTED: integrin alpha-7 isoform X3 [Homo sapiens]
Accession: gi|530400184 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.6
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1967 3 665.2921 -47.52 2 55.0 14.3 0 1151-
1162

R.STPRPPCPSTMR.- QU:MU 0.72



Detailed Protein Report

1498 / 2208

Protein 1128: noggin precursor [Homo sapiens]
Accession: gi|4885523 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1566 1 862.7593 -26.29 3 47.9 14.3 2 182-204 K.RSCSVPEGMVCKPSKSVHLTVLR.W Carbamidomethyl: 11; 
Oxidation: 9



Detailed Protein Report

1499 / 2208

Protein 1129: selenium-binding protein 1 isoform 2 [Homo sapiens]
Accession: gi|385137128 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.4
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1766 1 1045.8477 -101.94 2 50.4 14.3 1 1-20 -.MATKCGNCGPGYSTPLEAMK.G Oxidation: 1, 19



Detailed Protein Report

1500 / 2208

Protein 1130: LON peptidase N-terminal domain and RING finger protein 2 [Homo sapiens]
Accession: gi|148528975 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.6
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

899 1 491.6498 -154.78 2 40.8 14.2 1 568-575 R.CMETGTKR.F Carbamidomethyl: 1



Detailed Protein Report

1501 / 2208

Protein 1131: chymotrypsinogen B precursor [Homo sapiens]
Accession: gi|118498341 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.7
Database Date: 2015-11-30 pI: 7.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

323 1 939.4727 58.29 3 32.7 14.2 0 194-221 R.ITDVMICAGASGVSSCMGDSGGPLVCQK.D Carbamidomethyl: 16, 26; 
Oxidation: 17



Detailed Protein Report

1502 / 2208

Protein 1132: PREDICTED: NADPH oxidase activator 1 isoform X1 [Homo sapiens]
Accession: gi|578817006 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.5
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2321 1 1002.7244 204.94 1 59.5 14.2 0 310-318 K.CFVVPAGPR.M Carbamidomethyl: 1



Detailed Protein Report

1503 / 2208

Protein 1133: PREDICTED: putative uncharacterized protein FLJ46235-like [Homo sapiens]
Accession: gi|530359082 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.4
Database Date: 2015-11-30 pI: 13.0

Sequence Coverage [%]: 6.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530435845 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  putative  uncharacterized  protein  FLJ46235-like  [Homo 
sapiens]

gi|530386771 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  putative  uncharacterized  protein  FLJ46235-like  [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2544 1 694.4688 179.47 2 60.1 14.2 0 2-15 M.PSPSLQTAASDSAR.A



Detailed Protein Report

1504 / 2208

Protein 1134: leucine-rich repeat-containing protein 10 [Homo sapiens]
Accession: gi|63003903 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.6
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

611 1 536.1729 -265.36 2 37.2 14.2 0 89-98 K.ALPQVVCTLK.Q



Detailed Protein Report

1505 / 2208

Protein 1135: 60S acidic ribosomal protein P0 [Homo sapiens]
Accession: gi|4506667 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.3
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|16933546 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
60S acidic ribosomal protein P0 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1927 1 918.3436 -0.04 2 54.0 14.2 0 302-317 K.EESEESDEDMGFGLFD.-



Detailed Protein Report

1506 / 2208

Protein 1136: PREDICTED: nuclear receptor subfamily 4 group A member 1 isoform X2 [Homo 
sapiens]

Accession: gi|530400145 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.4
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2308 1 973.1508 106.11 2 58.7 14.2 0 10-27 K.ILIEGLHHGQRPGPAPPR.Q



Detailed Protein Report

1507 / 2208

Protein 1137: telomerase-binding protein EST1A isoform 3 [Homo sapiens]
Accession: gi|378744171 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.4
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.63 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.19 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530410170 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  telomerase-binding  protein  EST1A  isoform  X3  [Homo  
sapiens]

gi|378744173 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

telomerase-binding protein EST1A isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2172 1 666.3077 -111.59 2 57.5 14.2 1 2-13 M.ETFPAVAEKVLK.E WUP:QUP 0.19
QU:MU 0.63



Detailed Protein Report

1508 / 2208

Protein 1138: PREDICTED: dedicator of cytokinesis protein 6 isoform X5 [Homo sapiens]
Accession: gi|578833406 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.0
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.44 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1355 1 695.8559 -59.65 2 46.5 14.1 0 1134-
1146

R.LPQLMAPTPPGLR.N QU:MU 0.44



Detailed Protein Report

1509 / 2208

Protein 1139: POU domain, class 2, transcription factor 3 isoform 1 [Homo sapiens]
Accession: gi|148664218 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.4
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.41 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

465 1 643.8361 18.68 2 35.8 14.1 0 2-12 M.VNLESMHTDIK.M WUP:QUP 0.41



Detailed Protein Report

1510 / 2208

Protein 1140: zinc finger imprinted 2 [Homo sapiens]
Accession: gi|33354273 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.1
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|226423929 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger imprinted 2 [Homo sapiens]

gi|226423927 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger imprinted 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2843 1 616.8649 -144.67 3 64.2 14.1 0 487-501 R.THTQERPYQCQLCGK.C Carbamidomethyl: 13



Detailed Protein Report

1511 / 2208

Protein 1141: homeobox protein Hox-D8 isoform 2 [Homo sapiens]
Accession: gi|315075340 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.8
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1773 1 798.3031 -132.50 2 52.5 14.1 1 2-14 M.SSYFVNPLYSKYK.A



Detailed Protein Report

1512 / 2208

Protein 1142: heterogeneous nuclear ribonucleoprotein U isoform b [Homo sapiens]
Accession: gi|14141161 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.9
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

437 2 658.3928 -3.68 2 35.1 14.1 2 11-21 K.LKVSELKEELK.K



Detailed Protein Report

1513 / 2208

Protein 1143: beta-Ala-His dipeptidase precursor [Homo sapiens]
Accession: gi|21071039 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2217 1 1288.9464 -38.66 3 57.6 14.1 2 335-368 K.EEILMHLWRYPSLSIHGIEGAFDEPGTKTVIPGR.V Oxidation: 5



Detailed Protein Report

1514 / 2208

Protein 1144: PREDICTED: urea transporter 1 isoform X1 [Homo sapiens]
Accession: gi|530413917 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.3
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.65 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1091 1 622.3184 -16.57 2 43.8 14.1 1 2-14 M.NGRSLIGGAGDAR.H QU:MU 0.65



Detailed Protein Report

1515 / 2208

Protein 1145: nitric oxide synthase, inducible [Homo sapiens]
Accession: gi|24041029 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 131.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2767 1 841.9071 -64.44 2 65.0 14.1 1 517-530 K.VLVKAVLFACMLMR.K Carbamidomethyl: 10; 
Oxidation: 11, 13



Detailed Protein Report

1516 / 2208

Protein 1146: abhydrolase domain-containing protein 16A isoform b [Homo sapiens]
Accession: gi|294660765 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.3
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1466 1 846.6175 -88.48 3 48.0 14.1 0 469-491 R.SYQAEHGPDFPWSVGEDMSADGR.R



Detailed Protein Report

1517 / 2208

Protein 1147: krev interaction trapped protein 1 isoform 2 [Homo sapiens]
Accession: gi|61742817 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.6
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578814707 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  krev  interaction  trapped  protein  1  isoform  X15  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1509 1 829.3458 -157.64 2 49.1 14.1 1 658-672 K.MSFIVHTKQAGLVVK.L



Detailed Protein Report

1518 / 2208

Protein 1148: contactin-2 precursor [Homo sapiens]
Accession: gi|4827022 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.3
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

159 1 619.6506 -71.74 3 31.7 14.0 1 599-617 K.EATVLVRGPPGPPGGVVVR.D



Detailed Protein Report

1519 / 2208

Protein 1149: cytokine receptor common subunit beta precursor [Homo sapiens]
Accession: gi|4559408 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.3
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2606 1 495.0590 111.94 4 60.9 14.0 0 601-619 R.SLPDILGQPEPPQEGGSQK.S



Detailed Protein Report

1520 / 2208

Protein 1150: PREDICTED: proline-rich protein PRCC isoform X2 [Homo sapiens]
Accession: gi|530365026 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2229 1 666.3544 -49.99 2 56.2 14.0 1 143-154 K.EPVKIAAPELHK.G



Detailed Protein Report

1521 / 2208

Protein 1151: PREDICTED: guanine nucleotide-binding protein G(olf) subunit alpha isoform X3 
[Homo sapiens]

Accession: gi|578832131 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

826 1 737.3742 -17.03 3 40.3 14.0 2 47-67 R.DTARTLLPRGGEGSPACARPK.A Carbamidomethyl: 17



Detailed Protein Report

1522 / 2208

Protein 1152: F-box only protein 31 isoform 1 [Homo sapiens]
Accession: gi|83035136 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.6
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2106 1 925.3145 -137.61 2 56.2 13.9 2 1-17 -.MAVCARLCGVGPSRGCR.R Carbamidomethyl: 4, 8



Detailed Protein Report

1523 / 2208

Protein 1153: PREDICTED: Na(+)/H(+) exchange regulatory cofactor NHE-RF2 isoform X1 [Homo 
sapiens]

Accession: gi|530409419 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.0
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

513 1 746.2002 -160.22 2 36.4 13.9 0 149-162 R.TPATCCHCAAVMAR.S Carbamidomethyl: 6



Detailed Protein Report

1524 / 2208

Protein 1154: bisphosphoglycerate mutase [Homo sapiens]
Accession: gi|4502445 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.0
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.78 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.04 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578814542 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  bisphosphoglycerate  mutase  isoform  X1  [Homo  
sapiens]

gi|40353764 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

bisphosphoglycerate mutase [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

875 1 770.8392 -29.89 2 39.4 13.9 0 101-113 R.EQMALNHGEEQVR.L WUP:QUP 1.04
QU:MU 0.78



Detailed Protein Report

1525 / 2208

Protein 1155: tRNA-dihydrouridine(47) synthase [NAD(P)(+)]-like isoform 1 [Homo sapiens]
Accession: gi|239788462 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.5
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1713 1 1108.3609 -134.91 2 51.7 13.9 1 53-73 K.TCRETEVGDPAGNELAEPEAK.R



Detailed Protein Report

1526 / 2208

Protein 1156: heterogeneous nuclear ribonucleoprotein D-like isoform b [Homo sapiens]
Accession: gi|332801090 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.0
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 5.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1687 1 1044.9895 -108.72 2 50.9 13.9 2 37-56 R.QLAPLLPSLAPSSARQGARR.A



Detailed Protein Report

1527 / 2208

Protein 1157: copine-2 [Homo sapiens]
Accession: gi|30181236 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.2
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

909 1 578.3188 -12.36 3 41.4 13.9 0 522-536 K.AVLAELPQQVVQYFK.H



Detailed Protein Report

1528 / 2208

Protein 1158: PREDICTED: uncharacterized protein LOC101928589 [Homo sapiens]
Accession: gi|530422285 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 2.11 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.41 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

94 1 809.4140 12.04 2 31.1 13.9 0 120-135 R.TVCGAGQLVASTPNSR.D Carbamidomethyl: 3 WUP:QUP 0.41
QU:MU 2.11



Detailed Protein Report

1529 / 2208

Protein 1159: PREDICTED: polycystin-1-like [Homo sapiens]
Accession: gi|530437735 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.9
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1831 1 1057.3580 -212.11 1 52.7 13.9 1 187-195 R.SCLKQTLHK.L



Detailed Protein Report

1530 / 2208

Protein 1160: PREDICTED: oral-facial-digital syndrome 1 protein isoform X11 [Homo sapiens]
Accession: gi|530421293 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 2.10 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

564 2 599.3063 -105.08 2 37.0 13.9 2 308-318 R.RLSSTPLPKAK.R WUP:QUP 2.10



Detailed Protein Report

1531 / 2208

Protein 1161: PREDICTED: zinc finger protein with KRAB and SCAN domains 4 isoform X3 [Homo 
sapiens]

Accession: gi|530381975 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530381977 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  protein  with  KRAB  and  SCAN  domains  4  
isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2244 1 972.9601 -38.26 2 56.4 13.9 0 8-26 K.NAALDAQSAEDQTGLLTVK.V



Detailed Protein Report

1532 / 2208

Protein 1162: protein FAM222B isoform 1 [Homo sapiens]
Accession: gi|568786296 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578831131 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM222B isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

7 1 804.3526 -6.18 2 29.0 13.9 1 24-37 R.DSSTHQGDTTQKMR.T Oxidation: 13



Detailed Protein Report

1533 / 2208

Protein 1163: succinate-semialdehyde dehydrogenase, mitochondrial isoform 2 precursor [Homo 
sapiens]

Accession: gi|4507229 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.2
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2507 1 822.4446 39.86 2 61.9 13.9 1 515-528 R.EGSKYGIDEYLELK.Y



Detailed Protein Report

1534 / 2208

Protein 1164: dynein assembly factor 3, axonemal isoform 2 [Homo sapiens]
Accession: gi|73476319 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.4
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

436 1 738.9740 -117.81 3 35.1 13.9 2 1-22 -.MLPLLDSSKRAGTLGSGCGVPR.V



Detailed Protein Report

1535 / 2208

Protein 1165: protocadherin beta-1 precursor [Homo sapiens]
Accession: gi|14195607 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.4
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

283 1 815.0883 28.08 3 33.2 13.8 2 621-640 R.QNGEIHTLRQISERDPMMQK.L Oxidation: 17, 18



Detailed Protein Report

1536 / 2208

Protein 1166: PREDICTED: apoptosis-resistant E3 ubiquitin protein ligase 1 isoform X2 [Homo 
sapiens]

Accession: gi|530404992 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.6
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2591 1 557.8482 105.51 2 60.7 13.8 1 388-396 R.LKMYEFAGR.L



Detailed Protein Report

1537 / 2208

Protein 1167: iodotyrosine dehalogenase 1 isoform 3 [Homo sapiens]
Accession: gi|257743489 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1605 1 1008.8011 -96.76 3 50.3 13.8 1 1-25 -.MYFLTPILVAILCILVVWIFKNADR.S Carbamidomethyl: 13; 
Oxidation: 1



Detailed Protein Report

1538 / 2208

Protein 1168: PREDICTED: monoacylglycerol lipase ABHD12 isoform X3 [Homo sapiens]
Accession: gi|530425689 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.5
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

413 2 435.7618 34.22 2 35.1 13.8 0 261-268 R.GPLMLSPR.I



Detailed Protein Report

1539 / 2208

Protein 1169: PREDICTED: immunoglobulin superfamily member 8 isoform X3 [Homo sapiens]
Accession: gi|578801731 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.3
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.55 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.73 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1931 1 719.7780 -145.57 2 54.5 13.8 2 389-401 R.CLAKAYVRGSGTR.L Carbamidomethyl: 1 WUP:QUP 0.73
QU:MU 1.55



Detailed Protein Report

1540 / 2208

Protein 1170: PREDICTED: mitogen-activated protein kinase kinase kinase 8 isoform X4 [Homo 
sapiens]

Accession: gi|578818254 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.9
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.69 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

949 1 646.1628 -186.29 2 41.4 13.8 0 382-393 R.LNMAEGCHVCSK.L QU:MU 1.69



Detailed Protein Report
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Protein 1171: rho GTPase-activating protein 12 isoform 5 [Homo sapiens]
Accession: gi|398303814 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.7
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1695 1 865.1582 65.82 3 49.5 13.8 1 470-491 K.TRQGTELLIQSDNDTVINDWFK.V



Detailed Protein Report
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Protein 1172: PREDICTED: RNA-binding protein 6-like [Homo sapiens]
Accession: gi|578840146 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1137 1 593.6896 -206.81 2 44.3 13.8 0 8-19 R.LQVNGGGDTGIR.G



Detailed Protein Report
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Protein 1173: PREDICTED: ankyrin repeat and sterile alpha motif domain-containing protein 1B 
isoform X17 [Homo sapiens]

Accession: gi|578824012 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.12 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.25 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1762 1 916.3154 -149.52 2 52.4 13.7 1 179-194 K.MIISAHPNLMSCNTRK.H Oxidation: 10 WUP:QUP 1.25
QU:MU 0.12



Detailed Protein Report
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Protein 1174: PREDICTED: PITH domain-containing protein 1 isoform X1 [Homo sapiens]
Accession: gi|530361255 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.6
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 9.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.54 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.79 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2184 1 951.3370 -89.38 2 57.7 13.7 0 90-106 K.GIIIMGEDDDSHPSEMR.L WUP:QUP 0.79
QU:MU 1.54



Detailed Protein Report
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Protein 1175: E3 ubiquitin-protein ligase RAD18 [Homo sapiens]
Accession: gi|256818821 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 8.6

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

703 1 847.0893 137.09 2 38.8 13.7 1 262-276 K.EHGLSIQGNKQQLIK.R



Detailed Protein Report
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Protein 1176: glucose-dependent insulinotropic receptor [Homo sapiens]
Accession: gi|30425400 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.9
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 6.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1747 1 1273.4623 -117.75 2 51.6 13.7 2 191-213 K.IASMHSQQIRKMEHAGAMAGGYR.S Oxidation: 12



Detailed Protein Report
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Protein 1177: metallothionein-2 [Homo sapiens]
Accession: gi|5174764 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 36.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1689 1 1134.8861 -12.81 2 51.4 13.7 1 1-22 -.MDPNCSCAAGDSCTCAGSCKCK.E Carbamidomethyl: 19, 21



Detailed Protein Report
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Protein 1178: PREDICTED: STE20-related kinase adapter protein alpha isoform X6 [Homo sapiens]
Accession: gi|530413123 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.1
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

58 1 516.8847 -52.61 3 29.7 13.7 1 281-295 K.DMPATQGEDSTVKGI.-



Detailed Protein Report
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Protein 1179: activator of basal transcription 1 [Homo sapiens]
Accession: gi|7019319 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.1
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 6.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2718 1 905.0001 0.91 2 65.1 13.7 2 117-133 R.IAKRVAASLHNTPMGAR.R Oxidation: 14



Detailed Protein Report
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Protein 1180: ret finger protein-like 3 isoform 2 [Homo sapiens]
Accession: gi|5730013 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 6.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2145 2 1013.3708 -30.21 2 56.7 13.7 0 41-58 K.EPHGEDLLCCCCSMVSQR.N Oxidation: 14



Detailed Protein Report
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Protein 1181: PREDICTED: transmembrane protein 74B isoform X2 [Homo sapiens]
Accession: gi|530425788 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.0
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578835461 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transmembrane protein 74B isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1546 1 676.3228 -78.11 2 49.5 13.6 2 191-202 K.GSRKTYGSINLR.M



Detailed Protein Report
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Protein 1182: retinal-specific ATP-binding cassette transporter [Homo sapiens]
Accession: gi|105990541 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 255.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 0.5
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2411 1 1045.2315 -153.98 1 60.6 13.6 0 1172-
1182

K.GSEGTCSCSSK.G



Detailed Protein Report
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Protein 1183: transmembrane protein 133 [Homo sapiens]
Accession: gi|14042933 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

101 1 753.3098 -36.66 3 31.2 13.6 0 1-20 -.MTSHHCVGPGNHISWSGHEK.E Carbamidomethyl: 6



Detailed Protein Report
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Protein 1184: PREDICTED: urea transporter 1 isoform X6 [Homo sapiens]
Accession: gi|578832648 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.4
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 5.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1598 1 927.4639 48.47 3 49.7 13.6 1 29-52 K.EPEEEIAMEDSPTMVRVDSPTMVR.G Oxidation: 14, 22



Detailed Protein Report
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Protein 1185: PREDICTED: EF-hand domain-containing protein D2 isoform X1 [Homo sapiens]
Accession: gi|530361370 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

453 1 572.6547 -231.51 2 34.2 13.6 0 79-87 R.VFNPYTEFK.E



Detailed Protein Report
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Protein 1186: PREDICTED: helicase POLQ-like isoform X8 [Homo sapiens]
Accession: gi|578808747 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.5
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1448 1 626.6972 -186.66 2 46.5 13.6 1 1-10 -.MLQELLCCRK.D Oxidation: 1



Detailed Protein Report
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Protein 1187: PREDICTED: programmed cell death protein 4 isoform X1 [Homo sapiens]
Accession: gi|530393428 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.4
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 8.46 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578819263 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  programmed  cell  death  protein  4  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2121 1 797.4163 -60.05 2 56.9 13.6 1 57-70 K.LLKDLPELALDTPR.A WUP:QUP 8.46



Detailed Protein Report
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Protein 1188: structural maintenance of chromosomes protein 1B [Homo sapiens]
Accession: gi|71565160 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.7
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.99 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2132 1 757.3003 -55.47 2 55.0 13.6 1 1117-
1129

K.RFMPMDNLSGGEK.C Oxidation: 3, 5 WUP:QUP 0.99



Detailed Protein Report
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Protein 1189: PREDICTED: PR domain zinc finger protein 1 isoform X1 [Homo sapiens]
Accession: gi|530383954 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1285 4 598.7793 9.10 2 46.2 13.6 0 129-138 R.GSPEMPFYPR.V Oxidation: 5



Detailed Protein Report
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Protein 1190: gelsolin isoform b [Homo sapiens]
Accession: gi|38044288 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530391028 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: gelsolin isoform X6 [Homo sapiens]

gi|189083778 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

gelsolin isoform b [Homo sapiens]

gi|189083776 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

gelsolin isoform b [Homo sapiens]

gi|189083772 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

gelsolin isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

943 1 660.3451 -9.44 2 41.8 13.5 0 534-546 K.AGALNSNDAFVLK.T



Detailed Protein Report
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Protein 1191: PREDICTED: cyclin-L2 isoform X7 [Homo sapiens]
Accession: gi|578799847 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 11.5

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

510 1 469.1462 -224.93 2 34.8 13.5 2 282-288 R.TGRRYER.D WUP:QUP 0.16



Detailed Protein Report
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Protein 1192: PREDICTED: receptor-type tyrosine-protein phosphatase zeta isoform X2 [Homo 
sapiens]

Accession: gi|578814473 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 207.2
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of m/z meas. z Rt Score P Range Sequence Modification



Detailed Protein Report
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Cmpds. Δ m/z 
[ppm]

[min]

2103 1 1131.3567 -83.48 3 56.2 13.5 1 962-995 K.SDAGLVGGGEDGDTDDDGDDDDDDRGSDGLSIHK.C



Detailed Protein Report

1566 / 2208

Protein 1193: RAS guanyl-releasing protein 4 isoform f [Homo sapiens]
Accession: gi|226246584 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.9
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 5.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1426 1 817.1045 28.93 3 47.5 13.5 0 164-189 R.LGDSSDLLSPGGPGPPLPMSSPGLGK.K Oxidation: 19



Detailed Protein Report
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Protein 1194: PREDICTED: cytochrome P450 2U1 isoform X4 [Homo sapiens]
Accession: gi|530377130 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.1
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

332 1 752.4965 78.30 3 32.8 13.5 1 91-112 R.TRAAGIDPSVIGPQVLLAHLAR.V



Detailed Protein Report
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Protein 1195: cyclic AMP-responsive element-binding protein 3-like protein 4 isoform 2 [Homo 
sapiens]

Accession: gi|364023829 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.2
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578800562 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  cyclic  AMP-responsive  element-binding  protein  3-like  
protein 4 isoform X1 [Homo sapiens]

gi|364023831 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

cyclic  AMP-responsive  element-binding  protein  3-like  protein  4  
isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

634 1 676.8750 44.62 4 37.5 13.5 0 150-174 R.AGTVAPVPCTTLLPCQTLFLTDEEK.R Carbamidomethyl: 9



Detailed Protein Report
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Protein 1196: caspase recruitment domain-containing protein 16 isoform 2 [Homo sapiens]
Accession: gi|16751833 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.7
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 19.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1484 1 1059.1226 52.34 2 48.2 13.5 2 46-64 R.ENATVMDKTRALIDSVIPK.G Oxidation: 6



Detailed Protein Report
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Protein 1197: PREDICTED: leucine-rich repeat-containing protein 28 isoform X6 [Homo sapiens]
Accession: gi|578826607 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.2
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2523 1 856.5611 147.82 2 62.1 13.5 1 1-14 -.MCLSLQYLTVDRNR.L



Detailed Protein Report
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Protein 1198: PREDICTED: tubby protein homolog isoform X2 [Homo sapiens]
Accession: gi|578820749 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.6
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1339 1 661.4013 77.79 3 46.9 13.5 2 83-99 K.KRQEPLMVQANADGRPR.S Oxidation: 7



Detailed Protein Report
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Protein 1199: PREDICTED: gastrin/cholecystokinin type B receptor isoform X1 [Homo sapiens]
Accession: gi|530395959 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.8
Database Date: 2015-11-30 pI: 11.5
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1548 1 851.5588 119.65 2 47.7 13.5 2 288-304 R.ATGPAGVGGTEMKVRVR.R Oxidation: 12



Detailed Protein Report
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Protein 1200: PREDICTED: PHD finger protein 14 isoform X4 [Homo sapiens]
Accession: gi|530385115 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.7
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1204 1 749.0883 185.96 2 45.2 13.5 1 280-293 K.LPRPLTSSASAIRK.L



Detailed Protein Report
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Protein 1201: PREDICTED: WD repeat-containing protein 87 isoform X3 [Homo sapiens]
Accession: gi|578834971 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 316.9
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.98 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.03 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

698 1 512.1244 -202.48 2 38.3 13.5 0 1098-
1107

R.STAGDGSSWR.D WUP:QUP 1.03
QU:MU 0.98



Detailed Protein Report
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Protein 1202: integral membrane protein GPR180 precursor [Homo sapiens]
Accession: gi|30725877 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.4
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1390 1 727.2022 -165.33 2 45.7 13.5 0 82-94 K.LQQSSHGYSCSEK.L



Detailed Protein Report
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Protein 1203: PREDICTED: protein DBF4 homolog B isoform X5 [Homo sapiens]
Accession: gi|578831448 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.7
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.52 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.31 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

331 1 938.4730 4.05 2 34.1 13.5 0 1-16 -.MMMHVQQLSLASLCVK.K Carbamidomethyl: 14 WUP:QUP 1.31
QU:MU 0.52



Detailed Protein Report

1579 / 2208

Protein 1204: PREDICTED: tubulointerstitial nephritis antigen isoform X4 [Homo sapiens]
Accession: gi|578811605 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.1
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2439 1 857.4153 -31.52 2 61.0 13.5 0 186-200 K.EIMQNGPVQAIMQVR.E



Detailed Protein Report

1580 / 2208

Protein 1205: alpha-protein kinase 3 [Homo sapiens]
Accession: gi|115511036 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 201.1
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.25 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.36 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1581 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1359 1 669.3184 -65.41 2 45.3 13.4 0 429-442 R.LSGAQAPGPSVPTR.E WUP:QUP 0.36
QU:MU 2.25



Detailed Protein Report

1582 / 2208

Protein 1206: photoreceptor-specific nuclear receptor isoform a [Homo sapiens]
Accession: gi|7706515 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.6
Database Date: 2015-11-30 pI: 8.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2476 1 900.2164 98.29 3 59.2 13.4 2 302-324 R.VLQETISRFRALAVDPTEFACMK.A Carbamidomethyl: 21; 
Oxidation: 22



Detailed Protein Report

1583 / 2208

Protein 1207: gastric inhibitory polypeptide receptor precursor [Homo sapiens]
Accession: gi|4503999 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1597 4 1023.5001 6.47 1 50.2 13.4 2 327-333 R.TRQMRCR.D Carbamidomethyl: 6; 
Oxidation: 4



Detailed Protein Report

1584 / 2208

Protein 1208: hematopoietic lineage cell-specific protein [Homo sapiens]
Accession: gi|167234422 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.0
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2470 1 1131.1745 0.11 3 59.2 13.4 0 4-34 K.SVVGHDVSVSVETQGDDWDTDPDFVNDISEK.E



Detailed Protein Report

1585 / 2208

Protein 1209: complement component C9 precursor [Homo sapiens]
Accession: gi|4502511 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.1
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1664 1 626.5306 -153.93 3 50.6 13.4 1 509-525 R.KCHTCQNGGTVILMDGK.C Carbamidomethyl: 2; 
Oxidation: 14



Detailed Protein Report

1586 / 2208

Protein 1210: cerebral cavernous malformations 2 protein-like [Homo sapiens]
Accession: gi|31542255 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578835776 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cerebral cavernous malformations 2 protein-like isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2317 1 819.4008 25.39 2 57.3 13.4 0 251-269 R.HGGGGGGGGAGKPGGSWER.R



Detailed Protein Report

1587 / 2208

Protein 1211: prickle-like protein 4 [Homo sapiens]
Accession: gi|118722347 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1234 1 1136.1482 87.82 2 43.7 13.4 1 83-101 R.YCLALGEEERAELQLFCAR.R Carbamidomethyl: 2



Detailed Protein Report
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Protein 1212: malcavernin isoform 4 [Homo sapiens]
Accession: gi|269308190 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.32 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1332 1 698.9025 94.05 2 45.0 13.4 0 300-313 R.ALSTTSSSTTNGNR.A QU:MU 0.32



Detailed Protein Report

1589 / 2208

Protein 1213: UDP-glucuronosyltransferase 1-6 isoform 2 [Homo sapiens]
Accession: gi|45827767 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.6
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1581 1 720.3513 7.56 2 49.5 13.4 0 1-13 -.MPNMVFIGGINCK.K Oxidation: 4



Detailed Protein Report

1590 / 2208

Protein 1214: probable G-protein coupled receptor 152 [Homo sapiens]
Accession: gi|46243671 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.9
Database Date: 2015-11-30 pI: 4.4
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1794 1 872.3077 -114.49 2 52.8 13.4 0 2-17 M.DTTMEADLGATGHRPR.T Oxidation: 4 WUP:QUP 0.90



Detailed Protein Report
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Protein 1215: PREDICTED: C-type lectin domain family 18 member C isoform X3 [Homo sapiens]
Accession: gi|530423816 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2848 2 856.9527 -9.97 2 66.0 13.4 0 86-102 R.AALCGIPTPSLASGLWR.T



Detailed Protein Report

1592 / 2208

Protein 1216: PREDICTED: ubiquitin carboxyl-terminal hydrolase 21 isoform X1 [Homo sapiens]
Accession: gi|578800816 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.5
Database Date: 2015-11-30 pI: 11.7
Modification(s): Oxidation Sequence Coverage [%]: 8.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1329 1 1018.4526 -81.05 3 46.2 13.4 2 111-141 R.SKSVSSGDLRPMGIALGGHRGTGELGAALSR.L Oxidation: 12



Detailed Protein Report

1593 / 2208

Protein 1217: PREDICTED: src kinase-associated phosphoprotein 1 isoform X2 [Homo sapiens]
Accession: gi|530413029 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.3
Database Date: 2015-11-30 pI: 4.3
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1055 1 622.8431 39.01 2 43.3 13.4 0 1-11 -.MQAAALPEEIR.W Oxidation: 1



Detailed Protein Report
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Protein 1218: globoside alpha-1,3-N-acetylgalactosaminyltransferase 1 isoform 5 [Homo sapiens]
Accession: gi|568384828 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.3
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2127 1 701.2657 -107.81 3 57.0 13.4 1 142-160 R.GCHMAILADKANGIMAAWR.E Carbamidomethyl: 2; 
Oxidation: 15



Detailed Protein Report

1595 / 2208

Protein 1219: PREDICTED: syntaxin-binding protein 5-like isoform X1 [Homo sapiens]
Accession: gi|530375552 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.9
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2983 1 965.4581 -8.88 2 66.1 13.4 2 786-802 R.ENSYNRSRSSSISSIDK.D



Detailed Protein Report

1596 / 2208

Protein 1220: uncharacterized protein ARIH2OS [Homo sapiens]
Accession: gi|176866318 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.4
Database Date: 2015-11-30 pI: 12.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

573 1 819.8424 95.39 3 35.6 13.4 0 43-66 K.AVTCAAHLPGAAASRPLSPNKPDR.V Carbamidomethyl: 4



Detailed Protein Report

1597 / 2208

Protein 1221: PREDICTED: 39S ribosomal protein L2, mitochondrial isoform X3 [Homo sapiens]
Accession: gi|530382111 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.4
Database Date: 2015-11-30 pI: 11.9
Modification(s): Oxidation Sequence Coverage [%]: 9.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

767 1 824.1049 34.67 3 39.6 13.4 0 150-171 R.WIIATENMQAGDTILNSNHIGR.M Oxidation: 8



Detailed Protein Report

1598 / 2208

Protein 1222: PREDICTED: nuclear factor erythroid 2-related factor 1 isoform X6 [Homo sapiens]
Accession: gi|530412326 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.1
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

179 1 879.5102 25.46 2 32.0 13.4 0 589-603 K.IINLPVEEFNELLSK.Y



Detailed Protein Report
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Protein 1223: glucose-fructose oxidoreductase domain-containing protein 1 isoform 2 [Homo 
sapiens]

Accession: gi|336285206 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|336285213 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
glucose-fructose oxidoreductase domain-containing protein 1 isoform 
2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

348 1 752.5027 120.14 3 33.0 13.3 2 11-29 K.LMSIMGNVLRFLPAFVRMK.Q Oxidation: 5, 18



Detailed Protein Report

1600 / 2208

Protein 1224: mitochondrial fission 1 protein [Homo sapiens]
Accession: gi|151108473 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.9
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 8.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1550 1 720.8827 9.68 2 49.6 13.3 0 96-108 R.GLLQTEPQNNQAK.E



Detailed Protein Report

1601 / 2208

Protein 1225: coiled-coil domain-containing protein 67 [Homo sapiens]
Accession: gi|116812628 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.9
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.43 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530396379 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  coiled-coil  domain-containing  protein  67  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

233 1 493.3908 201.48 3 32.9 13.3 2 467-479 R.LRNDLAKLHVNGK.S WUP:QUP 1.43



Detailed Protein Report
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Protein 1226: PREDICTED: group IIF secretory phospholipase A2 isoform X1 [Homo sapiens]
Accession: gi|578799581 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.9
Database Date: 2015-11-30 pI: 10.9
Modification(s): Oxidation Sequence Coverage [%]: 8.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1142 1 509.6230 -255.01 2 43.9 13.3 1 1-10 -.MADGAKANPK.G Oxidation: 1



Detailed Protein Report

1603 / 2208

Protein 1227: molybdenum cofactor sulfurase [Homo sapiens]
Accession: gi|157388923 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.1
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2428 1 856.6281 166.17 2 60.8 13.3 0 265-280 K.IFGFPTGLGALLVHNR.A



Detailed Protein Report

1604 / 2208

Protein 1228: PREDICTED: proline-rich protein 16 isoform X1 [Homo sapiens]
Accession: gi|530379999 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.8
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 7.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

111 1 1029.4480 -50.18 2 31.3 13.3 2 2-23 M.SAKSKGNPSSSCPAEGPPAASK.T



Detailed Protein Report

1605 / 2208

Protein 1229: alcohol dehydrogenase 4 [Homo sapiens]
Accession: gi|71565152 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1369 1 676.8982 87.95 2 45.4 13.3 0 104-115 K.FCLSPLTNLCGK.I Carbamidomethyl: 10



Detailed Protein Report

1606 / 2208

Protein 1230: kanadaptin [Homo sapiens]
Accession: gi|155722990 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.8
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.0

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.93 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.47 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2677 1 973.4892 -48.43 2 61.8 13.3 2 249-264 R.IPPRTYCRVHVGHVVR.F Carbamidomethyl: 7 WUP:QUP 1.47
QU:MU 0.93



Detailed Protein Report
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Protein 1231: PREDICTED: ankyrin repeat domain-containing protein SOWAHC-like [Homo sapiens]
Accession: gi|341914886 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.7
Database Date: 2015-11-30 pI: 12.2

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.16 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.93 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1952 1 661.2554 -170.97 2 54.3 13.3 1 1-12 -.MRSAAFTIPSLK.Q WUP:QUP 0.93
QU:MU 1.16



Detailed Protein Report

1608 / 2208

Protein 1232: protein ECT2 isoform b [Homo sapiens]
Accession: gi|21735572 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.0
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|385198081 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein ECT2 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2201 1 928.4175 -66.81 2 55.9 13.3 1 113-129 K.ADCRVIGPPVVLNCSQK.G Carbamidomethyl: 14



Detailed Protein Report
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Protein 1233: P2Y purinoceptor 8 [Homo sapiens]
Accession: gi|30023826 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.6
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578838987 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: P2Y purinoceptor 8 isoform X6 [Homo sapiens]

gi|578837768 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X5 [Homo sapiens]

gi|530423005 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X4 [Homo sapiens]

gi|530423003 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X3 [Homo sapiens]

gi|530420927 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X2 [Homo sapiens]

gi|530420925 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

961 1 1025.8925 -94.87 2 40.3 13.2 0 335-354 R.SEAGAHPEGMEGATRPGLQR.Q



Detailed Protein Report

1610 / 2208

Protein 1234: syntaxin-7 [Homo sapiens]
Accession: gi|170932494 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.8
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 5.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2771 1 616.3212 -15.13 3 63.2 13.2 1 50-64 R.QQLQQKQQYTNQLAK.E



Detailed Protein Report

1611 / 2208

Protein 1235: sex-determining region Y protein [Homo sapiens]
Accession: gi|4507225 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.9
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1830 2 1023.8975 40.66 3 52.7 13.2 2 135-162 K.AKMLPKNCSLLPADPASVLCSEVQLDNR.L Carbamidomethyl: 8



Detailed Protein Report

1612 / 2208

Protein 1236: alpha-2-macroglobulin-like protein 1 isoform 2 [Homo sapiens]
Accession: gi|539846446 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.9
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2228 1 972.9750 -10.10 2 56.2 13.2 0 760-776 K.YATTAYMPSEEINLVVK.S Oxidation: 7



Detailed Protein Report

1613 / 2208

Protein 1237: absent in melanoma 1-like protein [Homo sapiens]
Accession: gi|301069394 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530361198 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  absent  in  melanoma  1-like  protein  isoform  X1  [Homo  
sapiens]

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report
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Cmpds. [ppm] [min]

1638 1 745.8087 -73.79 2 50.2 13.2 2 1-14 -.MEEAGGPMARAKAR.V Oxidation: 1



Detailed Protein Report
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Protein 1238: PREDICTED: FYVE, RhoGEF and PH domain-containing protein 4 isoform X8 [Homo 
sapiens]

Accession: gi|578822755 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.2
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

90 1 793.8780 -69.04 2 30.1 13.2 2 459-471 K.ICRTRVQAVSLFH.- Carbamidomethyl: 2



Detailed Protein Report
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Protein 1239: PREDICTED: PR domain zinc finger protein 5 isoform X3 [Homo sapiens]
Accession: gi|530377106 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.6
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 1.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1184 1 533.6372 -216.94 2 44.4 13.2 0 338-346 R.HMITHSDPL.- Oxidation: 2 WUP:QUP 1.16



Detailed Protein Report
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Protein 1240: adenosine 3'-phospho 5'-phosphosulfate transporter 1 isoform f [Homo sapiens]
Accession: gi|557357687 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.6
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 4.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|557357693 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
adenosine  3'-phospho  5'-phosphosulfate  transporter  1  isoform  f  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1312 1 727.2069 -203.76 2 46.0 13.2 1 2-15 M.TRSYGATATSPGER.F



Detailed Protein Report
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Protein 1241: pentraxin-4 [Homo sapiens]
Accession: gi|61966763 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.3
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.05 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

424 1 787.0347 168.04 2 33.8 13.2 0 73-87 R.SLAEESQAVAQAVNR.S WUP:QUP 0.30
QU:MU 1.05



Detailed Protein Report
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Protein 1242: protein IWS1 homolog [Homo sapiens]
Accession: gi|217330641 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.9
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.38 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.48 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1950 1 794.7765 -89.11 2 54.8 13.2 1 359-371 K.KFHSSDSEEEEHK.K WUP:QUP 0.48
QU:MU 1.38



Detailed Protein Report
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Protein 1243: keratin-like protein KRT222 [Homo sapiens]
Accession: gi|22748757 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.1
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1053 1 530.7772 -60.09 2 41.4 13.2 2 159-167 K.KDKKPTTSR.V



Detailed Protein Report
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Protein 1244: ATP-binding cassette sub-family B member 6, mitochondrial [Homo sapiens]
Accession: gi|9955963 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.8
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2525 1 841.5355 86.99 2 62.2 13.2 1 331-343 R.TFLWIRVQQFTSR.R



Detailed Protein Report
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Protein 1245: protein ARV1 [Homo sapiens]
Accession: gi|12232479 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2796 1 639.3467 71.37 2 63.5 13.1 1 134-142 R.YAKEWDFYR.M



Detailed Protein Report
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Protein 1246: polyserase-2 isoform 3 precursor [Homo sapiens]
Accession: gi|385137135 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.8
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2023 3 703.7681 -71.04 2 53.7 13.1 0 315-327 R.EENCTIALPECGK.A



Detailed Protein Report
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Protein 1247: adenosylhomocysteinase isoform 2 [Homo sapiens]
Accession: gi|239937451 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.6
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530417912 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: adenosylhomocysteinase isoform X3 [Homo sapiens]

gi|530417910 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: adenosylhomocysteinase isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1225 1 918.1238 109.95 2 45.5 13.1 2 361-377 K.KLDEAVAEAHLGKLNVK.L



Detailed Protein Report
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Protein 1248: CMT1A duplicated region transcript 1 protein isoform b [Homo sapiens]
Accession: gi|543173106 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.0
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2576 1 913.4775 81.39 2 62.9 13.1 2 695-711 K.SAGMCCNNPRKTDDGLK.L Oxidation: 4



Detailed Protein Report
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Protein 1249: GTPase IMAP family member 7 [Homo sapiens]
Accession: gi|23397516 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

495 1 953.6899 278.40 1 36.2 13.1 0 72-79 K.ESLDTTCK.E Carbamidomethyl: 7



Detailed Protein Report
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Protein 1250: chitinase-3-like protein 2 isoform c [Homo sapiens]
Accession: gi|68533260 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.6
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2277 1 671.8603 -49.68 2 58.9 13.1 1 97-109 K.ERLLLTAGVSAGR.Q



Detailed Protein Report
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Protein 1251: POTE ankyrin domain family member A isoform 1 [Homo sapiens]
Accession: gi|50897294 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2257 1 557.1115 -149.12 3 58.1 13.1 1 24-36 K.MGKWCCCCFPCCR.G Carbamidomethyl: 5, 11; 
Oxidation: 1



Detailed Protein Report

1629 / 2208

Protein 1252: UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 7 [Homo sapiens]
Accession: gi|21687139 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2975 1 619.0047 20.87 3 66.0 13.1 0 48-63 K.AQKPNGQLVNPNNFWK.N



Detailed Protein Report
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Protein 1253: ankyrin repeat and SOCS box protein 2 isoform 2 [Homo sapiens]
Accession: gi|18252778 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.0
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

979 1 941.2165 136.71 2 42.3 13.1 2 567-582 K.LLDTLPLPGRLIRYLK.Y



Detailed Protein Report
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Protein 1254: small conductance calcium-activated potassium channel protein 1 [Homo sapiens]
Accession: gi|25777643 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2958 1 724.8727 -73.27 2 65.7 13.1 2 408-419 K.HTRLVKKPDQAR.V



Detailed Protein Report
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Protein 1255: PREDICTED: UPF0692 protein C19orf54 isoform X1 [Homo sapiens]
Accession: gi|530416253 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.2
Database Date: 2015-11-30 pI: 11.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578834306 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: UPF0692 protein C19orf54 isoform X6 [Homo sapiens]

gi|578834304 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: UPF0692 protein C19orf54 isoform X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2691 1 690.3641 10.83 2 62.0 13.0 1 289-301 R.ARVGTISCGTTTR.S Carbamidomethyl: 8



Detailed Protein Report
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Protein 1256: PREDICTED: FYVE, RhoGEF and PH domain-containing protein 6 isoform X1 [Homo 
sapiens]

Accession: gi|530400569 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.9
Database Date: 2015-11-30 pI: 7.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

867 1 819.8514 -51.08 2 40.4 13.0 0 739-752 K.SVTSLCAPEYENIR.H Carbamidomethyl: 6



Detailed Protein Report
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Protein 1257: PREDICTED: ERV-FRD provirus ancestral Env polyprotein-like isoform X1 [Homo 
sapiens]

Accession: gi|530359463 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.5
Database Date: 2015-11-30 pI: 7.7
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530436370 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ERV-FRD  provirus  ancestral  Env  polyprotein-like  
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1330 1 977.1505 129.70 2 46.8 13.0 2 179-196 R.MALDMILAKKGGVCVMIK.T Oxidation: 1, 16



Detailed Protein Report
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Protein 1258: transcription factor p65 isoform 4 [Homo sapiens]
Accession: gi|345842445 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1871 1 1057.5041 3.81 3 51.7 13.0 2 97-123 R.DGFYEAELCPDRCIHSFQNLGIQCVKK.R Carbamidomethyl: 24



Detailed Protein Report
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Protein 1259: PREDICTED: transmembrane protein 50A isoform X2 [Homo sapiens]
Accession: gi|530360988 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.0
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 21.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1914 1 1023.9081 23.01 3 53.8 13.0 1 94-120 K.DIVYPGIAVFFQNAFIFFGGLVFKFGR.T



Detailed Protein Report
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Protein 1260: 6-phosphogluconate dehydrogenase, decarboxylating [Homo sapiens]
Accession: gi|40068518 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.1
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2781 1 1080.6827 110.97 2 65.2 13.0 0 88-107 K.LVPLLDTGDIIIDGGNSEYR.D



Detailed Protein Report
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Protein 1261: dynein heavy chain 6, axonemal [Homo sapiens]
Accession: gi|194353966 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 475.7
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 0.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578802753 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dynein  heavy  chain  6,  axonemal  isoform  X1  [Homo  
sapiens]



Detailed Protein Report
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Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1872 1 973.5013 -53.30 2 51.7 13.0 2 2694-
2710

K.NGLTKLLETNILVDKMK.L Oxidation: 16



Detailed Protein Report
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Protein 1262: gamma-glutamylcyclotransferase isoform 3 [Homo sapiens]
Accession: gi|315360620 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.9
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 14.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2373 1 907.3649 -100.81 2 57.9 13.0 1 35-50 R.NPSAAFFCVARLQDFK.L



Detailed Protein Report
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Protein 1263: myelin-oligodendrocyte glycoprotein isoform alpha5 precursor [Homo sapiens]
Accession: gi|300360476 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.0
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 9.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

425 1 767.5397 173.43 2 33.9 13.0 1 119-131 R.LAGQFLEELRNPF.-



Detailed Protein Report
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Protein 1264: myelin transcription factor 1 [Homo sapiens]
Accession: gi|17975763 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.3
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.46 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

234 2 1074.6988 94.18 1 31.7 13.0 1 50-59 R.SLQSCPLAKK.R QU:MU 1.46
WUP:QUP 2.06



Detailed Protein Report
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Protein 1265: PREDICTED: protein CDV3 homolog isoform X4 [Homo sapiens]
Accession: gi|530374901 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.7
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 6.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1616 1 783.3508 -55.03 2 50.4 13.0 1 87-99 K.ELEQKEVDYSGLR.V



Detailed Protein Report
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Protein 1266: GTPase NRas [Homo sapiens]
Accession: gi|4505451 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.2
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2078 1 715.2762 -46.00 3 56.4 13.0 1 170-189 K.KLNSSDDGTQGCMGLPCVVM.- Carbamidomethyl: 12; 
Oxidation: 13, 20



Detailed Protein Report
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Protein 1267: PREDICTED: centrosomal protein of 192 kDa isoform X12 [Homo sapiens]
Accession: gi|578832148 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.9
Database Date: 2015-11-30 pI: 4.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 1.83 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1517 1 993.4897 -5.03 2 49.2 13.0 1 256-273 K.LPTNGLRQANENGSLNCK.F Carbamidomethyl: 17 WUP:QUP 1.83



Detailed Protein Report
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Protein 1268: gamma-aminobutyric acid receptor subunit delta precursor [Homo sapiens]
Accession: gi|34734071 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.7
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1088 2 565.6602 -213.89 2 41.9 13.0 0 221-229 R.FTTELMNFK.S WUP:QUP 0.06



Detailed Protein Report
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Protein 1269: protein-methionine sulfoxide oxidase MICAL2 isoform e [Homo sapiens]
Accession: gi|544063447 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.1
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2161 1 1051.4053 -76.44 2 56.9 12.9 2 726-742 K.FEESTRNPSLMKQESMR.K Oxidation: 11, 16



Detailed Protein Report
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Protein 1270: cell cycle exit and neuronal differentiation protein 1 [Homo sapiens]
Accession: gi|30795225 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.9
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 9.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2135 2 703.2937 -141.99 2 55.1 12.9 1 49-62 K.QQPPAAPTTAPAKK.T



Detailed Protein Report
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Protein 1271: heparan-sulfate 6-O-sulfotransferase 3 precursor [Homo sapiens]
Accession: gi|45580707 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.8
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 5.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|397137664 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: heparan-sulfate 6-O-sulfotransferase 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2728 2 1006.4684 8.21 3 65.2 12.9 2 446-471 R.DHQWPKEDGAAEGTVTEDYNSQVVRW.-



Detailed Protein Report

1651 / 2208

Protein 1272: PREDICTED: zinc finger protein GLIS3 isoform X5 [Homo sapiens]
Accession: gi|578816405 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.8
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1615 1 1011.0568 -79.57 3 50.4 12.9 2 500-523 K.HCCRWIDCSALYDQQEELVRHIEK.V Carbamidomethyl: 8



Detailed Protein Report

1652 / 2208

Protein 1273: kiSS-1 receptor [Homo sapiens]
Accession: gi|62865887 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.6
Database Date: 2015-11-30 pI: 11.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1840 1 897.8543 -87.85 2 52.9 12.9 1 183-198 R.LSPGPRAYCSEAFPSR.A Carbamidomethyl: 9



Detailed Protein Report

1653 / 2208

Protein 1274: PREDICTED: lysophospholipid acyltransferase LPCAT4 isoform X3 [Homo sapiens]
Accession: gi|578826781 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.1
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

431 1 643.7993 -135.15 2 35.4 12.9 0 39-50 K.FCLLGALLAPIR.V QU:MU 0.90



Detailed Protein Report

1654 / 2208

Protein 1275: protein FAM71C [Homo sapiens]
Accession: gi|23503301 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 10.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1606 1 1052.1622 9.14 3 49.8 12.9 2 216-241 K.EQFRISRLHMNAEMFGSTYCDYTIEI.-



Detailed Protein Report

1655 / 2208

Protein 1276: PREDICTED: uncharacterized protein C1orf173 isoform X4 [Homo sapiens]
Accession: gi|578798370 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.9
Database Date: 2015-11-30 pI: 4.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 1.03 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

26 1 803.7029 -57.88 3 30.0 12.9 2 194-214 R.SSPCYKCIIAMGLDKKPSLPK.
S

Carbamidomethyl: 4, 7; 
Oxidation: 11

WUP:QUP 1.03



Detailed Protein Report

1656 / 2208

Protein 1277: ras GTPase-activating protein 1 isoform 2 [Homo sapiens]
Accession: gi|12545406 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.3
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

82 1 951.7644 -30.51 3 30.7 12.9 1 788-811 K.HRMIMFLDELGNVPELPDTTEHSR.T Oxidation: 5



Detailed Protein Report

1657 / 2208

Protein 1278: disks large-associated protein 5 isoform a [Homo sapiens]
Accession: gi|226371667 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.1
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2694 1 963.8006 12.70 3 64.8 12.9 0 796-820 K.SLTTECHLLDSPGLNCSNPFTQLER.R Carbamidomethyl: 6, 16



Detailed Protein Report

1658 / 2208

Protein 1279: vesicular, overexpressed in cancer, prosurvival protein 1 isoform 3 [Homo sapiens]
Accession: gi|546231038 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.9
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 11.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1673 1 1101.4440 -101.03 2 50.7 12.9 0 1-20 -.MLSETLGYLSSVLLQCTEAK.K Oxidation: 1



Detailed Protein Report

1659 / 2208

Protein 1280: PREDICTED: protein FAM219B isoform X3 [Homo sapiens]
Accession: gi|530406238 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 10.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1458 1 980.9236 -103.15 2 48.4 12.9 2 25-44 R.DRAPGAAGPPSGQIGNRALR.L



Detailed Protein Report

1660 / 2208

Protein 1281: activating signal cointegrator 1 [Homo sapiens]
Accession: gi|32189376 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.1
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

397 1 1294.0084 69.60 3 35.0 12.9 1 190-222 R.IVCEQEGSGPCLFCGTLVCTHEEQDILQRDSNK.S Carbamidomethyl: 3, 11, 
14, 19



Detailed Protein Report

1661 / 2208

Protein 1282: PREDICTED: run domain Beclin-1 interacting and cysteine-rich containing protein 
isoform X5 [Homo sapiens]

Accession: gi|578807915 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578807917 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  run  domain  Beclin-1  interacting  and  cysteine-rich  
containing protein isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1246 1 660.7639 71.36 3 45.2 12.9 2 678-693 K.LLNQVRLLRVQLCHMK.N Oxidation: 15



Detailed Protein Report

1662 / 2208

Protein 1283: transformer-2 protein homolog beta isoform 2 [Homo sapiens]
Accession: gi|345197228 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 10.5
Modification(s): Oxidation Sequence Coverage [%]: 11.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578807655 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transformer-2 protein homolog beta isoform X2 [Homo 
sapiens]

gi|530375128 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: transformer-2 protein homolog beta isoform X1 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

237 1 1202.1810 60.23 2 32.7 12.9 1 98-118 K.RPHTPTPGIYMGRPTYGSSRR.R Oxidation: 11



Detailed Protein Report

1663 / 2208

Protein 1284: lipid phosphate phosphatase-related protein type 2 isoform 1 [Homo sapiens]
Accession: gi|282400942 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.9
Database Date: 2015-11-30 pI: 11.0

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

805 1 1106.2552 86.41 2 40.1 12.9 0 235-255 R.LVKPSLCLALLCPAFLVGVVR.V



Detailed Protein Report

1664 / 2208

Protein 1285: PREDICTED: glucocorticoid-induced transcript 1 protein isoform X4 [Homo sapiens]
Accession: gi|578813292 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.3
Database Date: 2015-11-30 pI: 8.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

10 1 1205.0326 -41.44 2 29.6 12.9 1 232-252 K.VFEEMASRQPISAPLFSCPDK.N Carbamidomethyl: 18



Detailed Protein Report

1665 / 2208

Protein 1286: PREDICTED: solute carrier family 35 member B1 isoform X2 [Homo sapiens]
Accession: gi|578830240 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.2
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2847 1 1080.8719 -36.05 3 66.0 12.9 2 72-98 K.MTRVGPLLVLPDACKQPIRPRPWCHSR.N Carbamidomethyl: 14, 24



Detailed Protein Report

1666 / 2208

Protein 1287: tudor domain-containing protein 5 isoform 3 [Homo sapiens]
Accession: gi|312283653 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.1
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

673 1 1106.2391 51.93 3 38.0 12.9 2 63-90 R.RCYSNQLVSDRYVMPECFIQPGHLCCVR.I



Detailed Protein Report

1667 / 2208

Protein 1288: PREDICTED: E3 ubiquitin-protein ligase MIB2 isoform X7 [Homo sapiens]
Accession: gi|578798430 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.6
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.75 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2600 1 835.4660 80.35 2 63.2 12.9 0 401-414 R.MAEHHSFWVGDVVR.V WUP:QUP 0.75



Detailed Protein Report

1668 / 2208

Protein 1289: relaxin receptor 2 isoform 1 [Homo sapiens]
Accession: gi|18677729 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.4
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

869 1 764.0295 -45.76 3 39.3 12.9 0 271-290 K.YLTNSTFLSCDSLTVLFLPR.N



Detailed Protein Report

1669 / 2208

Protein 1290: RNA-binding protein 47 isoform b [Homo sapiens]
Accession: gi|148833511 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530376680 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: RNA-binding protein 47 isoform X9 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1602 1 781.3841 36.49 2 49.8 12.9 1 110-121 K.NRGYAFVMYCHK.H Carbamidomethyl: 10; 
Oxidation: 8



Detailed Protein Report

1670 / 2208

Protein 1291: ataxin-3 isoform o [Homo sapiens]
Accession: gi|258614025 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.3
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 14.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1220 1 1019.1330 50.19 2 44.8 12.9 2 126-148 K.LGKQTAAKAATAAAAAAAGGPIR.T



Detailed Protein Report

1671 / 2208

Protein 1292: PREDICTED: lamin-B receptor isoform X1 [Homo sapiens]
Accession: gi|530366190 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.9
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1479 1 682.3534 -33.25 3 48.7 12.9 2 472-490 K.NPSDPKLAHLKTIHTSTGK.N



Detailed Protein Report

1672 / 2208

Protein 1293: myogenic factor 6 [Homo sapiens]
Accession: gi|4505299 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.78 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2534 1 841.8750 -46.34 2 61.7 12.9 0 157-170 K.MQELGVDPFSYRPK.Q Oxidation: 1 QU:MU 1.78



Detailed Protein Report

1673 / 2208

Protein 1294: keratin, type I cuticular Ha2 [Homo sapiens]
Accession: gi|116488398 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.3
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2221 1 1051.4304 -58.38 2 57.6 12.8 1 429-447 R.TVCVPRTVGMPCSPCPQGR.Y Carbamidomethyl: 3, 15



Detailed Protein Report

1674 / 2208

Protein 1295: insulin gene enhancer protein ISL-1 [Homo sapiens]
Accession: gi|115387114 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.0
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2453 1 900.1989 108.21 3 58.9 12.8 2 107-130 R.CVACSRQLIPGDEFALREDGLFCR.A



Detailed Protein Report

1675 / 2208

Protein 1296: PREDICTED: cip1-interacting zinc finger protein isoform X8 [Homo sapiens]
Accession: gi|578817288 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.4
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

38 2 837.3492 -94.93 2 29.4 12.8 2 12-27 R.QTDLGLRASPSRCGGR.G



Detailed Protein Report

1676 / 2208

Protein 1297: cytoplasmic FMR1-interacting protein 1 isoform b [Homo sapiens]
Accession: gi|74271907 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.4
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

199 1 797.8837 -38.98 2 32.2 12.8 1 436-448 R.TVLPFSQEFQRDK.Q



Detailed Protein Report

1677 / 2208

Protein 1298: UDP-glucuronosyltransferase 2A3 precursor [Homo sapiens]
Accession: gi|193211427 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.2
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1155 1 652.5392 -138.06 3 42.7 12.8 1 123-137 K.MMCESFIYNQTLMKK.L Carbamidomethyl: 3; 
Oxidation: 1, 13



Detailed Protein Report

1678 / 2208

Protein 1299: chorionic somatomammotropin hormone-like 1 isoform 3 [Homo sapiens]
Accession: gi|38201628 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.9
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1804 1 898.8338 -109.46 2 52.4 12.8 2 96-109 K.NYGLLHCFRKDMDK.V Carbamidomethyl: 7



Detailed Protein Report

1679 / 2208

Protein 1300: blood group Rh(CE) polypeptide isoform 4 [Homo sapiens]
Accession: gi|301129229 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.7
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 10.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1121 1 955.6361 90.17 3 44.1 12.8 1 106-133 K.VVITLFSIRLATMSAMSVLISAGAVLGK.V Oxidation: 13



Detailed Protein Report

1680 / 2208

Protein 1301: phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1 isoform b [Homo sapiens]
Accession: gi|40254823 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.1
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

234 1 850.8764 -41.35 2 32.6 12.8 0 167-181 R.LQSMDTSGLPEEHLK.A Oxidation: 4



Detailed Protein Report

1681 / 2208

Protein 1302: uncharacterized protein C21orf62 precursor [Homo sapiens]
Accession: gi|254911037 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|254911043 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
uncharacterized protein C21orf62 precursor [Homo sapiens]

gi|254911041 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

uncharacterized protein C21orf62 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1513 1 513.1408 -136.07 2 47.3 12.8 0 42-50 R.NCSCSADIR.D Carbamidomethyl: 4



Detailed Protein Report

1682 / 2208

Protein 1303: hypoxia-inducible factor 1-alpha isoform 2 [Homo sapiens]
Accession: gi|31077211 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.7
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2689 2 616.8502 77.22 2 62.0 12.8 1 661-671 R.DTQSRTASPNR.A



Detailed Protein Report

1683 / 2208

Protein 1304: PREDICTED: protein crumbs homolog 2 isoform X1 [Homo sapiens]
Accession: gi|530391003 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

47 1 829.3877 -47.23 2 29.5 12.8 1 938-951 R.LEMDSVLKVPPEER.L Oxidation: 3



Detailed Protein Report

1684 / 2208

Protein 1305: rho-associated protein kinase 1 [Homo sapiens]
Accession: gi|4885583 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 158.1
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1917 1 696.9347 -101.57 3 52.3 12.8 1 290-307 K.IMNHKNSLTFPDDNDISK.E



Detailed Protein Report

1685 / 2208

Protein 1306: glutamate receptor ionotropic, kainate 4 isoform 2 precursor [Homo sapiens]
Accession: gi|541862236 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.7
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.72 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2176 1 937.3251 -94.18 2 57.6 12.8 0 74-89 R.DSEYETAETMCQILPK.G Oxidation: 10 WUP:QUP 1.63
QU:MU 0.72



Detailed Protein Report

1686 / 2208

Protein 1307: 39S ribosomal protein L52, mitochondrial isoform e [Homo sapiens]
Accession: gi|31083085 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 17.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2712 1 878.0523 131.96 2 62.4 12.8 1 14-28 R.RLHCSVAAWAGGQWR.L Carbamidomethyl: 4



Detailed Protein Report

1687 / 2208

Protein 1308: PREDICTED: protein FAM189A2 isoform X4 [Homo sapiens]
Accession: gi|530391776 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.0
Database Date: 2015-11-30 pI: 8.0

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2134 1 788.3187 -168.98 2 56.6 12.8 0 271-284 R.VEAERPHSLIGVIR.E



Detailed Protein Report
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Protein 1309: T-cell surface glycoprotein CD3 zeta chain isoform 2 precursor [Homo sapiens]
Accession: gi|4557431 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.6
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 7.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.99 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.43 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

477 1 686.3590 14.33 2 35.9 12.7 2 90-101 R.RGRDPEMGGKPR.R Oxidation: 7 WUP:QUP 0.43
QU:MU 1.99



Detailed Protein Report
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Protein 1310: PREDICTED: neuroblastoma breakpoint family member 20 isoform X3 [Homo sapiens]
Accession: gi|530429910 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.1
Database Date: 2015-11-30 pI: 4.5

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530433897 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  neuroblastoma  breakpoint  family  member  20  isoform  
X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2087 1 958.8549 -151.09 2 56.0 12.7 2 182-198 K.VLESSAPREVQKTEESK.V



Detailed Protein Report

1690 / 2208

Protein 1311: protein KRI1 homolog [Homo sapiens]
Accession: gi|145580615 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.2
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1620 1 932.4928 11.55 2 50.5 12.7 1 661-677 K.ARLLGPTVMLGGCEFSR.Q Carbamidomethyl: 13



Detailed Protein Report

1691 / 2208

Protein 1312: TRAF-type zinc finger domain-containing protein 1 [Homo sapiens]
Accession: gi|5729828 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.8
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|219879806 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
TRAF-type zinc finger domain-containing protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2095 1 1052.4843 39.57 2 56.6 12.7 1 1-17 -.MAEFLDDQETRLCDNCK.K Carbamidomethyl: 13; 
Oxidation: 1



Detailed Protein Report

1692 / 2208

Protein 1313: patatin-like phospholipase domain-containing protein 3 [Homo sapiens]
Accession: gi|17196626 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.8
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2856 1 655.3750 51.86 2 66.1 12.7 0 296-306 R.LEGDELLDHLR.L



Detailed Protein Report

1693 / 2208

Protein 1314: PREDICTED: apoptosis-enhancing nuclease isoform X4 [Homo sapiens]
Accession: gi|578827297 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 12.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

677 1 752.8492 -44.65 2 38.0 12.7 2 69-83 R.RAVGAGLARACGSCR.L Carbamidomethyl: 11



Detailed Protein Report

1694 / 2208

Protein 1315: PREDICTED: NACHT, LRR and PYD domains-containing protein 11 isoform X1 [Homo 
sapiens]

Accession: gi|530415954 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.8
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2048 2 862.2843 -144.29 2 55.5 12.7 1 192-206 K.EVDCCTTLQLSNGKR.E Carbamidomethyl: 4



Detailed Protein Report

1695 / 2208

Protein 1316: kelch-like protein 14 [Homo sapiens]
Accession: gi|55741643 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.7
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2525 1 1155.0426 -61.91 2 61.5 12.7 1 204-222 K.LANKYLVEDVLLLNFEEMR.A



Detailed Protein Report

1696 / 2208

Protein 1317: protein RRNAD1 isoform 2 [Homo sapiens]
Accession: gi|216548564 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2066 1 734.3148 -85.92 2 54.2 12.7 1 1-14 -.MPGISARGLSHEGR.K



Detailed Protein Report

1697 / 2208

Protein 1318: PREDICTED: unconventional myosin-XVIIIb isoform X4 [Homo sapiens]
Accession: gi|578837445 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 272.3
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1



Detailed Protein Report

1698 / 2208



Detailed Protein Report

1699 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

731 1 698.3535 -16.01 3 39.1 12.7 1 2205-
2225

R.STSLKCISSDGVGGTTLLPEK.S



Detailed Protein Report

1700 / 2208

Protein 1319: PREDICTED: U3 small nucleolar RNA-associated protein 6 homolog isoform X1 
[Homo sapiens]

Accession: gi|530411102 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.6
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 3.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2485 1 1045.1567 132.37 2 61.0 12.6 1 160-177 R.ELEIESQTEEQPTTKQAK.A



Detailed Protein Report

1701 / 2208

Protein 1320: protein fem-1 homolog C [Homo sapiens]
Accession: gi|17864094 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.6
Database Date: 2015-11-30 pI: 8.5
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530380049 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein fem-1 homolog C isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2809 1 676.8768 34.84 2 63.7 12.6 1 1-12 -.MDLKTAVFNAAR.D Oxidation: 1



Detailed Protein Report

1702 / 2208

Protein 1321: uncharacterized protein LOC388780 [Homo sapiens]
Accession: gi|567315929 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.2
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 7.8
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.60 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2121 1 557.8753 170.20 2 54.9 12.6 1 1-10 -.MATAGSQHRR.R WUP:QUP 1.60



Detailed Protein Report

1703 / 2208

Protein 1322: transcription factor AP-2-delta [Homo sapiens]
Accession: gi|151301211 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 2.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

607 1 689.3448 -28.75 2 37.6 12.6 2 438-450 K.TSEAAVKEGKTEK.T WUP:QUP 2.63



Detailed Protein Report

1704 / 2208

Protein 1323: anion exchange protein 4 isoform 4 [Homo sapiens]
Accession: gi|385862233 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.8
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 1.51 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2782 1 729.3683 -4.13 2 65.9 12.6 0 241-253 R.FFCLLLGPCMLGK.G Oxidation: 10 WUP:QUP 1.51



Detailed Protein Report

1705 / 2208

Protein 1324: U3 small nucleolar RNA-associated protein 15 homolog isoform 2 [Homo sapiens]
Accession: gi|548923952 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.3
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

609 1 661.9075 142.03 2 37.2 12.6 1 60-70 R.FKDTAYCATFR.Q



Detailed Protein Report

1706 / 2208

Protein 1325: melanoma-associated antigen B17 [Homo sapiens]
Accession: gi|472235301 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.6
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1134 1 510.1594 -222.02 2 42.4 12.6 2 328-336 R.ARASRSFQP.-



Detailed Protein Report

1707 / 2208

Protein 1326: fas-activated serine/threonine kinase isoform 4 [Homo sapiens]
Accession: gi|39995107 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 11.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 1.18 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

889 1 711.1759 -210.31 2 41.2 12.6 0 317-330 R.SCPQGQAASSATTR.D Carbamidomethyl: 2 WUP:QUP 1.18



Detailed Protein Report

1708 / 2208

Protein 1327: PREDICTED: zinc finger protein 688 isoform X2 [Homo sapiens]
Accession: gi|530407669 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.4
Database Date: 2015-11-30 pI: 10.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2232 1 1129.1831 83.97 2 57.8 12.5 0 1-21 -.MAPPPAPLLAPRPGETRPGCR.K Carbamidomethyl: 20; 
Oxidation: 1



Detailed Protein Report
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Protein 1328: thyrotropin receptor isoform 1 precursor [Homo sapiens]
Accession: gi|64085121 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.8
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530404564 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: thyrotropin receptor isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2272 1 820.1172 175.07 2 58.8 12.5 2 688-701 R.DVFILLSKFGICKR.Q



Detailed Protein Report

1710 / 2208

Protein 1329: epithelial cell adhesion molecule precursor [Homo sapiens]
Accession: gi|218505670 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.9
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

98 1 850.1495 168.44 2 30.2 12.5 2 139-151 R.VRTYWIIIELKHK.A



Detailed Protein Report

1711 / 2208

Protein 1330: spermatogenesis-associated protein 4 [Homo sapiens]
Accession: gi|31543825 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.7
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 6.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2620 1 973.0041 -42.64 2 62.8 12.5 2 261-279 K.RGRVVPVLPNIGSGGSSHR.E



Detailed Protein Report

1712 / 2208

Protein 1331: E3 ubiquitin-protein ligase SMURF1 isoform 3 [Homo sapiens]
Accession: gi|315434204 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.1
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

760 1 918.1508 152.98 2 39.5 12.5 2 100-115 R.LLSNAISRLKDTGYQR.L



Detailed Protein Report

1713 / 2208

Protein 1332: kelch domain-containing protein 9 isoform a [Homo sapiens]
Accession: gi|55956888 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.7
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1017 1 946.5067 59.74 3 42.8 12.5 2 314-337 K.RMGHRTCLWNDQLYLVGGFGEDGR.T Carbamidomethyl: 7



Detailed Protein Report

1714 / 2208

Protein 1333: olfactory receptor 13J1 [Homo sapiens]
Accession: gi|52218862 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.7
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.9

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.29 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2253 1 524.7006 -103.56 2 56.5 12.5 1 228-236 R.VPSAARCCK.A Carbamidomethyl: 7, 8 QU:MU 0.29



Detailed Protein Report

1715 / 2208

Protein 1334: PREDICTED: uncharacterized protein C1orf194 isoform X4 [Homo sapiens]
Accession: gi|578798360 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.1

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.44 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1672 1 881.8269 -144.73 2 50.7 12.5 2 22-36 R.SAERSLCSPRSFLPR.G Carbamidomethyl: 7 WUP:QUP 0.44



Detailed Protein Report

1716 / 2208

Protein 1335: PREDICTED: solute carrier family 23 member 1 isoform X5 [Homo sapiens]
Accession: gi|578810697 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.2
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2549 3 913.4434 35.71 2 61.8 12.5 1 85-101 R.GTVWTPAGGRTQCCGMK.L Carbamidomethyl: 14; 
Oxidation: 16



Detailed Protein Report

1717 / 2208

Protein 1336: PREDICTED: protein angel homolog 2 isoform X1 [Homo sapiens]
Accession: gi|530366645 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.7
Database Date: 2015-11-30 pI: 7.3
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530366649 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein angel homolog 2 isoform X3 [Homo sapiens]

gi|530366647 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein angel homolog 2 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

910 1 866.9745 93.61 2 41.4 12.5 1 28-41 R.HISSCMRWPGHYSR.A Oxidation: 6



Detailed Protein Report
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Protein 1337: PREDICTED: integrator complex subunit 8 isoform X1 [Homo sapiens]
Accession: gi|578816078 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.3
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2583 1 701.3615 -42.72 3 60.6 12.5 0 102-120 K.SLSVPVLNMLLNELLCISK.V Oxidation: 9 QU:MU 0.92



Detailed Protein Report
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Protein 1338: transmembrane protein 63C [Homo sapiens]
Accession: gi|190341095 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.3
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2846 1 626.8511 14.67 2 64.3 12.5 1 289-298 K.VMIRIHPCAR.L Carbamidomethyl: 8



Detailed Protein Report
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Protein 1339: lck-interacting transmembrane adapter 1 precursor [Homo sapiens]
Accession: gi|157388906 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.3
Database Date: 2015-11-30 pI: 11.1

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.61 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2206 1 626.6775 -205.72 2 55.9 12.4 0 210-221 R.DPGPTTDPLDPK.G QU:MU 0.61



Detailed Protein Report
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Protein 1340: PREDICTED: N-glycosylase/DNA lyase isoform X1 [Homo sapiens]
Accession: gi|530372567 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.9
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 8.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1563 1 1059.1172 -72.43 3 47.9 12.4 0 250-277 K.VADCICLMALDKPQAVPVDVHMWHIAQR.D Oxidation: 8



Detailed Protein Report
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Protein 1341: ATP-binding cassette sub-family D member 2 [Homo sapiens]
Accession: gi|9945308 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.2
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1413 1 1132.0559 -86.14 2 47.8 12.4 2 23-43 R.AACLVAAAYALKTLYPIIGKR.L Carbamidomethyl: 3



Detailed Protein Report

1723 / 2208

Protein 1342: troponin T, slow skeletal muscle isoform c [Homo sapiens]
Accession: gi|187173292 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.1
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 6.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2290 1 869.0717 127.16 2 59.1 12.4 1 141-156 K.KVLSNMGAHFGGYLVK.A Oxidation: 6



Detailed Protein Report

1724 / 2208

Protein 1343: PREDICTED: uncharacterized protein LOC100996412 [Homo sapiens]
Accession: gi|530355840 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.5
Database Date: 2015-11-30 pI: 11.0

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

348 1 718.8478 -67.63 2 34.0 12.4 0 122-134 K.AVSHLPITSDQIR.T QU:MU 1.55



Detailed Protein Report

1725 / 2208

Protein 1344: PREDICTED: FH1/FH2 domain-containing protein 3 isoform X11 [Homo sapiens]
Accession: gi|530413969 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 156.7
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1388 1 940.5630 69.95 2 47.5 12.4 2 395-411 R.DLREKSSPSGLLTSSFR.Q



Detailed Protein Report

1726 / 2208

Protein 1345: PREDICTED: rap1 GTPase-activating protein 2 isoform X4 [Homo sapiens]
Accession: gi|578829776 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.8
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1079 1 622.3300 69.53 2 43.6 12.4 0 551-562 R.LHTGSEGQGDSR.A



Detailed Protein Report
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Protein 1346: PREDICTED: glycerol-3-phosphate acyltransferase 2, mitochondrial isoform X7 [Homo 
sapiens]

Accession: gi|530368526 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.5
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578803790 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  glycerol-3-phosphate  acyltransferase  2,  mitochondrial  
isoform X21 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

637 1 824.1210 -2.68 3 37.5 12.4 1 245-268 R.KLGGLFLPPEASLSLDSSEGLLAR.A



Detailed Protein Report

1728 / 2208

Protein 1347: AT-rich interactive domain-containing protein 1A isoform b [Homo sapiens]
Accession: gi|21264575 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 218.2
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1



Detailed Protein Report

1729 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



Detailed Protein Report

1730 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2386 1 1023.7784 0.96 3 59.7 12.3 1 1817-
1840

K.EEEQDQGVSCNKVEWWWDCLEMLR.E Carbamidomethyl: 19



Detailed Protein Report

1731 / 2208

Protein 1348: tensin-like C1 domain-containing phosphatase isoform 3 [Homo sapiens]
Accession: gi|38787970 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.7
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2463 1 701.7422 -179.06 2 60.7 12.3 0 1194-
1206

K.VSAQGITLTDNQR.K



Detailed Protein Report

1732 / 2208

Protein 1349: PREDICTED: pericentriolar material 1 protein isoform X28 [Homo sapiens]
Accession: gi|578815347 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.4
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

86 1 809.3666 -141.33 2 30.8 12.3 1 397-411 R.ALQGRQAALLALQHK.A



Detailed Protein Report

1733 / 2208

Protein 1350: zinc finger and BTB domain-containing protein 11 [Homo sapiens]
Accession: gi|166235167 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1488 1 627.2947 -24.52 2 48.8 12.3 2 594-603 R.ARDYKCPLCK.K Carbamidomethyl: 6



Detailed Protein Report

1734 / 2208

Protein 1351: ankyrin repeat and fibronectin type-III domain-containing protein 1 [Homo sapiens]
Accession: gi|114842396 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.5
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2705 1 716.0445 -19.86 3 62.3 12.3 1 493-511 R.WLRQSIPISSSSSTVLQTR.Q



Detailed Protein Report

1735 / 2208

Protein 1352: transmembrane protein 171 isoform 2 [Homo sapiens]
Accession: gi|239735594 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.6
Database Date: 2015-11-30 pI: 4.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

640 1 565.2589 -127.39 3 38.0 12.3 0 61-78 K.VAGPACAVVGLGAVILAR.S Carbamidomethyl: 6



Detailed Protein Report
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Protein 1353: 28S ribosomal protein S35, mitochondrial isoform 2 precursor [Homo sapiens]
Accession: gi|300068923 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.4
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2090 2 715.2693 -47.17 3 56.5 12.3 1 128-145 K.DFCTEWPAALDSDEKCEK.H Carbamidomethyl: 16



Detailed Protein Report
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Protein 1354: sphingosine 1-phosphate receptor 1 [Homo sapiens]
Accession: gi|13027636 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.8
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578798500 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: sphingosine 1-phosphate receptor 1 isoform X1 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

133 1 830.0488 -41.86 3 31.6 12.3 2 342-363 K.RPIIAGMEFSRSKSDNSSHPQK.D Oxidation: 7



Detailed Protein Report
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Protein 1355: PREDICTED: schlafen-like protein 1 isoform X6 [Homo sapiens]
Accession: gi|530362078 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530362080 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: schlafen-like protein 1 isoform X7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2423 1 1131.2820 75.37 3 58.6 12.3 2 321-348 K.MKALMMEKEQLQQQLQQHGPVSCTCCVL.- Carbamidomethyl: 23, 25, 
26; Oxidation: 1



Detailed Protein Report
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Protein 1356: PREDICTED: neurogenic locus notch homolog protein 2-like isoform X1 [Homo 
sapiens]

Accession: gi|578801920 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.7
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578842780 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: neurogenic locus notch homolog protein 2-like isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2463 1 864.4574 -42.61 3 59.1 12.3 2 14-38 R.AELGPALLPAGNPWVPKAAGPRPRR.Q



Detailed Protein Report

1740 / 2208

Protein 1357: PREDICTED: tetratricopeptide repeat protein 7A isoform X2 [Homo sapiens]
Accession: gi|530367852 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.4
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2755 1 941.9676 29.42 2 62.9 12.2 1 35-52 K.HASGFLGEHSPGGQRSCR.G



Detailed Protein Report

1741 / 2208

Protein 1358: small nuclear protein PRAC2 isoform b [Homo sapiens]
Accession: gi|533112475 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.4
Database Date: 2015-11-30 pI: 12.6

Sequence Coverage [%]: 11.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578830849 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  small  nuclear  protein  PRAC2  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

915 1 600.3484 -0.60 2 41.5 12.2 2 4-13 R.RRMALRPGSR.R



Detailed Protein Report
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Protein 1359: deleted in autism protein 1 isoform a precursor [Homo sapiens]
Accession: gi|27734895 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2880 1 644.3218 100.55 2 64.7 12.2 0 55-65 K.CPACFGTSWCR.R Carbamidomethyl: 10



Detailed Protein Report

1743 / 2208

Protein 1360: PREDICTED: TNF receptor-associated factor 5 isoform X3 [Homo sapiens]
Accession: gi|578801456 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1679 1 865.0347 -46.70 3 49.3 12.2 2 57-80 R.GARAPSPTMAYSEEHKGMPCGFIR.Q



Detailed Protein Report

1744 / 2208

Protein 1361: RNA pseudouridylate synthase domain-containing protein 2 isoform 2 [Homo sapiens]
Accession: gi|556695367 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

534 1 895.4431 2.30 2 36.7 12.2 0 33-50 K.GPMAETVSTQVGTEGGLR.A



Detailed Protein Report

1745 / 2208

Protein 1362: tumor necrosis factor receptor superfamily member 25 isoform 12 precursor [Homo 
sapiens]

Accession: gi|89142745 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.4
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1768 1 897.9818 53.60 2 51.9 12.2 1 43-58 K.IGLFCCRGCPAGHYLK.A Carbamidomethyl: 9



Detailed Protein Report

1746 / 2208

Protein 1363: PREDICTED: cytokine receptor-like factor 1 isoform X1 [Homo sapiens]
Accession: gi|578833719 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2740 1 920.1462 89.37 3 65.4 12.2 0 30-52 R.WYGQDNTCEEYHTVGPHSCHIPK.D Carbamidomethyl: 8



Detailed Protein Report
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Protein 1364: calpain-15 [Homo sapiens]
Accession: gi|5032105 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.2
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530408968 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: calpain-15 isoform X6 [Homo sapiens]

gi|530408966 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: calpain-15 isoform X5 [Homo sapiens]

gi|530408964 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: calpain-15 isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2419 1 973.4005 -38.04 2 60.7 12.2 0 152-170 R.CTLHNTPVASSCSVCGGPR.R Carbamidomethyl: 12



Detailed Protein Report

1748 / 2208

Protein 1365: vacuolar protein sorting-associated protein 41 homolog isoform 2 [Homo sapiens]
Accession: gi|114199473 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.9
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1452 1 927.0219 -102.54 3 48.3 12.2 1 178-200 R.ITNVPRDDISLRPDMYPCSLCWK.D Carbamidomethyl: 18



Detailed Protein Report
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Protein 1366: PREDICTED: sodium/iodide cotransporter isoform X1 [Homo sapiens]
Accession: gi|530415091 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.4
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1609 1 685.7648 -134.19 2 49.8 12.2 0 369-380 K.KPPGFLPTNEDR.L



Detailed Protein Report

1750 / 2208

Protein 1367: PREDICTED: LOW QUALITY PROTEIN: spermatogenesis-associated protein 31D1, 
partial [Homo sapiens]

Accession: gi|530436439 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.0
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 0.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

149 1 636.2737 -54.29 3 30.8 12.2 1 0-0 .QESSPEKGSSLSSSVQNR.



Detailed Protein Report

1751 / 2208

Protein 1368: PREDICTED: 1-acyl-sn-glycerol-3-phosphate acyltransferase delta isoform X4 [Homo 
sapiens]

Accession: gi|530383876 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.3
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578812839 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  1-acyl-sn-glycerol-3-phosphate  acyltransferase  delta  
isoform X8 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

40 1 845.3297 -71.12 2 29.5 12.2 1 220-232 R.NVEIMKIQHCWES.- Carbamidomethyl: 10; 
Oxidation: 5



Detailed Protein Report
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Protein 1369: dexamethasone-induced Ras-related protein 1 isoform 2 [Homo sapiens]
Accession: gi|317008582 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

574 1 469.1205 -305.92 2 36.8 12.1 1 1-8 -.MKLAAMIK.K Oxidation: 1, 6 WUP:QUP 0.16



Detailed Protein Report

1753 / 2208

Protein 1370: PREDICTED: kinesin-like protein KIF21A isoform X9 [Homo sapiens]
Accession: gi|530400550 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 179.8
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

383 2 625.4008 133.02 2 34.4 12.1 1 759-768 K.LQQDVMEMKK.T



Detailed Protein Report
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Protein 1371: PREDICTED: SH2B adapter protein 2 isoform X1 [Homo sapiens]
Accession: gi|530431159 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.2
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2484 1 1131.1716 -58.41 3 59.3 12.1 0 371-403 R.VASCSCELLTDVDLPRPPETTAVGAVVTAPHSR.G



Detailed Protein Report

1755 / 2208

Protein 1372: TPR and ankyrin repeat-containing protein 1 [Homo sapiens]
Accession: gi|257467636 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 336.0
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 0.3
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.13 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report
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Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

825 1 575.2745 -105.17 2 40.3 12.1 0 155-164 R.NIHVPELSLK.S WUP:QUP 1.13



Detailed Protein Report
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Protein 1373: PREDICTED: NADH-cytochrome b5 reductase 2 isoform X4 [Homo sapiens]
Accession: gi|530395471 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 7.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

13 1 1018.9359 -82.25 2 29.7 12.1 0 239-258 R.MSLIFANQAGSTAQASLLPT.- Oxidation: 1



Detailed Protein Report
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Protein 1374: PREDICTED: disco-interacting protein 2 homolog C isoform X4 [Homo sapiens]
Accession: gi|530392112 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.4
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1464 1 682.1037 135.03 3 48.5 12.1 0 486-504 R.QEVICPCASSPEALTVAIR.R Carbamidomethyl: 5



Detailed Protein Report
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Protein 1375: PREDICTED: WASH complex subunit FAM21A isoform X6 [Homo sapiens]
Accession: gi|530393647 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.1
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2876 1 703.3637 1.39 2 66.6 12.1 2 224-236 K.EVGKGRDPDAHPK.S



Detailed Protein Report

1761 / 2208

Protein 1376: alpha/beta hydrolase domain-containing protein 17C [Homo sapiens]
Accession: gi|151301175 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.8
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1764 1 798.3011 -121.75 2 52.4 12.1 2 114-126 R.TARDNRLGCMFVR.C Carbamidomethyl: 9



Detailed Protein Report

1762 / 2208

Protein 1377: mastermind-like domain-containing protein 1 isoform 1 [Homo sapiens]
Accession: gi|294489308 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.4
Database Date: 2015-11-30 pI: 7.3
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2352 1 682.2315 -142.50 3 59.9 12.1 1 602-619 R.SVASDSMPALPRQQEEQR.S Oxidation: 7



Detailed Protein Report

1763 / 2208

Protein 1378: glutamate receptor ionotropic, NMDA 2A isoform 2 precursor [Homo sapiens]
Accession: gi|197313638 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.3
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2193 1 952.8178 -94.66 2 57.3 12.1 0 1216-
1231

R.SCLSNMPTYSGHFTMR.S Carbamidomethyl: 2; 
Oxidation: 6



Detailed Protein Report
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Protein 1379: nucleolar protein 58 [Homo sapiens]
Accession: gi|7706254 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1433 1 991.5926 119.73 2 48.1 12.0 1 134-150 R.EMAAMCLGLAHSLSRYR.L Carbamidomethyl: 6; 
Oxidation: 2



Detailed Protein Report
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Protein 1380: PREDICTED: tripartite motif-containing protein 2 isoform X2 [Homo sapiens]
Accession: gi|578808962 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.7
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2668 1 673.3612 23.64 2 63.5 12.0 2 2-12 M.HRSGRYGTQQR.A



Detailed Protein Report

1766 / 2208

Protein 1381: EVI5-like protein isoform 2 [Homo sapiens]
Accession: gi|21687020 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.3
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1090 1 775.2584 -152.54 2 43.7 12.0 1 648-661 R.LREADSMAAVAEMR.Q



Detailed Protein Report

1767 / 2208

Protein 1382: proline-rich nuclear receptor coactivator 1 [Homo sapiens]
Accession: gi|5802982 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.2
Database Date: 2015-11-30 pI: 11.0
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2381 1 951.1462 150.40 2 58.0 12.0 0 27-44 R.GYFGALPMVTTAPPPLPR.I Oxidation: 8



Detailed Protein Report

1768 / 2208

Protein 1383: probable ATP-dependent RNA helicase DDX49 [Homo sapiens]
Accession: gi|31542656 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.2
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2337 1 848.8320 49.46 3 59.7 12.0 0 371-392 K.LEEFSVEEAEVLQILTQVNVVR.R



Detailed Protein Report
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Protein 1384: PREDICTED: multidrug resistance-associated protein 1 isoform X6 [Homo sapiens]
Accession: gi|578828091 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 156.6
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1249 1 863.6787 164.53 2 45.2 12.0 2 372-386 R.IKLMNEILNGIKVLK.L



Detailed Protein Report
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Protein 1385: PREDICTED: zinc finger CCCH domain-containing protein 14 isoform X2 [Homo 
sapiens]

Accession: gi|530404628 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.0
Database Date: 2015-11-30 pI: 7.2
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1725 1 1003.7849 -111.00 2 51.4 12.0 0 425-440 K.NQDYYDMESMVHADTR.S Oxidation: 7, 10



Detailed Protein Report
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Protein 1386: RNA-binding protein 14 isoform 1 [Homo sapiens]
Accession: gi|5454064 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.4
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

349 1 639.8896 62.99 2 33.0 12.0 2 607-616 R.RLAELSDYRR.L



Detailed Protein Report

1772 / 2208

Protein 1387: thioredoxin domain-containing protein 16 isoform 2 precursor [Homo sapiens]
Accession: gi|237648961 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.0
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1399 1 720.3692 81.20 2 47.1 12.0 1 762-773 K.CMKETDVQENDK.E WUP:QUP 0.35



Detailed Protein Report
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Protein 1388: carbohydrate sulfotransferase 11 isoform 2 [Homo sapiens]
Accession: gi|291219907 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.0
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2642 1 784.3526 -74.09 3 61.3 12.0 2 158-176 K.TLNQYSIPEINHRLKSYMK.F Oxidation: 18



Detailed Protein Report
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Protein 1389: PREDICTED: actin cytoskeleton-regulatory complex protein PAN1-like [Homo sapiens]
Accession: gi|578844820 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.1
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1202 1 863.1498 168.34 2 44.6 12.0 1 150-165 R.AVLAALVEKQQQALSR.F



Detailed Protein Report

1775 / 2208

Protein 1390: uncharacterized protein C2orf74 isoform 2 [Homo sapiens]
Accession: gi|221139896 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.2
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 11.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530367535 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  C2orf74  isoform  X4  [Homo  
sapiens]

gi|530367533 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  C2orf74  isoform  X3  [Homo  
sapiens]

gi|530367531 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  C2orf74  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

209 1 797.8984 85.12 2 32.3 12.0 0 33-45 R.DMEAEEENQINEK.Q Oxidation: 2



Detailed Protein Report
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Protein 1391: GMP reductase 2 isoform 5 [Homo sapiens]
Accession: gi|545688070 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.6
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1956 1 785.7909 -76.62 2 54.8 12.0 1 237-249 K.LFYGMSSEMAMKK.Y Oxidation: 5, 9, 11



Detailed Protein Report

1777 / 2208

Protein 1392: angiogenin precursor [Homo sapiens]
Accession: gi|4557313 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|148277046 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
angiogenin precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2690 3 607.3377 61.93 2 62.0 11.9 2 49-57 R.YCESIMRRR.G



Detailed Protein Report

1778 / 2208

Protein 1393: engulfment and cell motility protein 1 isoform 2 [Homo sapiens]
Accession: gi|18765702 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.7
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.44 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.36 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|86788140 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
engulfment and cell motility protein 1 isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1995 1 678.8162 -37.70 2 55.3 11.9 2 141-152 K.DCPHMKEKGALK.Q QU:MU 0.44
WUP:QUP 2.36



Detailed Protein Report

1779 / 2208

Protein 1394: spindle assembly abnormal protein 6 homolog [Homo sapiens]
Accession: gi|35038601 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.4
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

239 1 801.7845 -124.85 2 32.7 11.9 0 613-626 R.GLSQNLFSNSDHQR.D



Detailed Protein Report

1780 / 2208

Protein 1395: PREDICTED: sodium/hydrogen exchanger 7 isoform X6 [Homo sapiens]
Accession: gi|578838129 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.7
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

843 1 937.9669 -59.83 2 38.9 11.9 1 458-473 R.AAHIYPLSFFLNLGRR.H



Detailed Protein Report

1781 / 2208

Protein 1396: PREDICTED: DNA-(apurinic or apyrimidinic site) lyase isoform X2 [Homo sapiens]
Accession: gi|530403617 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1621 1 1130.4868 -28.13 2 48.6 11.9 1 120-139 R.QCPLKVSYGIGDEEHDQEGR.V



Detailed Protein Report

1782 / 2208

Protein 1397: helicase SRCAP [Homo sapiens]
Accession: gi|146219843 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.3
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.5
No. of unique Peptides: 1



Detailed Protein Report

1783 / 2208



Detailed Protein Report

1784 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1273 1 863.9281 -68.36 2 45.5 11.9 2 3195-
3209

R.RLVGTTNQGDQRILR.S



Detailed Protein Report

1785 / 2208

Protein 1398: PREDICTED: uncharacterized protein LOC102724905 [Homo sapiens]
Accession: gi|578835678 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.0
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 8.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2350 1 835.2854 -159.01 2 59.8 11.9 1 38-55 K.TYAFGGSPGTGVTGGKGR.E



Detailed Protein Report

1786 / 2208

Protein 1399: glutamate receptor 3 isoform 2 precursor [Homo sapiens]
Accession: gi|163659858 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.0
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2723 2 840.9077 -17.43 2 64.4 11.9 2 213-225 R.QEKRYLIDCEVER.I



Detailed Protein Report

1787 / 2208

Protein 1400: diacylglycerol kinase eta isoform 4 [Homo sapiens]
Accession: gi|325197221 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.5
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1474 1 689.9970 -3.59 3 46.8 11.9 1 58-76 R.ESLSGVTSHGLSCEVCKFK.A Carbamidomethyl: 13



Detailed Protein Report

1788 / 2208

Protein 1401: PREDICTED: palmitoyltransferase ZDHHC17 isoform X2 [Homo sapiens]
Accession: gi|530399993 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.3
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 5.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1444 1 830.0896 1.17 3 48.2 11.9 2 1-21 -.MINHLQEARQAKGYDNPSFLR.K



Detailed Protein Report

1789 / 2208

Protein 1402: PREDICTED: sushi domain-containing protein 3 isoform X1 [Homo sapiens]
Accession: gi|578817174 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.9
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

589 1 697.2029 -172.10 2 36.9 11.9 1 1-12 -.MPQCLREGTCAK.L Carbamidomethyl: 10



Detailed Protein Report

1790 / 2208

Protein 1403: PREDICTED: chromobox protein homolog 7 isoform X1 [Homo sapiens]
Accession: gi|530419688 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.9
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 11.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2341 1 1002.7057 145.46 2 59.1 11.9 2 2-19 M.ELSAIGEQVFAVESIRKK.R



Detailed Protein Report

1791 / 2208

Protein 1404: PREDICTED: LOW QUALITY PROTEIN: armadillo repeat-containing protein 4-like 
[Homo sapiens]

Accession: gi|578818723 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2526 1 410.2347 36.76 2 61.5 11.9 1 60-67 K.DISGSGKR.S



Detailed Protein Report

1792 / 2208

Protein 1405: PREDICTED: HAUS augmin-like complex subunit 5 isoform X2 [Homo sapiens]
Accession: gi|578834213 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.7
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1924 1 902.3552 -97.62 2 53.9 11.9 0 89-103 R.AEIQELDQSLELMER.D



Detailed Protein Report
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Protein 1406: zinc finger protein 575 [Homo sapiens]
Accession: gi|28372567 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 11.6

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.63 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.19 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578834314 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 575 isoform X3 [Homo sapiens]

gi|530416267 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 575 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2271 1 666.3126 -77.96 2 56.7 11.8 1 185-196 K.AFSFPSKLAAHR.L WUP:QUP 0.19
QU:MU 0.63



Detailed Protein Report
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Protein 1407: coiled-coil domain-containing protein 93 [Homo sapiens]
Accession: gi|82775371 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.2
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

308 1 651.8272 -75.61 2 33.8 11.8 2 604-613 R.LYFKTVKEFK.E



Detailed Protein Report
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Protein 1408: integrator complex subunit 12 [Homo sapiens]
Accession: gi|21361851 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.8
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530378006 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  integrator  complex  subunit  12  isoform  X3  [Homo  
sapiens]

gi|530378004 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  integrator  complex  subunit  12  isoform  X2  [Homo  
sapiens]

gi|215599585 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

integrator complex subunit 12 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

21 1 736.0052 -65.71 3 29.9 11.8 1 33-52 K.ALLDESLARGIDSSYRPSQK.D



Detailed Protein Report
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Protein 1409: dickkopf-related protein 1 precursor [Homo sapiens]
Accession: gi|7110719 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.7
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 3.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1338 1 569.8185 115.24 2 45.1 11.8 0 250-259 K.DHHQASNSSR.L



Detailed Protein Report
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Protein 1410: monocarboxylate transporter 5 isoform 2 [Homo sapiens]
Accession: gi|319996630 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.1
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1205 1 1023.6515 108.87 2 45.2 11.8 0 71-90 R.FCAGLGSAFLYQVAAVVTTK.Y



Detailed Protein Report

1798 / 2208

Protein 1411: zinc finger protein 48 isoform 2 [Homo sapiens]
Accession: gi|333805600 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.0
Database Date: 2015-11-30 pI: 11.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

139 1 707.7910 -32.11 2 31.5 11.8 1 99-112 K.CGICGKGFGDSSAR.I Carbamidomethyl: 1



Detailed Protein Report
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Protein 1412: PREDICTED: receptor-type tyrosine-protein phosphatase T isoform X5 [Homo sapiens]
Accession: gi|578835723 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.9
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2030 1 715.9422 -125.78 3 53.8 11.8 1 320-338 K.CADPVHGPQNVEIVDIRAR.Q Carbamidomethyl: 1



Detailed Protein Report

1800 / 2208

Protein 1413: PREDICTED: beclin-1 isoform X2 [Homo sapiens]
Accession: gi|530413037 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.8
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1558 1 685.6866 -202.29 2 49.2 11.8 0 335-348 K.IEDTGGSGGSYSIK.T



Detailed Protein Report

1801 / 2208

Protein 1414: protein SCO2 homolog, mitochondrial precursor [Homo sapiens]
Accession: gi|153791313 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.8
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|281182727 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein SCO2 homolog, mitochondrial precursor [Homo sapiens]

gi|281182722 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein SCO2 homolog, mitochondrial precursor [Homo sapiens]

gi|281182716 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein SCO2 homolog, mitochondrial precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

896 1 512.1549 -207.64 2 39.6 11.8 2 113-120 R.ARCKADFR.G Carbamidomethyl: 3



Detailed Protein Report

1802 / 2208

Protein 1415: ankyrin-1 isoform 2 [Homo sapiens]
Accession: gi|70780355 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 188.9
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 2.24 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1803 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2604 1 449.6284 -302.49 2 60.8 11.8 1 1492-
1498

R.NLKPDRR.H WUP:QUP 2.24



Detailed Protein Report
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Protein 1416: MAD2L1-binding protein isoform 2 [Homo sapiens]
Accession: gi|7661918 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1913 1 599.9134 -68.59 3 53.8 11.8 1 220-233 R.NCGEDWFRPKLNYR.V



Detailed Protein Report
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Protein 1417: bone morphogenetic protein receptor type-1B isoform b precursor [Homo sapiens]
Accession: gi|4502431 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.9
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578809323 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  bone  morphogenetic  protein  receptor  type-1B  isoform  
X1 [Homo sapiens]

gi|377823731 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

bone  morphogenetic  protein  receptor  type-1B  isoform  b  precursor  
[Homo sapiens]

gi|377823723 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

bone  morphogenetic  protein  receptor  type-1B  isoform  b  precursor  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2215 1 1130.1764 76.41 2 58.1 11.8 2 357-376 K.FISDTNEVDIPPNTRVGTKR.Y



Detailed Protein Report

1806 / 2208

Protein 1418: inositol-trisphosphate 3-kinase B [Homo sapiens]
Accession: gi|194272161 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.3
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
Quantitation
QU:MU Median: 5.55 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

672 1 705.3789 -4.51 2 38.4 11.8 2 762-772 K.KPSLRKDMYQK.M Oxidation: 8 WUP:QUP 1.55
QU:MU 5.55



Detailed Protein Report
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Protein 1419: bifunctional glutamate/proline--tRNA ligase [Homo sapiens]
Accession: gi|62241042 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 170.5
Database Date: 2015-11-30 pI: 7.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.77 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.67 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

37 1 712.6427 -104.44 3 30.3 11.8 2 850-867 K.INEAVECLLSLKAQYKEK.T Carbamidomethyl: 7 QU:MU 1.77
WUP:QUP 0.67



Detailed Protein Report

1808 / 2208

Protein 1420: transmembrane protein 126A isoform 1 [Homo sapiens]
Accession: gi|14150017 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.5
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 14.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1779 1 1011.6290 57.94 3 52.1 11.8 2 57-84 R.ILNVTKARIAAGLPMAGIPFLTTDLTYR.C Oxidation: 15



Detailed Protein Report
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Protein 1421: PREDICTED: diphosphomevalonate decarboxylase isoform X2 [Homo sapiens]
Accession: gi|578828983 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 8.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1514 1 1052.1817 93.63 2 48.6 11.8 2 36-55 K.KLTGSTVGMRASVETSPLLR.F



Detailed Protein Report

1810 / 2208

Protein 1422: PREDICTED: LIM/homeobox protein Lhx9 isoform X2 [Homo sapiens]
Accession: gi|530365098 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1198 1 612.4376 241.33 2 45.1 11.8 0 167-177 K.TLTTGDHFGMK.D Oxidation: 10



Detailed Protein Report
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Protein 1423: PREDICTED: EF-hand calcium-binding domain-containing protein 4A isoform X11 
[Homo sapiens]

Accession: gi|578820464 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.2
Database Date: 2015-11-30 pI: 0.0

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1754 2 577.2577 -85.92 2 52.2 11.8 0 473-483 R.STRPPGANPTR.R QU:MU 0.35



Detailed Protein Report

1812 / 2208

Protein 1424: fibroleukin precursor [Homo sapiens]
Accession: gi|5730075 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.2
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.45 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

675 1 690.3561 -24.67 2 38.4 11.8 1 146-157 K.NAKEEINVLHGR.L QU:MU 1.45



Detailed Protein Report

1813 / 2208

Protein 1425: PREDICTED: myb/SANT-like DNA-binding domain-containing protein 2 isoform X4 
[Homo sapiens]

Accession: gi|530398384 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578822380 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: myb/SANT-like DNA-binding domain-containing protein 
2 isoform X8 [Homo sapiens]

gi|578822376 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: myb/SANT-like DNA-binding domain-containing protein 
2 isoform X6 [Homo sapiens]

gi|578822374 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: myb/SANT-like DNA-binding domain-containing protein 
2 isoform X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

975 1 955.7195 -97.68 3 41.8 11.7 1 269-294 K.TFSKDWVGINGFLSQNCIVDPGVSPK.S Carbamidomethyl: 17



Detailed Protein Report

1814 / 2208

Protein 1426: SH2 domain-containing protein 4B isoform 2 [Homo sapiens]
Accession: gi|224591408 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1450 1 783.3926 -44.00 2 47.8 11.7 1 194-208 R.AIQKGTVAGLSSMFR.E



Detailed Protein Report

1815 / 2208

Protein 1427: leucine-rich repeat-containing protein 14B [Homo sapiens]
Accession: gi|122937351 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1441 1 1022.9976 61.26 2 48.2 11.7 0 428-445 K.DCYPEGAAYPQDELAMSK.F Carbamidomethyl: 2



Detailed Protein Report
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Protein 1428: PREDICTED: bone morphogenetic protein 5 isoform X3 [Homo sapiens]
Accession: gi|530382406 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.5
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2529 1 941.9279 -93.60 2 61.6 11.7 1 298-313 K.QPFMVAFFKASEVLLR.S



Detailed Protein Report

1817 / 2208

Protein 1429: PREDICTED: stabilin-2 isoform X1 [Homo sapiens]
Accession: gi|578823928 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 243.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.4

No. of unique Peptides: 1



Detailed Protein Report

1818 / 2208



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2882 2 648.3630 73.51 2 64.8 11.7 1 220-229 K.LECKCLPNYR.G Carbamidomethyl: 3



Detailed Protein Report

1820 / 2208

Protein 1430: SLC2A4 regulator [Homo sapiens]
Accession: gi|31982931 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.56 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2046 1 1073.4473 -106.13 2 53.9 11.7 2 12-31 R.DPSALRAEAPWLRAEGPGPR.
A

WUP:QUP 0.56



Detailed Protein Report
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Protein 1431: PREDICTED: uncharacterized protein LOC102724043 [Homo sapiens]
Accession: gi|578808329 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2081 1 731.3837 37.61 2 56.4 11.7 0 1-13 -.MLSCFTPCPPPLR.I



Detailed Protein Report
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Protein 1432: PREDICTED: probable JmjC domain-containing histone demethylation protein 2C 
isoform X8 [Homo sapiens]

Accession: gi|530393275 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 188.9
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



Detailed Protein Report

1823 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

343 1 528.7540 -68.44 2 33.9 11.7 2 345-352 K.NKHLMNKR.R Oxidation: 5



Detailed Protein Report

1824 / 2208

Protein 1433: Krueppel-related zinc finger protein 1 [Homo sapiens]
Accession: gi|32401441 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.1
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

952 1 584.2074 -228.39 2 41.5 11.7 1 564-572 R.QKPNLFRHK.R



Detailed Protein Report

1825 / 2208

Protein 1434: signal transducer and activator of transcription 3 isoform 3 [Homo sapiens]
Accession: gi|47458820 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.1
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1378 1 977.5477 34.77 2 47.4 11.7 0 216-233 R.SIVSELAGLLSAMEYVQK.T Oxidation: 13



Detailed Protein Report

1826 / 2208

Protein 1435: proliferating cell nuclear antigen [Homo sapiens]
Accession: gi|4505641 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 4.4
Modification(s): Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|33239451 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
proliferating cell nuclear antigen [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1448 1 428.2129 16.30 3 47.7 11.7 1 139-149 K.MPSGEFARICR.D Oxidation: 1



Detailed Protein Report

1827 / 2208

Protein 1436: glutathione peroxidase 3 precursor [Homo sapiens]
Accession: gi|6006001 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.6
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 7.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2604 1 973.9996 -12.90 2 62.6 11.7 1 186-201 K.FLVGPDGIPIMRWHHR.T Oxidation: 11



Detailed Protein Report
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Protein 1437: E3 ubiquitin-protein ligase parkin isoform 2 [Homo sapiens]
Accession: gi|169790971 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.7
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 5.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2156 1 836.3125 -111.36 3 55.3 11.7 2 129-151 R.KDSPPAGSPAGRSIYNSFYVYCK.G



Detailed Protein Report
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Protein 1438: centrosomal protein kizuna isoform 3 [Homo sapiens]
Accession: gi|247301334 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.2
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.97 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.05 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

30 1 856.3760 -67.86 2 30.1 11.7 1 341-355 K.EHDNSVKEEATALLR.K WUP:QUP 1.05
QU:MU 0.97



Detailed Protein Report
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Protein 1439: PREDICTED: uncharacterized protein LOC102725509 [Homo sapiens]
Accession: gi|578796799 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.9
Database Date: 2015-11-30 pI: 12.1

Sequence Coverage [%]: 7.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1023 2 955.6838 135.95 2 42.4 11.7 1 149-169 R.INMVGLGLVGGAGAGLVRGAK.W



Detailed Protein Report

1831 / 2208

Protein 1440: fibrillin-3 precursor [Homo sapiens]
Accession: gi|56237021 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 300.1
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.6

No. of unique Peptides: 1



Detailed Protein Report
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Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2042 1 733.5869 -72.63 3 53.9 11.7 2 304-321 R.CAGDLAGHYTRRQCCCDR.G Carbamidomethyl: 14, 15, 
16



Detailed Protein Report
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Protein 1441: zinc finger protein 721 [Homo sapiens]
Accession: gi|119120877 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.4
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1666 1 938.9110 -24.87 2 50.6 11.7 2 223-238 K.CKECGKAFMHSSHLNK.H Carbamidomethyl: 1



Detailed Protein Report
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Protein 1442: PREDICTED: neuronal PAS domain-containing protein 2 isoform X8 [Homo sapiens]
Accession: gi|530368679 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.1
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

169 1 492.6415 18.04 3 31.8 11.6 1 111-123 K.TTVLEKVIGFLQK.H



Detailed Protein Report
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Protein 1443: PREDICTED: zinc finger MIZ domain-containing protein 2 isoform X10 [Homo sapiens]
Accession: gi|530385040 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.2
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

76 1 750.8206 -121.89 2 30.9 11.6 1 510-522 R.GDNKTSHKPLYLK.H



Detailed Protein Report

1837 / 2208

Protein 1444: carcinoembryonic antigen-related cell adhesion molecule 20 isoform 4S precursor 
[Homo sapiens]

Accession: gi|156564388 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 5.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.31 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.73 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

95 1 896.4310 -0.22 3 30.1 11.6 0 167-192 K.
LESGVASGEVVEVMEGSSMTFLAETK.
S

QU:MU 2.31
WUP:QUP 0.73



Detailed Protein Report
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Protein 1445: fibulin-5 precursor [Homo sapiens]
Accession: gi|19743803 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.1
Database Date: 2015-11-30 pI: 4.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2359 1 911.7720 -114.30 2 57.8 11.6 1 327-342 R.ISDNRCMCPAENPGCR.D Carbamidomethyl: 6



Detailed Protein Report
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Protein 1446: zinc finger protein 514 [Homo sapiens]
Accession: gi|14249456 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578805042 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 514 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2043 1 714.6158 -98.66 3 55.9 11.6 2 374-392 K.CNECGRAFAHTASLIKHQR.S



Detailed Protein Report

1840 / 2208

Protein 1447: PREDICTED: myotubularin-related protein 5 isoform X5 [Homo sapiens]
Accession: gi|530420851 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.2
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 0.5
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

292 1 591.6596 -216.66 2 33.3 11.6 1 242-251 R.SYQRLADACR.G



Detailed Protein Report

1842 / 2208

Protein 1448: receptor-type tyrosine-protein phosphatase C isoform 2 precursor [Homo sapiens]
Accession: gi|392307009 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 131.0
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2545 2 625.3171 71.20 2 62.4 11.6 1 370-379 R.NESHKNCDFR.V



Detailed Protein Report

1843 / 2208

Protein 1449: PREDICTED: zinc finger protein 334 isoform X4 [Homo sapiens]
Accession: gi|578836054 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578836058 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 334 isoform X6 [Homo sapiens]

gi|578836056 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 334 isoform X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1665 1 967.4326 -7.08 2 49.1 11.6 2 224-238 K.GRQTERKPNECNECR.K Carbamidomethyl: 11, 14



Detailed Protein Report
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Protein 1450: tankyrase-2 [Homo sapiens]
Accession: gi|13376842 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.8
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2748 1 694.8549 -29.42 2 64.7 11.6 1 59-71 K.STPLHFAAGFGRK.D



Detailed Protein Report
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Protein 1451: condensin complex subunit 1 [Homo sapiens]
Accession: gi|178056552 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.1
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2825 1 913.4475 -27.71 2 63.9 11.6 0 1086-
1100

R.FPNLVDPWTPHLYAR.L



Detailed Protein Report
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Protein 1452: olfactory receptor 5M9 [Homo sapiens]
Accession: gi|52317128 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1533 1 911.7754 -156.20 2 49.4 11.6 1 121-136 R.YMAGCNPLLYGSKMSR.T Oxidation: 2, 14



Detailed Protein Report
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Protein 1453: jerky protein homolog isoform b [Homo sapiens]
Accession: gi|525342477 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.8
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.66 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.64 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578816229 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: jerky protein homolog isoform X3 [Homo sapiens]

gi|525342488 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

jerky protein homolog isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

69 1 773.7368 -181.03 2 29.8 11.6 0 216-229 R.LTVLMCANATGSHR.L Carbamidomethyl: 6; 
Oxidation: 5

WUP:QUP 0.64
QU:MU 0.66



Detailed Protein Report
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Protein 1454: protein phosphatase 1M isoform b [Homo sapiens]
Accession: gi|171460934 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

444 1 862.7948 47.40 3 35.5 11.6 1 1-25 -.MGGCTALVAVSLQGKLYMANAGDSR.A Carbamidomethyl: 4; 
Oxidation: 18



Detailed Protein Report
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Protein 1455: rhomboid-related protein 1 isoform 1 [Homo sapiens]
Accession: gi|523704585 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1780 1 898.8434 -152.71 2 52.1 11.6 1 86-102 R.ALPRDGPLDEPGLGVYK.R



Detailed Protein Report
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Protein 1456: endophilin-A2 isoform 3 [Homo sapiens]
Accession: gi|317108193 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.5
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 4.28 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

818 1 635.1543 -208.98 2 38.6 11.6 1 29-38 K.LDDDFKEMEK.K WUP:QUP 0.35
QU:MU 4.28



Detailed Protein Report
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Protein 1457: NEDD4 family-interacting protein 1 [Homo sapiens]
Accession: gi|13386480 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.9
Database Date: 2015-11-30 pI: 4.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.7

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.76 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.31 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1839 1 547.6443 24.04 3 51.3 11.6 0 2-18 M.ALALAALAAVEPACGSR.Y Carbamidomethyl: 14 QU:MU 0.76
WUP:QUP 1.31



Detailed Protein Report
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Protein 1458: DNA damage-inducible transcript 4-like protein [Homo sapiens]
Accession: gi|21687001 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.7
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530377132 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: DNA damage-inducible transcript 4-like protein isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2065 1 575.2075 -231.33 2 55.7 11.6 1 166-175 R.RTLILSSGFR.L



Detailed Protein Report
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Protein 1459: ferrochelatase, mitochondrial isoform b precursor [Homo sapiens]
Accession: gi|60499021 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.8
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2339 1 1029.7232 144.15 2 57.5 11.6 2 1-20 -.MRSLGANMAAALRAAGVLLR.D Oxidation: 8



Detailed Protein Report
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Protein 1460: xylosyltransferase 1 precursor [Homo sapiens]
Accession: gi|28269693 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.5
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2175 1 701.2622 -127.85 3 57.6 11.6 0 388-406 R.MATIWGGASLLSTYLQSMR.D Oxidation: 18



Detailed Protein Report

1855 / 2208

Protein 1461: tricarboxylate transport protein, mitochondrial isoform c [Homo sapiens]
Accession: gi|568786339 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.2
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

610 1 593.6757 -215.17 2 36.0 11.6 1 143-152 K.TRMQGLEAHK.Y Oxidation: 3



Detailed Protein Report
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Protein 1462: homeobox protein BarH-like 1 [Homo sapiens]
Accession: gi|153218470 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.3
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 7.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1733 1 697.3497 -100.24 3 50.0 11.6 2 200-219 K.IVLQGGGLESPTKPKGRPKK.N



Detailed Protein Report
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Protein 1463: PREDICTED: transcriptional repressor p66-beta isoform X1 [Homo sapiens]
Accession: gi|530365126 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.9
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1072 1 571.1338 -223.95 2 43.5 11.5 1 1-9 -.MKISNMMDR.M Oxidation: 7



Detailed Protein Report
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Protein 1464: PREDICTED: rho GTPase-activating protein 29 isoform X1 [Homo sapiens]
Accession: gi|578800119 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.7
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.98 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.03 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

648 3 512.1373 -240.75 2 36.5 11.5 1 995-1004 R.KDAATTVCSK.F WUP:QUP 1.03
QU:MU 0.98



Detailed Protein Report
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Protein 1465: Krueppel-like factor 9 [Homo sapiens]
Accession: gi|4557375 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.2
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.5

No. of unique Peptides: 1
Quantitation
QU:MU Median: 4.94 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.32 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

344 1 646.6642 -214.55 2 34.0 11.5 2 142-152 K.RHKCPYSGCGK.V Carbamidomethyl: 4 QU:MU 4.94
WUP:QUP 0.32



Detailed Protein Report
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Protein 1466: V-type proton ATPase subunit E 1 isoform c [Homo sapiens]
Accession: gi|87159818 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.7
Database Date: 2015-11-30 pI: 7.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.12 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

428 1 645.8393 -21.26 2 35.0 11.5 2 106-115 R.CRKQDFPLVK.A Carbamidomethyl: 1 QU:MU 1.12



Detailed Protein Report
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Protein 1467: PREDICTED: sorting nexin-32 isoform X2 [Homo sapiens]
Accession: gi|578821254 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

880 1 695.3494 -29.98 2 41.1 11.5 1 101-113 K.LQKLGEGDSSVTR.E



Detailed Protein Report
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Protein 1468: PREDICTED: diacylglycerol kinase iota isoform X1 [Homo sapiens]
Accession: gi|578814733 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.2
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1696 1 1102.1837 102.80 2 51.0 11.5 2 1-21 -.MDAAGRGCHLLPLPAARGPAR.A Carbamidomethyl: 8; 
Oxidation: 1



Detailed Protein Report
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Protein 1469: PREDICTED: protein EMSY isoform X10 [Homo sapiens]
Accession: gi|578821618 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2683 2 822.4436 13.69 2 64.6 11.5 1 1054-
1068

R.KIDPPAVPATGQFMR.I Oxidation: 14



Detailed Protein Report
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Protein 1470: protein RRP5 homolog [Homo sapiens]
Accession: gi|70980549 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.6
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



Detailed Protein Report

1865 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1880 1 835.3213 -94.03 2 53.4 11.5 0 72-85 K.FEILSVESLCEGMR.I Carbamidomethyl: 10



Detailed Protein Report
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Protein 1471: protein sidekick-1 isoform 2 [Homo sapiens]
Accession: gi|119220550 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.3
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2162 1 618.9457 -18.66 3 55.4 11.5 0 139-155 K.TVNSSSTSTMCELTHLK.K Oxidation: 10



Detailed Protein Report
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Protein 1472: presqualene diphosphate phosphatase [Homo sapiens]
Accession: gi|66773040 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.2
Database Date: 2015-11-30 pI: 11.2

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

97 1 767.6746 -69.94 3 30.9 11.5 2 189-207 R.RRRPAHNQMDMFVTLSVDK.Y



Detailed Protein Report
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Protein 1473: Lebercilin [Homo sapiens]
Accession: gi|170650670 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.5
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530383030 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: Lebercilin isoform X2 [Homo sapiens]

gi|170650672 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

Lebercilin [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

96 1 820.3387 -82.67 3 30.9 11.5 1 621-644 K.SSDPNSVASSKGDIDPLNFLPGNK.G



Detailed Protein Report
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Protein 1474: PREDICTED: 5-azacytidine-induced protein 1 isoform X4 [Homo sapiens]
Accession: gi|530411826 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.3
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

497 1 945.4933 40.80 2 36.2 11.5 1 912-928 R.CSELKGQLGEAEGENLR.L Carbamidomethyl: 1



Detailed Protein Report
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Protein 1475: PREDICTED: collagen alpha-1(III) chain-like [Homo sapiens]
Accession: gi|530436794 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.9
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

355 1 528.6942 -187.78 2 34.1 11.5 0 257-267 R.GSVPAALASQR.H



Detailed Protein Report
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Protein 1476: epithelial splicing regulatory protein 1 isoform 5 [Homo sapiens]
Accession: gi|170763533 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.2
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2627 1 863.9392 -38.81 2 62.9 11.5 1 247-264 K.GLNIAKGGAALCLNAQGR.R



Detailed Protein Report
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Protein 1477: fatty acid-binding protein 12 [Homo sapiens]
Accession: gi|157427691 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.6
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 12.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578815695 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: fatty acid-binding protein 12 isoform X2 [Homo sapiens]

gi|530388530 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: fatty acid-binding protein 12 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1717 1 1023.8660 -90.78 2 51.8 11.5 1 11-28 K.SISCENSEDYMKELGIGR.A Oxidation: 11



Detailed Protein Report

1873 / 2208

Protein 1478: PREDICTED: signal-induced proliferation-associated 1-like protein 2 isoform X8 
[Homo sapiens]

Accession: gi|578802290 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 188.3
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1759 1 1057.1731 7.31 3 51.8 11.5 0 40-73 K.AINGNMGPTTSLNASNSNETGGGGPANGTPAVPK.M Oxidation: 6



Detailed Protein Report

1874 / 2208

Protein 1479: PREDICTED: zinc finger protein 62 homolog isoform X4 [Homo sapiens]
Accession: gi|578811209 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.2
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.78 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.66 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578811217 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  protein  62  homolog  isoform  X8  [Homo  
sapiens]

gi|578811215 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  zinc  finger  protein  62  homolog  isoform  X7  [Homo  
sapiens]

gi|578811213 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  zinc  finger  protein  62  homolog  isoform  X6  [Homo  
sapiens]

gi|578811211 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  zinc  finger  protein  62  homolog  isoform  X5  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

903 1 700.3064 5.36 2 41.3 11.5 1 434-444 R.EKPYECDRCEK.V WUP:QUP 0.66
QU:MU 1.78



Detailed Protein Report
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Protein 1480: PREDICTED: zinc finger protein 839 isoform X1 [Homo sapiens]
Accession: gi|530404173 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.5
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2340 1 899.3808 -112.44 2 59.7 11.5 2 597-612 R.EREAAEEGLASVKRPR.R



Detailed Protein Report

1876 / 2208

Protein 1481: sorting nexin-5 isoform b [Homo sapiens]
Accession: gi|540344544 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.9
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2099 1 938.3578 -137.94 2 56.1 11.5 1 192-206 R.YYMLNIEAAKDLLYR.R



Detailed Protein Report

1877 / 2208

Protein 1482: PREDICTED: echinoderm microtubule-associated protein-like 4 isoform X2 [Homo 
sapiens]

Accession: gi|530367490 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.8
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1879 1 1059.3311 -131.92 2 53.9 11.4 0 728-745 R.CTGHSSYITHLDWSPDNK.Y Carbamidomethyl: 1



Detailed Protein Report

1878 / 2208

Protein 1483: glutamate-rich protein 1 [Homo sapiens]
Accession: gi|46409304 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.0
Database Date: 2015-11-30 pI: 4.5

Sequence Coverage [%]: 3.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1666 1 981.9452 -2.85 2 51.1 11.4 1 268-284 K.DAREEDGVDTIEEDLTR.A



Detailed Protein Report

1879 / 2208

Protein 1484: PREDICTED: formin-binding protein 1 isoform X20 [Homo sapiens]
Accession: gi|530390795 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.35 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.21 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

812 1 603.7427 -137.75 2 39.7 11.4 2 223-232 R.RIVRMGESMK.T WUP:QUP 0.21
QU:MU 1.35



Detailed Protein Report

1880 / 2208

Protein 1485: zinc finger and BTB domain-containing protein 10 isoform c [Homo sapiens]
Accession: gi|460417313 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.9
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1822 1 861.7800 -131.73 2 52.6 11.4 2 505-519 R.HGSRRYGVCVDCADK.S Carbamidomethyl: 12



Detailed Protein Report

1881 / 2208

Protein 1486: PREDICTED: clusterin-associated protein 1 isoform X1 [Homo sapiens]
Accession: gi|578828036 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.5
Database Date: 2015-11-30 pI: 4.5

Sequence Coverage [%]: 3.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2301 1 741.3566 -87.91 2 57.1 11.4 2 54-66 K.FKFDLGSKIADLK.A



Detailed Protein Report

1882 / 2208

Protein 1487: PREDICTED: activating transcription factor 7-interacting protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|578828278 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.0
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

53 1 750.8261 -51.63 2 30.6 11.4 2 351-363 K.TECRNKHEGIADK.L



Detailed Protein Report

1883 / 2208

Protein 1488: putative GTP cyclohydrolase 1 type 2 NIF3L1 isoform 3 [Homo sapiens]
Accession: gi|215272362 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.1
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578804706 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  putative  GTP cyclohydrolase  1  type  2  NIF3L1 isoform 
X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

531 1 472.2515 -30.65 3 35.1 11.4 0 2-14 M.LSSCVRPVPTTVR.F



Detailed Protein Report

1884 / 2208

Protein 1489: PREDICTED: persulfide dioxygenase ETHE1, mitochondrial isoform X3 [Homo 
sapiens]

Accession: gi|530416070 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.5

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.00 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.98 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

197 1 903.9342 -44.66 2 32.2 11.4 1 87-101 R.TLNPRLTLSCEEFVK.I Carbamidomethyl: 10 WUP:QUP 0.98
QU:MU 1.00



Detailed Protein Report

1885 / 2208

Protein 1490: proteasome activator complex subunit 3 isoform 1 [Homo sapiens]
Accession: gi|30410794 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.5
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2745 1 941.9477 -120.25 2 62.8 11.4 2 122-137 K.VKPEIRLLIEKCNTVK.M



Detailed Protein Report

1886 / 2208

Protein 1491: PREDICTED: E3 ubiquitin-protein ligase RNF220 isoform X7 [Homo sapiens]
Accession: gi|578799381 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.97 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2277 1 775.3245 -72.44 2 56.8 11.4 1 142-154 R.LKNCHDTESPHLR.F QU:MU 0.97



Detailed Protein Report

1887 / 2208

Protein 1492: interleukin-17F precursor [Homo sapiens]
Accession: gi|16418375 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 14.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

429 1 881.1700 63.88 3 35.3 11.4 1 33-56 K.IPKVGHTFFQKPESCPPVPGGSMK.L Carbamidomethyl: 15; 
Oxidation: 23



Detailed Protein Report
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Protein 1493: PREDICTED: autism susceptibility gene 2 protein isoform X1 [Homo sapiens]
Accession: gi|530385715 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.0
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1863 1 860.9061 -9.89 2 51.6 11.4 0 594-609 R.MMTPFMGISPLPGGER.F



Detailed Protein Report

1889 / 2208

Protein 1494: PREDICTED: cell death activator CIDE-A isoform X1 [Homo sapiens]
Accession: gi|578832070 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.7
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 10.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1540 1 699.3756 -6.91 2 48.9 11.4 1 25-36 R.SGIARVTFDLYR.L



Detailed Protein Report
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Protein 1495: zinc finger and SCAN domain-containing protein 29 [Homo sapiens]
Accession: gi|109715825 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.7
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.65 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578826641 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  and  SCAN  domain-containing  protein  29  
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

200 1 849.4012 -12.44 2 32.5 11.4 1 153-167 R.SPDLGPQEQMNPKEK.L QU:MU 1.65



Detailed Protein Report

1891 / 2208

Protein 1496: cryptochrome-2 isoform 2 [Homo sapiens]
Accession: gi|188536103 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.6
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

874 1 960.4724 -57.70 2 41.0 11.4 2 437-451 R.LNIERMKQIYQQLSR.Y



Detailed Protein Report
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Protein 1497: bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 2 isoform a [Homo 
sapiens]

Accession: gi|34447231 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1674 1 882.9064 -71.21 2 51.2 11.4 1 459-474 R.MKQHAAVLEEGVLDPK.S



Detailed Protein Report

1893 / 2208

Protein 1498: probable ATP-dependent RNA helicase DDX20 [Homo sapiens]
Accession: gi|256223453 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.2
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1828 1 807.3949 -77.75 2 51.2 11.4 2 39-52 R.ILRTAQDLSSPRTR.T



Detailed Protein Report

1894 / 2208

Protein 1499: dynein heavy chain 7, axonemal [Homo sapiens]
Accession: gi|151301127 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 460.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1



Detailed Protein Report

1895 / 2208



Detailed Protein Report

1896 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2726 1 862.4253 -75.80 2 65.2 11.4 2 436-450 K.AVSFVPRVETKLYSK.W



Detailed Protein Report

1897 / 2208

Protein 1500: PREDICTED: coiled-coil domain-containing protein 9 isoform X4 [Homo sapiens]
Accession: gi|578834259 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.24 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.51 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

795 1 848.9510 49.56 2 39.5 11.4 1 243-259 R.RAGLGSAGDMTLSMTGR.E Oxidation: 14 QU:MU 1.24
WUP:QUP 0.51



Detailed Protein Report
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Protein 1501: homeobox protein TGIF1 isoform d [Homo sapiens]
Accession: gi|28178851 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 6.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.33 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.28 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530424923 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: homeobox protein TGIF1 isoform X2 [Homo sapiens]

gi|522838246 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

homeobox protein TGIF1 isoform d [Homo sapiens]

gi|28178857 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

homeobox protein TGIF1 isoform d [Homo sapiens]

gi|28178855 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

homeobox protein TGIF1 isoform d [Homo sapiens]

gi|28178853 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

homeobox protein TGIF1 isoform d [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1061 2 751.8882 -7.89 2 41.5 11.3 1 2-16 M.DIPLDLSSSAGSGKR.R WUP:QUP 1.28
QU:MU 1.33



Detailed Protein Report

1899 / 2208

Protein 1502: deoxyribonuclease-1-like 1 precursor [Homo sapiens]
Accession: gi|5803007 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.9
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530430464 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: deoxyribonuclease-1-like 1 isoform X1 [Homo sapiens]

gi|58430946 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

deoxyribonuclease-1-like 1 precursor [Homo sapiens]

gi|58430944 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

deoxyribonuclease-1-like 1 precursor [Homo sapiens]

gi|58430942 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

deoxyribonuclease-1-like 1 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

35 1 1080.5173 4.02 2 30.1 11.3 2 220-237 R.ASTHCTYDRVVLHGERCR.S Carbamidomethyl: 5



Detailed Protein Report

1900 / 2208

Protein 1503: PREDICTED: EF-hand calcium-binding domain-containing protein 4B isoform X6 
[Homo sapiens]

Accession: gi|578822705 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.97 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.51 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1025 3 508.1580 -265.04 2 41.1 11.3 0 621-630 R.GLGEQLATVK.S QU:MU 0.97
WUP:QUP 0.51



Detailed Protein Report

1901 / 2208

Protein 1504: protein AKNAD1 [Homo sapiens]
Accession: gi|91754185 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.8
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

182 1 795.4018 96.81 2 31.1 11.3 0 1-13 -.MDEADFSEHTTYK.Q Oxidation: 1



Detailed Protein Report

1902 / 2208

Protein 1505: leukocyte immunoglobulin-like receptor subfamily B member 1 isoform 6 precursor 
[Homo sapiens]

Accession: gi|508772614 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.3
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1584 1 949.1716 123.54 2 48.1 11.3 0 1-18 -.MTPILTVLICLGLSLGPR.T



Detailed Protein Report

1903 / 2208

Protein 1506: DAN domain family member 5 precursor [Homo sapiens]
Accession: gi|22749329 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.2
Database Date: 2015-11-30 pI: 12.3

Sequence Coverage [%]: 9.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2762 1 1023.0288 -17.53 2 65.7 11.3 2 155-172 R.WAPVVLWCLTGSSASRRR.V



Detailed Protein Report

1904 / 2208

Protein 1507: PREDICTED: phosphatidylinositide phosphatase SAC2 isoform X2 [Homo sapiens]
Accession: gi|578819140 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.98 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.01 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1347 1 727.4089 -26.13 2 46.5 11.3 1 371-383 K.KQVIINLVDQAGR.E QU:MU 1.98
WUP:QUP 1.01



Detailed Protein Report
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Protein 1508: nuclear RNA export factor 3 [Homo sapiens]
Accession: gi|11545757 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.1
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2683 1 835.4519 96.70 2 61.9 11.3 0 101-115 R.MEGNMPDGTLGSWFK.I



Detailed Protein Report

1906 / 2208

Protein 1509: PREDICTED: amyotrophic lateral sclerosis 2 chromosomal region candidate gene 12 
protein isoform X2 [Homo sapiens]

Accession: gi|578803684 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2079 1 715.9597 -76.99 3 54.4 11.3 1 176-193 R.ELKEAHEAELSELENNYK.A



Detailed Protein Report

1907 / 2208

Protein 1510: PREDICTED: brain-specific angiogenesis inhibitor 1-associated protein 2 isoform X11 
[Homo sapiens]

Accession: gi|578830259 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.2
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

807 1 677.1961 -212.84 2 40.1 11.3 1 33-44 R.RQGWACVTYAAK.G



Detailed Protein Report

1908 / 2208

Protein 1511: alpha-synuclein isoform NACP112 [Homo sapiens]
Accession: gi|6806898 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.4
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 11.6
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2558 1 648.3654 21.74 2 62.0 11.3 0 46-58 K.EGVVHGVATVAEK.T WUP:QUP 0.04



Detailed Protein Report

1909 / 2208

Protein 1512: prostate-specific antigen isoform 4 preproprotein [Homo sapiens]
Accession: gi|71834855 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.7
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 11.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

801 1 1419.2740 37.23 2 39.6 11.3 1 69-94 R.KPGDDSSHDLMLLRLSEPAELTDAVK.V



Detailed Protein Report

1910 / 2208

Protein 1513: glycine receptor subunit alpha-2 isoform C [Homo sapiens]
Accession: gi|284925161 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 5.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2213 1 753.7852 120.48 3 58.1 11.3 1 281-301 R.FNFSGYGMGHCLQVKDGTAVK.A



Detailed Protein Report

1911 / 2208

Protein 1514: zinc finger protein 41 homolog [Homo sapiens]
Accession: gi|27883846 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.8
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|403048741 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 41 homolog [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1184 1 586.1188 -218.96 2 43.0 11.3 0 85-94 K.KPYECSECGR.I



Detailed Protein Report

1912 / 2208

Protein 1515: PREDICTED: enhancer of polycomb homolog 2 isoform X1 [Homo sapiens]
Accession: gi|578804049 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

956 1 757.0581 154.93 2 40.3 11.3 1 652-666 R.VPKVTPSSAISSIAR.E



Detailed Protein Report

1913 / 2208

Protein 1516: ferritin, heavy polypeptide-like 18 [Homo sapiens]
Accession: gi|410991933 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.1
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.45 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.23 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1531 1 698.8072 -95.99 2 49.3 11.3 2 1-11 -.MVVLRGPHRCR.H Carbamidomethyl: 10; 
Oxidation: 1

WUP:QUP 1.23
QU:MU 1.45



Detailed Protein Report

1914 / 2208

Protein 1517: PREDICTED: bifunctional heparan sulfate N-deacetylase/N-sulfotransferase 1 isoform 
X9 [Homo sapiens]

Accession: gi|530380539 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.5
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

35 1 731.3198 -109.15 2 30.3 11.3 1 443-456 R.AAVRGLEAGVEHPR.D



Detailed Protein Report

1915 / 2208

Protein 1518: 39S ribosomal protein L18, mitochondrial [Homo sapiens]
Accession: gi|21265080 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.6
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

373 1 524.1226 -273.97 2 33.3 11.3 0 121-130 R.NVVACESIGR.V



Detailed Protein Report

1916 / 2208

Protein 1519: CD109 antigen isoform 2 precursor [Homo sapiens]
Accession: gi|227430301 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 159.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1508 2 705.9840 -55.85 3 47.2 11.3 1 110-127 R.TQDEILFSNSTRLSFETK.R



Detailed Protein Report

1917 / 2208

Protein 1520: PREDICTED: transmembrane channel-like protein 6 isoform X4 [Homo sapiens]
Accession: gi|530411463 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.8
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

300 1 646.8066 -31.67 4 33.4 11.3 1 145-167 R.VGSTSGIHAITVFCSWDYKVTQK.R Carbamidomethyl: 14



Detailed Protein Report

1918 / 2208

Protein 1521: PREDICTED: mitochondrial sodium/hydrogen exchanger 9B2 isoform X6 [Homo 
sapiens]

Accession: gi|578808778 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.1
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2407 1 754.4199 54.17 2 58.4 11.3 0 74-86 R.QMLACPPHGLLDR.V Carbamidomethyl: 5



Detailed Protein Report

1919 / 2208

Protein 1522: PREDICTED: uncharacterized protein C9orf84 isoform X5 [Homo sapiens]
Accession: gi|578817110 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.7
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1652 1 911.3660 -99.01 2 50.9 11.3 0 578-592 K.QENDLDLLSDFIMLR.N



Detailed Protein Report

1920 / 2208

Protein 1523: short-chain dehydrogenase/reductase family 42E member 1 [Homo sapiens]
Accession: gi|116268111 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.3
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530424544 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  short-chain  dehydrogenase/reductase  family  42E  
member 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2676 1 1045.0263 -17.77 2 63.6 11.3 2 5-23 K.RSQKESVLITGGSGYFGFR.L



Detailed Protein Report

1921 / 2208

Protein 1524: arginase-2, mitochondrial precursor [Homo sapiens]
Accession: gi|4502215 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

812 1 908.4359 -50.77 2 40.2 11.2 2 51-66 R.EAGLMKRLSSLGCHLK.D Carbamidomethyl: 13; 
Oxidation: 5



Detailed Protein Report

1922 / 2208

Protein 1525: PREDICTED: serine/threonine-protein kinase TAO3 isoform X4 [Homo sapiens]
Accession: gi|578823854 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.7
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1644 1 803.6077 180.34 2 50.3 11.2 2 478-490 R.RQHQKQLIALENK.L



Detailed Protein Report

1923 / 2208

Protein 1526: PREDICTED: zinc finger protein 513 isoform X2 [Homo sapiens]
Accession: gi|530367236 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1243 1 715.1105 125.80 3 43.8 11.2 2 250-268 K.CPLCPYACGNLANLKRHGR.I Carbamidomethyl: 8



Detailed Protein Report

1924 / 2208

Protein 1527: caldesmon isoform 5 [Homo sapiens]
Accession: gi|15149465 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.2
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1301 1 829.0598 117.96 2 46.4 11.2 2 297-310 K.QQEAALELEELKKK.R



Detailed Protein Report

1925 / 2208

Protein 1528: matrin-3 isoform c [Homo sapiens]
Accession: gi|533112484 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.15 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2783 1 973.5180 13.43 2 65.2 11.2 2 54-69 K.GRVETSRVVHIMDFQR.G Oxidation: 12 WUP:QUP 0.15



Detailed Protein Report

1926 / 2208

Protein 1529: fatty aldehyde dehydrogenase isoform 1 [Homo sapiens]
Accession: gi|73466520 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1203 1 661.1025 -12.99 3 44.6 11.2 1 464-482 K.LGLLLLTFLGIVAAVLVKK.Y



Detailed Protein Report

1927 / 2208

Protein 1530: PREDICTED: NACHT, LRR and PYD domains-containing protein 9 isoform X1 [Homo 
sapiens]

Accession: gi|530416403 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.4
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1989 1 703.2718 -104.11 2 53.2 11.2 0 784-795 R.QLCAALQHPHCK.L Carbamidomethyl: 11



Detailed Protein Report

1928 / 2208

Protein 1531: mitogen-activated protein kinase 4 [Homo sapiens]
Accession: gi|89276769 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.9
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530413856 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  mitogen-activated  protein  kinase  4  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1554 1 977.3310 -137.30 2 49.1 11.2 0 209-226 K.AIDMWAAGCILAEMLTGR.M Oxidation: 4, 14



Detailed Protein Report

1929 / 2208

Protein 1532: COP9 signalosome complex subunit 4 isoform 2 [Homo sapiens]
Accession: gi|384367993 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2784 1 696.7062 37.74 3 65.2 11.2 1 255-271 R.CQQLAAYGILEKMYLDR.I Carbamidomethyl: 1; 
Oxidation: 13



Detailed Protein Report

1930 / 2208

Protein 1533: O(6)-methylguanine-induced apoptosis 2 isoform 3 [Homo sapiens]
Accession: gi|312222707 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530361428 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  O(6)-methylguanine-induced  apoptosis  2  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1822 2 682.2710 -22.76 3 53.1 11.2 0 33-49 R.DFSNSCSSMFQLPSFMK.A Carbamidomethyl: 6; 
Oxidation: 9, 16



Detailed Protein Report

1931 / 2208

Protein 1534: zinc finger MYM-type protein 3 isoform 2 [Homo sapiens]
Accession: gi|283837894 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.0
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530421842 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  MYM-type  protein  3  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1640 1 720.2941 -66.09 2 50.8 11.2 1 1067-
1079

K.YANGETSKGDELR.F



Detailed Protein Report

1932 / 2208

Protein 1535: liprin-beta-1 isoform 3 [Homo sapiens]
Accession: gi|312032471 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.9
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

901 1 559.2818 -42.07 2 39.7 11.2 0 1-9 -.MLQQELLSR.T



Detailed Protein Report

1933 / 2208

Protein 1536: zinc finger protein 341 isoform 3 [Homo sapiens]
Accession: gi|544711270 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.5
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2222 1 1022.6455 144.68 2 58.2 11.2 0 347-363 K.QVVLIDSSYLCQFCPSK.F Carbamidomethyl: 11, 14



Detailed Protein Report

1934 / 2208

Protein 1537: pentatricopeptide repeat domain-containing protein 3, mitochondrial precursor [Homo 
sapiens]

Accession: gi|38683855 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1587 1 820.8460 -154.50 2 49.6 11.2 1 345-358 R.FHVFARSPALQVLR.E



Detailed Protein Report

1935 / 2208

Protein 1538: PREDICTED: cAMP-dependent protein kinase catalytic subunit PRKX isoform X2 
[Homo sapiens]

Accession: gi|530421195 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1124 1 593.6547 -238.34 2 44.2 11.2 0 265-274 R.SVDWEAVPQR.K



Detailed Protein Report

1936 / 2208

Protein 1539: PREDICTED: ras association domain-containing protein 3 isoform X1 [Homo sapiens]
Accession: gi|578823589 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

727 2 676.1762 -179.70 2 38.6 11.2 1 137-147 R.CHREDQVYACK.L



Detailed Protein Report

1937 / 2208

Protein 1540: RNA-binding protein 40 [Homo sapiens]
Accession: gi|40538732 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.46 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1430 1 955.9503 -90.67 2 47.5 11.1 2 257-272 R.MNKLMELANLQPKRPK.T QU:MU 0.46



Detailed Protein Report

1938 / 2208

Protein 1541: PREDICTED: zinc finger protein 844 isoform X3 [Homo sapiens]
Accession: gi|578833194 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.8
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

85 1 695.6045 -76.90 3 30.0 11.1 1 364-381 K.CMKGLTLESNCMNLNNVK.K Carbamidomethyl: 11; 
Oxidation: 12



Detailed Protein Report

1939 / 2208

Protein 1542: PREDICTED: dedicator of cytokinesis protein 5 isoform X2 [Homo sapiens]
Accession: gi|530388077 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.2
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1070 1 630.9825 -2.66 3 41.6 11.1 0 694-708 R.QDIIDFLMETFIMFK.D



Detailed Protein Report

1940 / 2208

Protein 1543: PREDICTED: uncharacterized protein LOC102723865 [Homo sapiens]
Accession: gi|578795329 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.3
Database Date: 2015-11-30 pI: 12.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578843767 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC102723865  [Homo  
sapiens]

gi|578810067 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  LOC102723865  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2508 1 701.6144 -172.95 2 61.3 11.1 0 222-232 K.HYGADQCTCCM.- Carbamidomethyl: 7, 9, 10



Detailed Protein Report

1941 / 2208

Protein 1544: PREDICTED: centrosomal protein of 120 kDa isoform X2 [Homo sapiens]
Accession: gi|530379724 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.6
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

605 1 1106.2245 18.50 3 36.0 11.1 2 617-643 K.EMQEDIFENQLKQKELAHMQALAEEWK.K



Detailed Protein Report

1942 / 2208

Protein 1545: dickkopf-related protein 3 precursor [Homo sapiens]
Accession: gi|40548389 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 4.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578820415 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: dickkopf-related protein 3 isoform X2 [Homo sapiens]

gi|66346689 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

dickkopf-related protein 3 precursor [Homo sapiens]

gi|40548393 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

dickkopf-related protein 3 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2160 1 1045.4020 -30.23 3 56.9 11.1 2 176-201 R.MLCTRDSECCGDQLCVWGHCTKMATR.G Carbamidomethyl: 3, 15, 
20; Oxidation: 23



Detailed Protein Report

1943 / 2208

Protein 1546: vacuole membrane protein 1 [Homo sapiens]
Accession: gi|20070349 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.2
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

357 1 699.2645 -100.79 3 33.1 11.1 2 18-35 K.EHHNGNFTDPSSVNEKKR.R



Detailed Protein Report

1944 / 2208

Protein 1547: PREDICTED: microspherule protein 1 isoform X2 [Homo sapiens]
Accession: gi|530399608 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.5
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1814 1 689.9700 -142.87 3 51.0 11.1 2 11-31 K.APSTPVPPSPAPAPGLTKRVK.K



Detailed Protein Report

1945 / 2208

Protein 1548: zinc finger protein 497 [Homo sapiens]
Accession: gi|333033771 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.7
Database Date: 2015-11-30 pI: 11.0

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|333033775 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 497 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

244 1 766.7454 -154.75 2 33.1 11.1 0 267-281 K.IHAGARPHACPDCGK.A



Detailed Protein Report

1946 / 2208

Protein 1549: protein shisa-7 precursor [Homo sapiens]
Accession: gi|223633890 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 11.1

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2765 1 941.9760 0.36 2 63.1 11.1 1 243-261 R.ARSSSLTPGIGGPDSMPPR.T



Detailed Protein Report

1947 / 2208

Protein 1550: PREDICTED: phospholipid scramblase family member 5 isoform X1 [Homo sapiens]
Accession: gi|530374589 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.7
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 8.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1375 1 927.1378 4.22 3 47.3 11.1 2 76-98 K.YEIKNSLGQRIYFAVEESICFNR.T



Detailed Protein Report

1948 / 2208

Protein 1551: receptor-type tyrosine-protein kinase FLT3 [Homo sapiens]
Accession: gi|121114304 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1473 1 655.3406 24.71 2 46.8 11.1 2 645-655 K.MLKEKADSSER.E Oxidation: 1



Detailed Protein Report

1949 / 2208

Protein 1552: PREDICTED: HMG domain-containing protein 3 isoform X3 [Homo sapiens]
Accession: gi|578810822 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1930 2 682.2633 -103.38 3 54.5 11.1 0 474-492 K.GGQNSLAGPQECWLLTASR.L Carbamidomethyl: 12



Detailed Protein Report

1950 / 2208

Protein 1553: tyrosine-protein kinase CSK [Homo sapiens]
Accession: gi|4758078 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.7
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530405396 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: tyrosine-protein kinase CSK isoform X1 [Homo sapiens]

gi|187475373 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tyrosine-protein kinase CSK [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1966 2 616.2745 -102.45 2 54.5 11.1 0 57-67 R.EGIIPANYVQK.R



Detailed Protein Report

1951 / 2208

Protein 1554: PREDICTED: uncharacterized protein LOC102725205, partial [Homo sapiens]
Accession: gi|578845222 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.90 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.36 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1138 1 983.4246 -85.91 2 44.4 11.1 1 82-103 R.
TAVVGRIPGAGMPAGAGGPACR.
C

QU:MU 1.90
WUP:QUP 1.36



Detailed Protein Report

1952 / 2208

Protein 1555: uncharacterized protein CXorf22 [Homo sapiens]
Accession: gi|90963001 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.3
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1409 1 786.4063 -58.78 2 47.8 11.1 1 527-540 K.VVMKFDPGILPSIR.N



Detailed Protein Report

1953 / 2208

Protein 1556: alpha-2,8-sialyltransferase 8F precursor [Homo sapiens]
Accession: gi|54234057 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1694 1 1131.2170 33.19 3 49.5 11.1 0 129-159 K.LASCCDAVQNFVVSQNNTPVGTNMSYEVESK.K Carbamidomethyl: 4



Detailed Protein Report

1954 / 2208

Protein 1557: E3 ubiquitin-protein ligase HECW1 isoform b [Homo sapiens]
Accession: gi|559098413 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.6
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1838 2 731.2905 -123.49 2 52.8 11.1 1 1387-
1400

R.ELKSGGANTQVTEK.N



Detailed Protein Report

1955 / 2208

Protein 1558: slit homolog 3 protein isoform 2 precursor [Homo sapiens]
Accession: gi|11321571 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 167.6
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.50 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

907 1 547.2124 -176.66 3 41.4 11.1 0 1176-
1190

K.VRPQANISLQVATDK.D QU:MU 1.50
WUP:QUP 0.90



Detailed Protein Report

1956 / 2208

Protein 1559: spermatogenesis-associated protein 31D1 [Homo sapiens]
Accession: gi|48717285 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1691 1 900.9255 -88.98 2 50.9 11.1 1 95-111 K.LLSLLKSFGPPVSCSPR.G



Detailed Protein Report

1957 / 2208

Protein 1560: muscarinic acetylcholine receptor M3 [Homo sapiens]
Accession: gi|4502819 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.1
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578802131 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  muscarinic  acetylcholine  receptor  M3  isoform  X5  
[Homo sapiens]

gi|530366001 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  muscarinic  acetylcholine  receptor  M3  isoform  X4  
[Homo sapiens]

gi|530365999 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  muscarinic  acetylcholine  receptor  M3  isoform  X3  
[Homo sapiens]

gi|530365997 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  muscarinic  acetylcholine  receptor  M3  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

943 1 630.8946 -151.26 3 41.3 11.0 2 405-422 K.ADKLQAQKSVDDGGSFPK.S



Detailed Protein Report

1958 / 2208

Protein 1561: probable E3 ubiquitin-protein ligase DTX3 isoform a [Homo sapiens]
Accession: gi|30425428 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|555943685 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
probable E3 ubiquitin-protein ligase DTX3 isoform a [Homo sapiens]

gi|530399882 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  probable  E3  ubiquitin-protein  ligase  DTX3  isoform  X7  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

728 1 839.4181 42.29 2 39.1 11.0 1 1-16 -.MSFVLSRMAACGGTCK.N Oxidation: 1



Detailed Protein Report

1959 / 2208

Protein 1562: calcium-activated chloride channel regulator 2 precursor [Homo sapiens]
Accession: gi|5729769 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.9
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1242 1 786.5105 159.93 2 45.1 11.0 0 410-424 K.AYGSVMILVTSGDDK.L Oxidation: 6



Detailed Protein Report

1960 / 2208

Protein 1563: RING finger protein 207 [Homo sapiens]
Accession: gi|124487387 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.8
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 2.64 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2156 1 841.3920 -93.73 2 57.3 11.0 1 360-378 R.RVAAAASGANTLAGGLGPK.A WUP:QUP 2.64



Detailed Protein Report

1961 / 2208

Protein 1564: membrane-associated phosphatidylinositol transfer protein 1 isoform b [Homo 
sapiens]

Accession: gi|195927017 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.7
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1309 1 598.8020 -25.24 2 46.5 11.0 0 1218-
1229

R.EGPGTPPTTLAR.G



Detailed Protein Report

1962 / 2208

Protein 1565: PREDICTED: myoferlin isoform X3 [Homo sapiens]
Accession: gi|578819249 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 221.1
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1



Detailed Protein Report

1963 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1791 1 1011.5611 83.52 3 52.2 11.0 1 938-967 K.MAPSETHGAAAIFKLEGALGADTTEDGDEK.S



Detailed Protein Report

1964 / 2208

Protein 1566: cyclin-dependent kinase 15 isoform 3 [Homo sapiens]
Accession: gi|21040235 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.5
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530370812 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cyclin-dependent kinase 15 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2792 1 1079.9998 -45.87 2 65.3 11.0 2 306-324 R.VPEAEDLASQMLKGFPRDR.V



Detailed Protein Report

1965 / 2208

Protein 1567: 28S ribosomal protein S9, mitochondrial [Homo sapiens]
Accession: gi|33188463 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

598 1 700.7029 -188.45 2 37.0 11.0 0 2-15 M.AAPCVSYGGAVSYR.L



Detailed Protein Report

1966 / 2208

Protein 1568: protein Jade-1 isoform 2 [Homo sapiens]
Accession: gi|19923609 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.3
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|566006111 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein Jade-1 isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

565 1 661.8568 62.79 2 35.5 11.0 0 311-321 R.WALVCSLCNEK.F Carbamidomethyl: 8



Detailed Protein Report

1967 / 2208

Protein 1569: neuroblastoma breakpoint family member 3 isoform 3 [Homo sapiens]
Accession: gi|374088176 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.1
Database Date: 2015-11-30 pI: 4.2

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2286 1 665.3174 -11.91 2 59.0 11.0 0 16-28 R.GPDVETSPFGAPR.A



Detailed Protein Report

1968 / 2208

Protein 1570: leucine-rich repeat and IQ domain-containing protein 4 [Homo sapiens]
Accession: gi|122937315 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.9
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.90 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.16 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578807342 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: leucine-rich repeat and IQ domain-containing protein 4 
isoform X2 [Homo sapiens]

gi|530374547 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: leucine-rich repeat and IQ domain-containing protein 4 
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2663 1 659.3506 -6.24 2 61.6 11.0 1 7-17 K.SVEHSPKIHQR.N WUP:QUP 0.16
QU:MU 0.90



Detailed Protein Report

1969 / 2208

Protein 1571: receptor activity-modifying protein 3 precursor [Homo sapiens]
Accession: gi|5032023 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 12.2

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 2.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1830 1 961.3217 -133.49 2 53.2 11.0 1 25-42 R.AGGCNETGMLERLPLCGK.A Carbamidomethyl: 4; 
Oxidation: 9

WUP:QUP 2.16



Detailed Protein Report

1970 / 2208

Protein 1572: PREDICTED: serine/threonine-protein kinase Nek10 isoform X5 [Homo sapiens]
Accession: gi|578805707 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.0
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1938 1 847.8278 -165.90 2 54.6 11.0 2 999-1014 R.NLKDHASAGIAVSQRK.V



Detailed Protein Report

1971 / 2208

Protein 1573: RIMS-binding protein 2 [Homo sapiens]
Accession: gi|140561070 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.0
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

665 1 639.3437 13.28 2 37.9 10.9 1 339-349 K.ETRMNLTLGSR.T WUP:QUP 0.30



Detailed Protein Report

1972 / 2208

Protein 1574: PREDICTED: probable phospholipid-transporting ATPase IG isoform X3 [Homo 
sapiens]

Accession: gi|578838665 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.6
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.49 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.15 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578838667 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: probable phospholipid-transporting ATPase IG isoform 
X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

237 1 898.4036 -13.81 3 33.0 10.9 2 588-610 R.
NAMDGYRTLCVAFKEIAPDDYER.
I

Oxidation: 3 WUP:QUP 1.15
QU:MU 1.49



Detailed Protein Report

1973 / 2208

Protein 1575: PREDICTED: phosphatidate phosphatase PPAPDC1A isoform X5 [Homo sapiens]
Accession: gi|578819062 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.5
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1787 1 901.3035 -281.98 1 50.7 10.9 2 71-77 K.IIRRTDK.T



Detailed Protein Report

1974 / 2208

Protein 1576: ubiquitin-like protein 7 isoform a [Homo sapiens]
Accession: gi|14249682 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.5
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 5.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|557948089 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ubiquitin-like protein 7 isoform a [Homo sapiens]

gi|557947994 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ubiquitin-like protein 7 isoform a [Homo sapiens]

gi|41152107 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ubiquitin-like protein 7 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2456 1 754.4649 115.07 3 59.0 10.9 0 72-91 K.DDQTLDFYGIQPGSTVHVLR.K



Detailed Protein Report

1975 / 2208

Protein 1577: disintegrin and metalloproteinase domain-containing protein 18 isoform 1 
preproprotein [Homo sapiens]

Accession: gi|7656861 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.8
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2129 1 734.3188 -28.32 2 55.0 10.9 0 617-629 K.VHLMGYNCNATTK.C Oxidation: 4



Detailed Protein Report

1976 / 2208

Protein 1578: coiled-coil domain-containing protein 142 [Homo sapiens]
Accession: gi|217416372 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.9
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1711 1 1044.9814 -114.61 2 51.2 10.9 1 1-20 -.MAQASRSGSLPPLVIVPPLR.A



Detailed Protein Report

1977 / 2208

Protein 1579: polycystic kidney disease protein 1-like 2 isoform d [Homo sapiens]
Accession: gi|509155833 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.3
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report

1978 / 2208

Cmpds. [ppm] [min]

2032 2 616.2737 -47.55 2 55.3 10.9 1 891-901 K.DPAEQKMDLGK.I



Detailed Protein Report

1979 / 2208

Protein 1580: thioredoxin domain-containing protein 5 isoform 3 [Homo sapiens]
Accession: gi|224493972 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.2
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1785 1 582.1343 -236.00 2 50.7 10.9 0 268-277 K.IAEVDCTAER.N Carbamidomethyl: 6



Detailed Protein Report

1980 / 2208

Protein 1581: zinc finger CCHC domain-containing protein 24 [Homo sapiens]
Accession: gi|223633947 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2518 1 1013.8383 -110.40 2 61.4 10.9 1 178-194 R.KWMSGNSWANMGQECIK.C Carbamidomethyl: 15



Detailed Protein Report

1981 / 2208

Protein 1582: endoribonuclease Dicer isoform 2 [Homo sapiens]
Accession: gi|307133775 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.3
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.24 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.51 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1982 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

894 1 848.9522 46.83 2 41.2 10.9 0 121-135 K.VGEYSNLEVNASWTK.E QU:MU 1.24
WUP:QUP 0.51



Detailed Protein Report

1983 / 2208

Protein 1583: PREDICTED: ubiquitin-conjugating enzyme E2 variant 1-like [Homo sapiens]
Accession: gi|578805476 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.6
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 10.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2510 1 673.8533 115.98 2 62.0 10.9 0 108-119 K.HPQPSEGQCYSN.-



Detailed Protein Report

1984 / 2208

Protein 1584: zinc finger protein 679 [Homo sapiens]
Accession: gi|224586910 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

980 1 946.4851 32.32 3 42.3 10.9 2 139-163 K.GGCNEVNQCLSTTQNKIFQTHKCVK.V Carbamidomethyl: 23



Detailed Protein Report

1985 / 2208

Protein 1585: nucleoside diphosphate kinase 3 precursor [Homo sapiens]
Accession: gi|37693993 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

739 1 512.6267 -224.89 2 38.8 10.9 0 123-131 R.GDFCIEVGK.N Carbamidomethyl: 4



Detailed Protein Report

1986 / 2208

Protein 1586: OTU domain-containing protein 1 [Homo sapiens]
Accession: gi|223941923 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.0
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.86 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

364 1 529.8113 176.64 2 34.5 10.9 0 473-481 K.MYIEQNACS.- WUP:QUP 0.86



Detailed Protein Report

1987 / 2208

Protein 1587: immunoglobulin superfamily member 10 isoform 3 [Homo sapiens]
Accession: gi|296011049 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578807304 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  immunoglobulin  superfamily  member  10  isoform  X6  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2141 1 946.8637 -28.07 3 57.2 10.9 2 207-232 K.LDVVSKPPLINGLYTNRTVIKATAVR.H



Detailed Protein Report

1988 / 2208

Protein 1588: amphiregulin preproprotein [Homo sapiens]
Accession: gi|4502199 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 6.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1180 1 977.2721 -136.69 2 44.3 10.9 0 144-160 K.NPCNAEFQNFCIHGECK.Y



Detailed Protein Report

1989 / 2208

Protein 1589: PREDICTED: eukaryotic translation initiation factor 2D isoform X2 [Homo sapiens]
Accession: gi|578800618 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.6
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

753 1 787.4122 -14.92 2 39.4 10.9 1 305-317 K.LPWDSLLTRCLEK.L



Detailed Protein Report

1990 / 2208

Protein 1590: desmin [Homo sapiens]
Accession: gi|55749932 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.5
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

80 1 707.7702 -112.32 2 29.9 10.9 1 38-52 R.AGFGSKGSSSSVTSR.V



Detailed Protein Report

1991 / 2208

Protein 1591: dnaJ homolog subfamily C member 27 isoform 2 [Homo sapiens]
Accession: gi|310616728 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.3
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 9.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2209 1 953.1391 111.03 2 58.0 10.9 1 45-61 K.YLATIGIDYGVTKVHVR.D



Detailed Protein Report

1992 / 2208

Protein 1592: PREDICTED: type II inositol 3,4-bisphosphate 4-phosphatase isoform X9 [Homo 
sapiens]

Accession: gi|578809595 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.3
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 3.19 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2038 1 945.8225 -108.23 2 55.4 10.9 1 551-569 K.LIERDGGSEGSGGNNDGEK.E WUP:QUP 3.19



Detailed Protein Report

1993 / 2208

Protein 1593: PREDICTED: WD repeat-containing protein 60 isoform X2 [Homo sapiens]
Accession: gi|530387279 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.4
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

102 1 619.6363 -51.30 3 30.2 10.9 1 332-350 K.ADIAGSISDLGLMPGGRVK.L



Detailed Protein Report

1994 / 2208

Protein 1594: divergent paired-related homeobox [Homo sapiens]
Accession: gi|61969664 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.6
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1658 1 524.8093 123.74 2 51.0 10.9 0 149-156 R.IVHFGCCR.D Carbamidomethyl: 6, 7



Detailed Protein Report

1995 / 2208

Protein 1595: protein Wnt-10a precursor [Homo sapiens]
Accession: gi|16936520 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.4
Database Date: 2015-11-30 pI: 11.7

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2462 1 676.2569 -62.81 2 61.3 10.9 1 262-274 K.CKCHGTSGSCQLK.T



Detailed Protein Report

1996 / 2208

Protein 1596: PREDICTED: SH3 domain-containing RING finger protein 3 isoform X2 [Homo sapiens]
Accession: gi|578804249 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

447 1 705.2428 -148.77 2 34.1 10.9 1 493-503 R.VLEKCQDGWFK.G Carbamidomethyl: 5



Detailed Protein Report

1997 / 2208

Protein 1597: sorting nexin-18 isoform b [Homo sapiens]
Accession: gi|157057543 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1470 1 1022.6762 114.58 1 46.8 10.9 0 620-628 R.VPLMTVLSF.- Oxidation: 4



Detailed Protein Report

1998 / 2208

Protein 1598: PREDICTED: bromodomain adjacent to zinc finger domain protein 2B isoform X27 
[Homo sapiens]

Accession: gi|578804191 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 215.9
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1



Detailed Protein Report

1999 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1818 1 1273.0889 -96.81 2 51.1 10.9 2 1931-
1952

R.LQQSQMETGFVQLALLRQVVKL.- Oxidation: 6



Detailed Protein Report

2000 / 2208

Protein 1599: TFIIH basal transcription factor complex helicase XPD subunit isoform 2 [Homo 
sapiens]

Accession: gi|195947407 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1633 1 977.4534 -60.37 2 48.7 10.9 2 6-24 K.RTLDAKGHGVLEMPSGTGK.T



Detailed Protein Report

2001 / 2208

Protein 1600: PREDICTED: TGF-beta-activated kinase 1 and MAP3K7-binding protein 3 isoform X3 
[Homo sapiens]

Accession: gi|578837866 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2667 1 821.4359 -63.35 2 63.5 10.8 1 447-461 R.VIPNPTTVFKITVGR.A



Detailed Protein Report

2002 / 2208

Protein 1601: arylsulfatase A isoform b [Homo sapiens]
Accession: gi|146229327 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.9
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2659 1 741.3515 -11.91 2 63.3 10.8 2 205-218 R.MSRGGCSGLLRCGK.G Carbamidomethyl: 6



Detailed Protein Report

2003 / 2208

Protein 1602: platelet-derived growth factor D isoform 2 precursor [Homo sapiens]
Accession: gi|15451921 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2901 1 682.8331 -42.36 2 65.0 10.8 1 270-280 R.NYSVNIREELK.L



Detailed Protein Report

2004 / 2208

Protein 1603: uncharacterized protein C17orf80 isoform d [Homo sapiens]
Accession: gi|571026655 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

555 1 712.9189 120.57 2 35.4 10.8 0 389-401 K.AEAQNHNCVPDVK.A



Detailed Protein Report

2005 / 2208

Protein 1604: thromboxane-A synthase isoform 2 [Homo sapiens]
Accession: gi|195972900 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.96 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.29 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

168 1 688.1793 -200.32 2 32.1 10.8 0 414-425 R.EAAQDCEVLGQR.I Carbamidomethyl: 6 WUP:QUP 1.29
QU:MU 0.96



Detailed Protein Report

2006 / 2208

Protein 1605: calcium-binding and coiled-coil domain-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|219521893 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.5
Database Date: 2015-11-30 pI: 4.5

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

903 1 678.9131 43.92 2 40.8 10.8 1 148-159 R.VQELERALATAR.Q



Detailed Protein Report

2007 / 2208

Protein 1606: PREDICTED: zinc finger protein 682 isoform X2 [Homo sapiens]
Accession: gi|530415345 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.5
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2669 2 625.3264 41.56 2 64.4 10.8 0 78-87 K.AFHWCSPFVR.H



Detailed Protein Report

2008 / 2208

Protein 1607: septin-9 isoform f [Homo sapiens]
Accession: gi|164698504 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.5
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.55 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578830273 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: septin-9 isoform X7 [Homo sapiens]

gi|530411385 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: septin-9 isoform X5 [Homo sapiens]

gi|530411383 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: septin-9 isoform X4 [Homo sapiens]

gi|530411381 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: septin-9 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2038 1 719.7894 -86.50 2 53.9 10.8 0 299-310 K.DITSSIHFEAYR.V QU:MU 1.55



Detailed Protein Report

2009 / 2208

Protein 1608: sister chromatid cohesion protein PDS5 homolog A isoform 3 [Homo sapiens]
Accession: gi|155030220 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.0
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2709 1 735.9193 133.23 2 64.2 10.8 0 525-538 K.QPTSEANCSAMFGK.L



Detailed Protein Report

2010 / 2208

Protein 1609: mediator of RNA polymerase II transcription subunit 17 [Homo sapiens]
Accession: gi|28558975 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.8
Database Date: 2015-11-30 pI: 7.3
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1453 1 1023.6455 110.49 2 48.4 10.8 2 121-138 R.DKKFMTLDPVSQDALPPK.Q Oxidation: 5



Detailed Protein Report

2011 / 2208

Protein 1610: M-phase inducer phosphatase 2 isoform 7 [Homo sapiens]
Accession: gi|566559982 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.7
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.45 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|566559984 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
M-phase inducer phosphatase 2 isoform 7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2473 1 812.2434 -170.71 2 60.8 10.8 2 64-80 R.RKSEAGSGAASSSGEDK.E QU:MU 1.45



Detailed Protein Report

2012 / 2208

Protein 1611: PREDICTED: uncharacterized protein LOC101928352 [Homo sapiens]
Accession: gi|578796908 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.9
Database Date: 2015-11-30 pI: 11.8
Modification(s): Oxidation Sequence Coverage [%]: 13.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578845616 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC101928352  [Homo  
sapiens]

gi|578826487 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  LOC101928352  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2465 1 938.4759 3.50 3 59.1 10.8 0 128-158 R.GINPCGAGGGAGLTQALVGQMAPATTGTLGR.L Oxidation: 21



Detailed Protein Report

2013 / 2208

Protein 1612: decorin isoform c precursor [Homo sapiens]
Accession: gi|19743850 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.3
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 5.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2807 1 639.3549 -23.37 2 63.7 10.8 1 134-145 K.LTRVPGGLAEHK.Y



Detailed Protein Report

2014 / 2208

Protein 1613: PREDICTED: brain mitochondrial carrier protein 1 isoform X8 [Homo sapiens]
Accession: gi|578838760 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.3
Database Date: 2015-11-30 pI: 10.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

867 1 631.1419 -155.18 3 39.3 10.8 0 192-209 R.HQGSVEGCGSNCSACCHR.C Carbamidomethyl: 16



Detailed Protein Report

2015 / 2208

Protein 1614: interphotoreceptor matrix proteoglycan 2 precursor [Homo sapiens]
Accession: gi|57242793 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.5
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.66 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1972 1 766.2672 -96.45 2 55.0 10.8 1 1067-
1080

K.CDIMPGHGAICRCR.V WUP:QUP 0.66



Detailed Protein Report

2016 / 2208

Protein 1615: PREDICTED: growth/differentiation factor 9 isoform X1 [Homo sapiens]
Accession: gi|530379837 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.8
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578810283 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  growth/differentiation  factor  9  isoform  X2  [Homo  
sapiens]

gi|572153064 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

gi|572153044 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

gi|572152931 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

gi|572152923 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

gi|572152852 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1385 1 905.0891 159.82 2 46.9 10.8 2 86-100 K.CVCNLMIKEPKSSSR.T Carbamidomethyl: 1, 3



Detailed Protein Report

2017 / 2208

Protein 1616: 4-trimethylaminobutyraldehyde dehydrogenase [Homo sapiens]
Accession: gi|115387104 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.3
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2653 1 701.8506 76.61 2 63.2 10.8 0 506-518 K.TVCVEMGDVESAF.- Oxidation: 6



Detailed Protein Report

2018 / 2208

Protein 1617: zinc finger protein 182 isoform 2 [Homo sapiens]
Accession: gi|55769561 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2287 1 820.0989 163.30 2 58.5 10.8 2 223-235 K.TFSKKSHLIVHWR.T



Detailed Protein Report

2019 / 2208

Protein 1618: protein FAM65B isoform 2 [Homo sapiens]
Accession: gi|14277690 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.7
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1567 1 994.1375 -4.03 3 47.9 10.8 2 520-547 K.RLTSAEVPMATDRLLSEGSVGGESEGCR.S Carbamidomethyl: 27; 
Oxidation: 9



Detailed Protein Report

2020 / 2208

Protein 1619: SH2 domain-containing adapter protein B [Homo sapiens]
Accession: gi|106879210 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

167 1 930.2673 -158.81 2 32.1 10.8 1 260-276 K.AGKGESAGYMEPYEAQR.I Oxidation: 10



Detailed Protein Report

2021 / 2208

Protein 1620: tristetraprolin [Homo sapiens]
Accession: gi|393539038 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.7
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

373 1 644.3883 111.01 2 34.3 10.7 0 130-140 K.CQFAHGLGELR.Q Carbamidomethyl: 1



Detailed Protein Report

2022 / 2208

Protein 1621: dynactin subunit 5 isoform 2 [Homo sapiens]
Accession: gi|312261189 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.7
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 15.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2098 1 766.3104 -117.44 2 54.6 10.7 2 62-74 K.RSDESVRLSVNNR.E



Detailed Protein Report

2023 / 2208

Protein 1622: centromere protein S [Homo sapiens]
Accession: gi|41327703 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 15.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|395394019 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
APITD1-CORT protein isoform 4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1455 1 1095.6408 129.54 2 48.4 10.7 2 118-138 K.SEDGSKNSRQPAEAGVVESEN.-



Detailed Protein Report

2024 / 2208

Protein 1623: tRNA (cytosine(34)-C(5))-methyltransferase isoform 2 [Homo sapiens]
Accession: gi|301336155 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.3
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2775 1 927.9938 26.39 2 65.8 10.7 2 362-376 K.DPEKLQAMHLERCLR.I Oxidation: 8



Detailed Protein Report

2025 / 2208

Protein 1624: PREDICTED: mucin-19-like isoform X15 [Homo sapiens]
Accession: gi|578797289 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1877 1 599.5609 -112.71 3 53.3 10.7 0 1-17 -.MEVGAQGLQVNGGVEHR.N Oxidation: 1



Detailed Protein Report

2026 / 2208

Protein 1625: PREDICTED: cyclin-dependent kinase 12 isoform X3 [Homo sapiens]
Accession: gi|530412415 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1432 1 959.7733 -9.76 3 47.5 10.7 1 1022-
1045

K.DVELSKMAPPDLPHWQDCHELWSK.K Oxidation: 7



Detailed Protein Report

2027 / 2208

Protein 1626: PREDICTED: putative protein FAM157B-like [Homo sapiens]
Accession: gi|578813822 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 12.2

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578844171 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: putative protein FAM157B-like [Homo sapiens]

gi|578840953 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: putative protein FAM157B-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1583 1 798.3796 -14.25 2 49.5 10.7 0 2-16 M.GGGQRPMGLGSEFFR.L



Detailed Protein Report

2028 / 2208

Protein 1627: stromal interaction molecule 2 isoform 2 precursor [Homo sapiens]
Accession: gi|281182822 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1467 1 619.9415 -65.11 3 46.7 10.7 0 678-694 K.SCSMNQLSSGIPVPKPR.H Carbamidomethyl: 2



Detailed Protein Report

2029 / 2208

Protein 1628: testis-specific serine/threonine-protein kinase 6 [Homo sapiens]
Accession: gi|14042966 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.3
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.68 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.80 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1140 1 941.4544 -87.18 2 44.4 10.7 1 107-124 R.IPGVQARDLFAQIAGAVR.Y QU:MU 0.68
WUP:QUP 2.80



Detailed Protein Report

2030 / 2208

Protein 1629: uncharacterized protein C15orf65 [Homo sapiens]
Accession: gi|311771669 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.8
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 10.7
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.99 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

835 1 706.2186 -146.50 2 38.8 10.7 1 9-21 K.KSTSPSNSDTEMK.S WUP:QUP 0.99



Detailed Protein Report

2031 / 2208

Protein 1630: adipogenesis regulatory factor [Homo sapiens]
Accession: gi|5802976 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 7.8
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 18.4
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.32 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1543 2 698.7028 -194.58 2 49.5 10.7 0 57-70 K.TANQASDTFSGIGK.K QU:MU 0.32



Detailed Protein Report

2032 / 2208

Protein 1631: uncharacterized protein C17orf98 [Homo sapiens]
Accession: gi|122937325 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.6
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 7.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.56 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 5.69 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

372 1 675.8993 38.72 2 34.3 10.7 2 129-139 R.FGYRRNTPALR.Q WUP:QUP 5.69
QU:MU 0.56



Detailed Protein Report

2033 / 2208

Protein 1632: mediator of RNA polymerase II transcription subunit 23 isoform c [Homo sapiens]
Accession: gi|395455064 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.5
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2623 1 964.2392 -292.20 1 61.1 10.7 1 898-905 R.NRVSDFVK.E



Detailed Protein Report

2034 / 2208

Protein 1633: SH3 and multiple ankyrin repeat domains protein 2 isoform 2 [Homo sapiens]
Accession: gi|254911082 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 4.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2084 2 840.7946 -147.22 2 55.9 10.7 1 708-721 K.KNMLIDIMDTSQQK.S Oxidation: 3 QU:MU 4.63



Detailed Protein Report

2035 / 2208

Protein 1634: PREDICTED: protein unc-80 homolog isoform X8 [Homo sapiens]
Accession: gi|578804137 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 278.5
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

2036 / 2208



Detailed Protein Report

2037 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2444 1 754.6487 -64.65 3 58.8 10.7 2 981-1001 K.RSEAGSIVDKGQVSSAPEECR.S Carbamidomethyl: 20



Detailed Protein Report

2038 / 2208

Protein 1635: protein FAM111B isoform b [Homo sapiens]
Accession: gi|218156273 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.1
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|218156275 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein FAM111B isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2771 1 729.3742 -25.36 2 65.8 10.7 1 556-568 K.KIDGCTVIPLNER.L



Detailed Protein Report

2039 / 2208

Protein 1636: disintegrin and metalloproteinase domain-containing protein 20 preproprotein [Homo 
sapiens]

Accession: gi|50845382 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530404802 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  disintegrin  and  metalloproteinase  domain-containing  
protein 20 isoform X2 [Homo sapiens]

gi|530404800 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  disintegrin  and  metalloproteinase  domain-containing  
protein 20 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1299 1 727.3560 8.30 2 45.9 10.7 1 505-516 K.DCKFLPSGTLCR.Q Carbamidomethyl: 2, 11



Detailed Protein Report

2040 / 2208

Protein 1637: acyl-coenzyme A thioesterase 2, mitochondrial [Homo sapiens]
Accession: gi|148727286 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1526 1 719.8132 -81.11 2 49.3 10.7 1 17-29 R.SEFKMASSPAVLR.A Oxidation: 5



Detailed Protein Report

2041 / 2208

Protein 1638: PREDICTED: alpha-(1,3)-fucosyltransferase 6 isoform X3 [Homo sapiens]
Accession: gi|530425179 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.5
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2638 1 625.8207 -14.87 2 63.8 10.7 0 208-217 R.YYQSLQAHLK.V



Detailed Protein Report

2042 / 2208

Protein 1639: fibroblast growth factor 13 isoform 1 [Homo sapiens]
Accession: gi|4758366 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 5.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2152 1 698.2417 -140.23 2 55.3 10.7 2 22-35 K.SNACKCVSSPSKGK.T



Detailed Protein Report

2043 / 2208

Protein 1640: osteomodulin precursor [Homo sapiens]
Accession: gi|4826876 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 6.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1562 1 1011.7872 -55.61 3 49.7 10.7 0 224-251 R.LESMPPGLPSSLMYLSLENNSISSIPEK.Y



Detailed Protein Report

2044 / 2208

Protein 1641: carcinoembryonic antigen-related cell adhesion molecule 16 precursor [Homo 
sapiens]

Accession: gi|291190766 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2150 1 820.7952 -138.29 2 56.7 10.7 0 242-255 K.VDFNTSLTLWCVSR.S



Detailed Protein Report

2045 / 2208

Protein 1642: beta-1,4-mannosyl-glycoprotein 4-beta-N-acetylglucosaminyltransferase [Homo 
sapiens]

Accession: gi|148539888 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.3
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.67 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 5.69 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530420099 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  beta-1,4-mannosyl-glycoprotein  4-beta-N-
acetylglucosaminyltransferase isoform X2 [Homo sapiens]

gi|148539890 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

beta-1,4-mannosyl-glycoprotein  4-beta-N-
acetylglucosaminyltransferase [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

851 1 675.8655 2.82 2 40.7 10.6 1 111-123 R.TKAGGVCFKPGTK.M Carbamidomethyl: 7 WUP:QUP 5.69
QU:MU 0.67



Detailed Protein Report
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Protein 1643: zinc finger protein 99 [Homo sapiens]
Accession: gi|339418230 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.7
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2579 1 822.4636 21.90 2 62.9 10.6 1 181-193 K.SFFMLSHLIQHKR.I



Detailed Protein Report
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Protein 1644: protein phosphatase 1 regulatory subunit 12B isoform f [Homo sapiens]
Accession: gi|268607514 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.2
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1674 1 900.4535 -28.47 2 49.3 10.6 2 201-215 R.QWLNSGKIEDVRQAR.S



Detailed Protein Report
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Protein 1645: coiled-coil domain-containing protein 61 [Homo sapiens]
Accession: gi|391353392 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.3
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.84 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530417117 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  coiled-coil  domain-containing  protein  61  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1920 2 785.8075 -102.14 2 54.4 10.6 0 443-457 R.GKPPSPTPWSGSNMK.S WUP:QUP 0.84



Detailed Protein Report
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Protein 1646: PREDICTED: gamma-tubulin complex component 5 isoform X1 [Homo sapiens]
Accession: gi|578839948 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.3
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1078 1 872.4298 5.61 3 43.6 10.6 2 837-858 K.MESDFKNCHMFLVTILNKAVCR.G Oxidation: 1



Detailed Protein Report

2050 / 2208

Protein 1647: PREDICTED: ankyrin repeat domain-containing protein 42 isoform X6 [Homo sapiens]
Accession: gi|530396729 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.6
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 11.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.65 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.44 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

28 1 1103.5007 -1.58 2 30.0 10.6 1 1-22 -.
MPGVANSGPSTSSRETANPCSR.
K

WUP:QUP 0.44
QU:MU 1.65



Detailed Protein Report
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Protein 1648: cadherin-15 preproprotein [Homo sapiens]
Accession: gi|4826669 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.9
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

851 1 578.2825 -67.04 3 39.0 10.6 1 45-59 R.RAWVIPPISVSENHK.R



Detailed Protein Report
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Protein 1649: ATPase ASNA1 [Homo sapiens]
Accession: gi|50428938 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.8
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1356 1 699.4617 171.51 2 45.3 10.6 0 51-63 K.TTCSCSLAVQLSK.G Carbamidomethyl: 5



Detailed Protein Report
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Protein 1650: PREDICTED: uncharacterized protein LOC102724147 [Homo sapiens]
Accession: gi|578824644 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 11.8

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2833 1 616.3620 86.61 2 64.0 10.6 2 302-312 R.EPEGKEVGRCK.S



Detailed Protein Report
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Protein 1651: PREDICTED: EF-hand calcium-binding domain-containing protein 7 isoform X1 [Homo 
sapiens]

Accession: gi|530363476 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.1
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1835 1 835.2818 -104.41 2 52.8 10.6 0 462-475 R.QGFMDLNLMEANDR.E Oxidation: 4



Detailed Protein Report
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Protein 1652: PREDICTED: inositol hexakisphosphate and diphosphoinositol-pentakisphosphate 
kinase 1-like [Homo sapiens]

Accession: gi|578798047 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.7
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2855 1 626.8538 4.88 2 64.4 10.6 1 51-61 R.CVIAIIRHGDR.T



Detailed Protein Report
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Protein 1653: lysine-specific demethylase 5A [Homo sapiens]
Accession: gi|110618244 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.0
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

305 1 741.5254 116.78 3 33.8 10.6 2 983-1002 K.NIPAFLPNVLSLKEALQKAR.E



Detailed Protein Report
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Protein 1654: DEP domain-containing protein 5 isoform 2 [Homo sapiens]
Accession: gi|55749924 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.7
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

853 1 866.9126 5.90 2 39.1 10.6 2 244-256 R.QDHKGRFYEDFYK.V



Detailed Protein Report
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Protein 1655: E3 ubiquitin-protein ligase HECTD3 [Homo sapiens]
Accession: gi|157738609 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.1
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2262 1 682.8045 -92.58 2 58.2 10.6 0 75-90 R.VGAAGPAPGTGSGPLR.A



Detailed Protein Report

2059 / 2208

Protein 1656: nudC domain-containing protein 3 [Homo sapiens]
Accession: gi|122939165 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.8
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

102 1 709.7874 -161.04 2 31.2 10.6 1 212-225 K.GKQVSVALSSSSIR.V



Detailed Protein Report
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Protein 1657: ubiquitin-like-conjugating enzyme ATG3 isoform 2 [Homo sapiens]
Accession: gi|523704487 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2808 1 973.5062 -99.59 2 65.5 10.6 2 296-311 R.LVAKWLLTIFFLRNLV.-



Detailed Protein Report
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Protein 1658: PREDICTED: zinc finger protein 207 isoform X3 [Homo sapiens]
Accession: gi|530411140 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2193 1 1130.1787 62.33 2 57.8 10.6 2 351-369 K.LIHPDEDISLEERRAQLPK.Y



Detailed Protein Report
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Protein 1659: PREDICTED: glycine--tRNA ligase isoform X1 [Homo sapiens]
Accession: gi|578813403 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1178 1 660.7641 128.35 3 43.0 10.6 2 85-101 K.NGECFRADHLLKAHLQK.L



Detailed Protein Report
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Protein 1660: plastin-2 [Homo sapiens]
Accession: gi|167614506 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.2
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530402335 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: plastin-2 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2352 1 836.1191 173.33 2 59.3 10.6 2 442-456 R.VNKPPYPKLGGNMKK.L



Detailed Protein Report
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Protein 1661: 26S proteasome non-ATPase regulatory subunit 3 [Homo sapiens]
Accession: gi|25777612 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.9
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.17 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.48 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1059 1 644.3242 -69.99 2 41.5 10.6 2 97-107 R.ALRMLPSTSRR.L QU:MU 1.17
WUP:QUP 1.48



Detailed Protein Report
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Protein 1662: mitochondrial ribonuclease P protein 1 precursor [Homo sapiens]
Accession: gi|117647226 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.3
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.42 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 2.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1651 1 494.2802 79.88 2 50.4 10.6 0 87-95 K.DEDPLAATR.E WUP:QUP 2.94
QU:MU 0.42



Detailed Protein Report
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Protein 1663: heparan sulfate 2-O-sulfotransferase 1 isoform 1 [Homo sapiens]
Accession: gi|6912420 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.9
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.02 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1976 1 918.3749 -77.62 2 55.1 10.6 0 336-350 K.DGDLYILAQNFFYEK.I QU:MU 1.02



Detailed Protein Report
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Protein 1664: PREDICTED: transcription factor E2F3 isoform X4 [Homo sapiens]
Accession: gi|530381501 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.6
Database Date: 2015-11-30 pI: 4.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1643 2 715.5471 -131.04 3 48.9 10.6 0 1-20 -.MGCSLSEDGGMLAQCQGLSK.E Carbamidomethyl: 3, 15; 
Oxidation: 11



Detailed Protein Report
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Protein 1665: PREDICTED: myotubularin-related protein 13 isoform X2 [Homo sapiens]
Accession: gi|530395847 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 207.1
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.31 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z z Rt
[min]

Score P Range Sequence Modification Ratios



Detailed Protein Report
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[ppm]

196 1 795.3885 19.62 2 31.3 10.5 1 1527-
1539

K.GVCIWECIDRMHK.R QU:MU 2.31



Detailed Protein Report
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Protein 1666: uncharacterized protein C14orf105 isoform 5 [Homo sapiens]
Accession: gi|545687738 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.0
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

128 1 930.2523 -305.66 1 31.3 10.5 1 113-120 K.KTLQSTPR.N



Detailed Protein Report
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Protein 1667: PREDICTED: pleckstrin homology domain-containing family H member 1 isoform X9 
[Homo sapiens]

Accession: gi|578826005 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.6
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

636 1 891.1482 34.85 3 37.9 10.5 2 246-268 R.SHEDKRPLGCLPVRDAHIEEVDR.S



Detailed Protein Report
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Protein 1668: calcium-activated potassium channel subunit alpha-1 isoform c [Homo sapiens]
Accession: gi|238624130 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 137.5
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2635 1 644.1226 -193.67 2 61.2 10.5 1 717-727 R.SERDCSCMSGR.V Carbamidomethyl: 5



Detailed Protein Report
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Protein 1669: succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial precursor [Homo 
sapiens]

Accession: gi|11321583 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.3
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.84 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1749 1 785.8811 -26.88 2 51.7 10.5 2 275-287 K.INFDSNSAYRQKK.I WUP:QUP 0.84



Detailed Protein Report
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Protein 1670: protein FAM194B [Homo sapiens]
Accession: gi|210147567 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.6
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2059 1 1051.4459 -42.83 2 56.1 10.5 0 366-383 K.EMAAHNELEEDFDIPLTK.L



Detailed Protein Report
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Protein 1671: sterile alpha motif domain-containing protein 9-like [Homo sapiens]
Accession: gi|51339291 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.4
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578814011 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X6 [Homo sapiens]

gi|578814009 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X5 [Homo sapiens]

gi|578814007 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X4 [Homo sapiens]

gi|530385585 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X3 [Homo sapiens]

gi|530385581 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X1 [Homo sapiens]



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

372 1 699.2836 -142.88 3 33.3 10.5 1 718-735 K.LKDLIHCWAESPKPIFAK.I



Detailed Protein Report
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Protein 1672: ral GTPase-activating protein subunit beta isoform 2 [Homo sapiens]
Accession: gi|544711150 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.4
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2029 1 682.2615 -118.35 3 55.3 10.5 0 85-101 K.YCVDVYTDWIMALVLPK.D Oxidation: 11



Detailed Protein Report
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Protein 1673: PREDICTED: zinc finger protein 37A isoform X5 [Homo sapiens]
Accession: gi|530392431 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530392433 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 37A isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2269 1 1023.8465 48.31 3 58.8 10.5 2 83-107 K.TCKYTEHGKTCDMSFFITHQQTHPR.E Carbamidomethyl: 2; 
Oxidation: 13



Detailed Protein Report
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Protein 1674: zinc finger protein 668 isoform a [Homo sapiens]
Accession: gi|289547677 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.9
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|289547684 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 668 isoform a [Homo sapiens]

gi|289547680 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 668 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2114 1 900.3727 -52.43 3 56.3 10.5 2 161-185 R.GHTGERPYACADCGKSFADPSVFRK.H



Detailed Protein Report
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Protein 1675: PREDICTED: putative uncharacterized protein LOC388900 isoform X1 [Homo sapiens]
Accession: gi|530420293 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.6
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.11 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.98 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1201 2 507.1525 -225.20 2 43.3 10.5 0 141-149 K.SHSEEALLK.R WUP:QUP 0.98
QU:MU 1.11



Detailed Protein Report
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Protein 1676: transcription factor Sp8 isoform 2 [Homo sapiens]
Accession: gi|39812501 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.6
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2670 1 980.4483 58.67 2 61.7 10.5 1 326-342 R.YSGRATCDCPNCQEAER.L Carbamidomethyl: 12



Detailed Protein Report
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Protein 1677: PREDICTED: GDP-mannose 4,6 dehydratase isoform X1 [Homo sapiens]
Accession: gi|578811609 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.3
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.40 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 3.37 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1480 1 428.0689 -309.31 2 46.9 10.5 0 57-64 R.SSSFNTGR.I QU:MU 0.40
WUP:QUP 3.37



Detailed Protein Report
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Protein 1678: dual specificity tyrosine-phosphorylation-regulated kinase 2 isoform 1 [Homo sapiens]
Accession: gi|4503427 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.7
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

959 1 546.7312 -52.04 4 40.3 10.5 2 69-88 K.SMEGMGKVKATPMTPEQAMK.Q Oxidation: 2, 5



Detailed Protein Report
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Protein 1679: solute carrier family 15 member 4 [Homo sapiens]
Accession: gi|21717816 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.0
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.44 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

549 1 766.5243 166.36 2 36.8 10.5 1 173-186 K.ANITPFGADQVKDR.G WUP:QUP 1.44



Detailed Protein Report
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Protein 1680: kinetochore-associated protein 1 [Homo sapiens]
Accession: gi|7661960 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 250.6
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578824490 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  kinetochore-associated  protein  1  isoform  X1  [Homo  
sapiens]



Detailed Protein Report
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Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report
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Cmpds. [ppm] [min]

1494 1 981.9243 -80.41 2 47.0 10.5 2 128-143 K.ANDENRRTYQNLVIEK.D



Detailed Protein Report
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Protein 1681: PREDICTED: THO complex subunit 4 isoform X1 [Homo sapiens]
Accession: gi|530413446 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.5
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.80 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1036 1 567.1165 -238.74 2 43.0 10.5 0 1-11 -.MPDSAPAMADK.M QU:MU 0.80



Detailed Protein Report
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Protein 1682: PREDICTED: putative methyltransferase NSUN5 isoform X2 [Homo sapiens]
Accession: gi|530432553 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.9
Database Date: 2015-11-30 pI: 11.6

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.88 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

31 1 668.3030 -47.78 3 30.2 10.4 2 140-156 R.VNTLKTCSDDVVDYFKR.Q WUP:QUP 0.63
QU:MU 0.88



Detailed Protein Report
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Protein 1683: PREDICTED: filamin-B isoform X7 [Homo sapiens]
Accession: gi|578805877 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 225.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

224 1 575.6716 -248.03 2 31.6 10.4 0 1136-
1147

K.VVASGPGLEHGK.V



Detailed Protein Report
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Protein 1684: exocyst complex component 4 isoform a [Homo sapiens]
Accession: gi|82546830 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2395 1 724.8481 15.80 2 59.8 10.4 0 651-662 K.SLPNWMNMAQPK.Q Oxidation: 6, 8



Detailed Protein Report

2094 / 2208

Protein 1685: ATP-dependent DNA helicase PIF1 isoform b [Homo sapiens]
Accession: gi|557357747 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.1
Database Date: 2015-11-30 pI: 11.7

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1593 1 685.8528 -16.87 2 49.6 10.4 0 696-707 K.LLFQGINSVWGH.-



Detailed Protein Report
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Protein 1686: zinc/RING finger protein 4 precursor [Homo sapiens]
Accession: gi|150170725 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1567 1 502.6240 -197.50 2 49.8 10.4 0 164-171 R.YDCTFDLK.V



Detailed Protein Report
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Protein 1687: PREDICTED: protein CROC-4 isoform X6 [Homo sapiens]
Accession: gi|578800428 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.5
Database Date: 2015-11-30 pI: 11.0
Modification(s): Oxidation Sequence Coverage [%]: 14.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2797 1 711.3592 -17.14 3 66.1 10.4 1 112-130 R.RWPPMAFGLSAPDFGLLQL.- Oxidation: 5



Detailed Protein Report
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Protein 1688: apolipoprotein L1 isoform c [Homo sapiens]
Accession: gi|211938442 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530420490 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: apolipoprotein L1 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

39 1 909.4150 -88.72 2 30.3 10.4 1 271-287 R.ARANLQSVPHASASRPR.V



Detailed Protein Report
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Protein 1689: ubiquitin-like modifier-activating enzyme 5 isoform 1 [Homo sapiens]
Accession: gi|13376212 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.8
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1
Quantitation
QU:MU Median: 2.40 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

676 1 733.6504 -69.47 3 38.5 10.4 2 43-61 K.MSSEVVDSNPYSRLMALKR.M Oxidation: 15 QU:MU 2.40



Detailed Protein Report
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Protein 1690: PREDICTED: serine/threonine-protein kinase tousled-like 1 isoform X3 [Homo sapiens]
Accession: gi|578805282 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
QU:MU Median: 2.36 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1076 1 540.6516 -238.63 2 41.7 10.4 1 267-275 R.LNKCISMSK.K Carbamidomethyl: 4 QU:MU 2.36
WUP:QUP 0.06



Detailed Protein Report
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Protein 1691: guanine nucleotide-binding protein-like 3 isoform 2 [Homo sapiens]
Accession: gi|45643127 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.5
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.46 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.75 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|45643129 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
guanine nucleotide-binding protein-like 3 isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

107 1 591.7687 -44.15 2 31.1 10.4 0 231-241 K.LLGGFQETCSK.A QU:MU 0.46
WUP:QUP 1.75



Detailed Protein Report
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Protein 1692: G-protein coupled receptor 64 isoform 6 precursor [Homo sapiens]
Accession: gi|296317297 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.3
Database Date: 2015-11-30 pI: 8.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1967 1 862.3053 -65.50 2 54.5 10.4 1 933-946 K.QHMFNEKEDSCNGK.G Carbamidomethyl: 11



Detailed Protein Report
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Protein 1693: uncharacterized protein LOC89758 [Homo sapiens]
Accession: gi|343183327 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.2
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 10.8
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.51 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.79 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1711 1 648.2267 -186.12 2 51.7 10.4 0 2-14 M.SISTSAIISSAMK.W QU:MU 0.51
WUP:QUP 1.79



Detailed Protein Report

2103 / 2208

Protein 1694: secretin preproprotein [Homo sapiens]
Accession: gi|11345450 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.0
Database Date: 2015-11-30 pI: 12.0
Modification(s): Oxidation Sequence Coverage [%]: 10.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

918 1 770.6818 -179.60 2 39.9 10.4 0 58-70 R.SEQDAENSMAWTR.L Oxidation: 9



Detailed Protein Report
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Protein 1695: PREDICTED: probable cation-transporting ATPase 13A3 isoform X5 [Homo sapiens]
Accession: gi|578807712 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 7.96 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2025 1 1044.3877 -140.05 2 55.2 10.4 0 712-732 R.AHGGISLSELEASVASPFTSK.
T

WUP:QUP 7.96



Detailed Protein Report
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Protein 1696: collagen triple helix repeat-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|368711292 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1904 1 840.7997 -128.54 2 53.7 10.4 0 21-36 K.LEMNGPSAFQGLICGK.Y Oxidation: 3



Detailed Protein Report
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Protein 1697: CD27 antigen precursor [Homo sapiens]
Accession: gi|4507587 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1812 1 1045.8095 11.98 3 51.0 10.4 1 58-85 R.KAAQCDPCIPGVSFSPDHHTRPHCESCR.H Carbamidomethyl: 8



Detailed Protein Report
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Protein 1698: PREDICTED: triadin isoform X4 [Homo sapiens]
Accession: gi|578812314 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.5
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.94 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.78 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1230 1 736.3924 -23.04 2 45.5 10.4 2 658-671 R.VSNVEDVPASKKAK.E WUP:QUP 0.78
QU:MU 0.94



Detailed Protein Report
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Protein 1699: deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial isoform 3 [Homo 
sapiens]

Accession: gi|70906444 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.4
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 12.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1576 1 671.0938 82.25 3 48.0 10.4 2 84-101 R.GNVGVVLFNFGKEKFEVK.K



Detailed Protein Report
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Protein 1700: melanopsin isoform 1 [Homo sapiens]
Accession: gi|15150803 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.6
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
QU:MU Median: 3.22 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

831 1 711.9280 96.72 2 39.9 10.4 0 439-451 R.SLYGQGLEDLEAK.A QU:MU 3.22



Detailed Protein Report
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Protein 1701: PREDICTED: vacuolar protein sorting-associated protein 53 homolog isoform X2 
[Homo sapiens]

Accession: gi|530410472 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.4
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578829979 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: vacuolar protein sorting-associated protein 53 homolog 
isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2698 1 946.5530 92.66 3 62.2 10.4 0 262-288 K.AQGPPKPNTDEGGAVLPSCADLFVYYK.K



Detailed Protein Report
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Protein 1702: PREDICTED: histone H2A deubiquitinase MYSM1 isoform X4 [Homo sapiens]
Accession: gi|578798291 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

189 1 614.3478 6.42 2 32.1 10.4 2 535-544 R.REEEKGRPVK.S



Detailed Protein Report
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Protein 1703: lysine-specific demethylase 4C isoform 3 [Homo sapiens]
Accession: gi|226442893 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

168 1 855.2417 -169.95 2 31.8 10.4 1 748-761 K.RNAWTAECCLCNLR.G Carbamidomethyl: 8



Detailed Protein Report
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Protein 1704: PREDICTED: zinc finger protein 225 isoform X2 [Homo sapiens]
Accession: gi|530417182 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.6
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1688 1 682.9670 -30.19 3 51.4 10.4 2 307-324 R.HVRVHSGETTFKCEECGK.G



Detailed Protein Report
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Protein 1705: PREDICTED: SAYSvFN domain-containing protein 1 isoform X1 [Homo sapiens]
Accession: gi|530382235 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.1
Database Date: 2015-11-30 pI: 4.5

Sequence Coverage [%]: 24.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2378 1 1009.8372 20.04 3 60.2 10.4 1 79-106 K.EGEKSAYSVFNPGCEAIQGTLTAEQLER.E



Detailed Protein Report
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Protein 1706: PREDICTED: melanoma inhibitory activity protein 3 isoform X3 [Homo sapiens]
Accession: gi|578800895 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 209.3
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2077 1 734.3308 -113.16 2 54.4 10.4 1 920-931 K.REDLLIISSFFK.E



Detailed Protein Report
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Protein 1707: PREDICTED: collagen alpha-4(IV) chain isoform X9 [Homo sapiens]
Accession: gi|578803629 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.0
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 1.54 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

383 1 607.1372 -213.64 2 33.4 10.4 0 1142-
1153

R.GQPGEMGDPGPR.G Oxidation: 6 WUP:QUP 1.54



Detailed Protein Report
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Protein 1708: eukaryotic translation initiation factor 4B [Homo sapiens]
Accession: gi|50053795 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.1
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

450 1 658.3852 121.93 2 35.3 10.3 2 215-225 R.RGDDSFGDKYR.D



Detailed Protein Report
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Protein 1709: porphobilinogen deaminase isoform 4 [Homo sapiens]
Accession: gi|384551656 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.2
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 5.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1460 1 620.0760 74.02 3 47.9 10.3 2 10-26 R.KSQLARIQTDSVVATLK.A
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Protein 1710: PREDICTED: SH3 and PX domain-containing protein 2A isoform X5 [Homo sapiens]
Accession: gi|530394650 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2762 1 665.3756 -3.39 2 64.9 10.3 1 768-779 R.VQALNTVNQSKK.A



Detailed Protein Report
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Protein 1711: PREDICTED: ubiquitin carboxyl-terminal hydrolase 15 isoform X3 [Homo sapiens]
Accession: gi|530401067 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.4
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1496 1 619.7680 82.44 3 47.1 10.3 1 488-503 K.KLDLWSLPPVLVVHLK.R



Detailed Protein Report
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Protein 1712: transcription factor HIVEP2 [Homo sapiens]
Accession: gi|110347463 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.9
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.21 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530383649 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transcription factor HIVEP2 isoform X2 [Homo sapiens]



Detailed Protein Report
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Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2332 1 869.4368 43.79 2 59.0 10.3 0 1276-
1291

K.EQTYPCYSGASGLHPK.N QU:MU 1.21



Detailed Protein Report
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Protein 1713: TBC1 domain family member 16 isoform d [Homo sapiens]
Accession: gi|427918115 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

944 1 756.2363 -177.88 2 40.2 10.3 1 3-15 K.VAPDKTCMQFSIR.R Oxidation: 8



Detailed Protein Report
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Protein 1714: PREDICTED: serine/threonine-protein phosphatase 6 regulatory subunit 1 isoform X3 
[Homo sapiens]

Accession: gi|578834138 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.2
Database Date: 2015-11-30 pI: 4.3
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2205 1 714.4428 105.24 3 58.0 10.3 0 210-228 K.LEPLQMTWGMLAPPLGNTR.L Oxidation: 10



Detailed Protein Report
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Protein 1715: PREDICTED: small G protein signaling modulator 3 isoform X6 [Homo sapiens]
Accession: gi|530420028 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.6
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
QU:MU Median: 1.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

563 1 756.9503 105.42 2 35.5 10.3 2 619-632 R.SFGVPSGWMKMAKS.- QU:MU 1.30



Detailed Protein Report
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Protein 1716: ATP synthase F(0) complex subunit C3, mitochondrial isoform B precursor [Homo 
sapiens]

Accession: gi|298358756 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.6
Database Date: 2015-11-30 pI: 11.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 14.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

115 1 849.4132 -20.25 2 30.4 10.3 1 1-15 -.MFACAKLACTPSLIR.A Carbamidomethyl: 9; 
Oxidation: 1



Detailed Protein Report
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Protein 1717: ubiquitin-associated protein 1 isoform 1 [Homo sapiens]
Accession: gi|8394499 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.0
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578816520 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ubiquitin-associated  protein  1  isoform  X1  [Homo  
sapiens]

gi|283945566 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ubiquitin-associated protein 1 isoform 1 [Homo sapiens]

gi|283945562 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ubiquitin-associated protein 1 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

317 1 782.7456 -174.52 2 34.0 10.3 1 457-468 K.MMEFLQLMSKFK.E Oxidation: 1, 2



Detailed Protein Report
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Protein 1718: tectonin beta-propeller repeat-containing protein 1 [Homo sapiens]
Accession: gi|32698704 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.6
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530385707 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tectonin  beta-propeller  repeat-containing  protein  1  
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2289 1 840.8066 -136.06 2 58.5 10.3 1 1096-
1110

K.VQGSHSLSRGTVCHR.T Carbamidomethyl: 13



Detailed Protein Report
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Protein 1719: heterogeneous nuclear ribonucleoprotein D0 isoform c [Homo sapiens]
Accession: gi|14110414 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.8
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 1.51 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2535 1 729.3445 63.67 2 60.0 10.3 0 73-85 K.NEEDEGHSNSSPR.H WUP:QUP 1.51



Detailed Protein Report
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Protein 1720: PREDICTED: exophilin-5 isoform X3 [Homo sapiens]
Accession: gi|578822067 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 201.0
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2720 1 1086.5521 56.79 2 64.3 10.3 1 1274-
1294

K.CPQKDHTSTAVGDGSSGSQPR.E Carbamidomethyl: 1



Detailed Protein Report
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Protein 1721: diphthine--ammonia ligase isoform 1 [Homo sapiens]
Accession: gi|18087809 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.3
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1742 1 480.7260 -88.12 2 50.1 10.3 1 124-131 R.IRVENVCK.R



Detailed Protein Report
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Protein 1722: protein FAM26F isoform 2 [Homo sapiens]
Accession: gi|451172090 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 9.1

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.83 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

842 1 837.9031 -3.98 2 40.6 10.3 1 98-110 K.GQYYSMLHKYVNR.K Oxidation: 6 QU:MU 0.83
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Protein 1723: active regulator of SIRT1 [Homo sapiens]
Accession: gi|34996527 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.4
Database Date: 2015-11-30 pI: 11.5

Sequence Coverage [%]: 11.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

216 1 838.0958 161.69 2 32.7 10.3 1 82-96 R.TRSTVAESVSQQILR.Q



Detailed Protein Report
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Protein 1724: AP-2 complex subunit alpha-1 isoform 2 [Homo sapiens]
Accession: gi|19913416 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.3
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 1.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2708 1 974.0860 30.01 2 62.3 10.3 1 548-564 K.FINLFPETKATIQGVLR.A



Detailed Protein Report

2137 / 2208

Protein 1725: desmoglein-1 preproprotein [Homo sapiens]
Accession: gi|119703744 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.7
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1256 1 1018.4750 6.63 3 45.3 10.3 1 651-677 R.MTGFELTEGVKTSGMPEICQEYSGTLR.R Carbamidomethyl: 19; 
Oxidation: 1, 15



Detailed Protein Report
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Protein 1726: A disintegrin and metalloproteinase with thrombospondin motifs 8 preproprotein 
[Homo sapiens]

Accession: gi|153792351 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.4
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578821961 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  A  disintegrin  and  metalloproteinase  with  
thrombospondin motifs 8 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

661 1 670.6764 -217.65 2 38.3 10.3 1 664-675 K.AGCDHVVDSPRK.L Carbamidomethyl: 3



Detailed Protein Report
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Protein 1727: gamma-sarcoglycan [Homo sapiens]
Accession: gi|4557847 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.3
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 6.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2456 1 973.1644 147.25 2 61.2 10.3 0 99-116 R.VDSSLLLQSTQNVTVNAR.N



Detailed Protein Report
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Protein 1728: UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 9 precursor [Homo 
sapiens]

Accession: gi|111160385 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.7
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1444 1 960.1132 -52.99 3 47.7 10.3 1 302-327 R.LAGACAQVELFPIDDVFLGMCLQRLR.L



Detailed Protein Report
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Protein 1729: neuroendocrine convertase 1 isoform 3 [Homo sapiens]
Accession: gi|295424145 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.3
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1440 1 1018.7851 270.23 1 47.7 10.3 0 119-128 K.NGAGLMVNSR.F



Detailed Protein Report
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Protein 1730: PREDICTED: cytochrome P450 2F1 isoform X2 [Homo sapiens]
Accession: gi|578834042 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.6
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

868 1 697.7757 -98.23 2 40.4 10.3 1 110-122 K.GNGIAFSSGDRWK.V



Detailed Protein Report
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Protein 1731: PREDICTED: TANK-binding kinase 1-binding protein 1 isoform X5 [Homo sapiens]
Accession: gi|578831704 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2713 1 840.4021 -18.66 2 64.2 10.3 1 398-412 R.RSPVPPSCQSPSPQR.R Carbamidomethyl: 8



Detailed Protein Report
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Protein 1732: PREDICTED: sorting nexin-31 isoform X11 [Homo sapiens]
Accession: gi|578815858 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.5
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 3.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

84 1 731.7903 -172.94 2 31.0 10.3 1 17-29 K.LAQLNTFDIATKK.A



Detailed Protein Report
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Protein 1733: phosphorylated adapter RNA export protein [Homo sapiens]
Accession: gi|66392146 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.4
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1012 1 984.1752 8.05 3 41.0 10.3 2 258-283 K.AIELLMETAEVEQNGGLFIMNGSRRR.T Oxidation: 6



Detailed Protein Report
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Protein 1734: PREDICTED: potassium channel subfamily T member 2 isoform X3 [Homo sapiens]
Accession: gi|578800878 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.7
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2024 1 766.2746 -155.24 2 55.2 10.3 1 1-12 -.MFSRQDHQTILR.A



Detailed Protein Report
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Protein 1735: sodium/hydrogen exchanger 4 precursor [Homo sapiens]
Accession: gi|148727259 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.8
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530368639 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  sodium/hydrogen  exchanger  4  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

534 1 451.4647 -195.32 3 36.3 10.3 0 730-741 R.NTSQEEYLGGVR.R



Detailed Protein Report
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Protein 1736: 60S ribosomal protein L23 [Homo sapiens]
Accession: gi|4506605 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.9
Database Date: 2015-11-30 pI: 11.2
Modification(s): Oxidation Sequence Coverage [%]: 14.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2050 1 1044.4446 -106.91 2 55.5 10.3 2 47-66 K.GRLNRLPAAGVGDMVMATVK.K Oxidation: 14, 16



Detailed Protein Report
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Protein 1737: PREDICTED: 6-phosphofructokinase type C isoform X3 [Homo sapiens]
Accession: gi|530392193 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.7
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2259 1 619.2475 -151.99 2 56.6 10.2 1 393-404 R.SAVRVGIADGHR.M



Detailed Protein Report
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Protein 1738: pre-mRNA 3' end processing protein WDR33 isoform 1 [Homo sapiens]
Accession: gi|56243590 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.8
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.72 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2371 1 937.3024 -144.74 2 57.9 10.2 1 975-991 R.HEQSGGPEHGPERGPFR.G WUP:QUP 1.63
QU:MU 0.72



Detailed Protein Report
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Protein 1739: regulator of G-protein signaling 4 isoform 4 [Homo sapiens]
Accession: gi|164664490 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 18.3

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.17 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

388 1 588.2883 -35.27 3 34.5 10.2 2 1-17 -.MCKGLAGLPASCLRSAK.D Carbamidomethyl: 12 QU:MU 1.17



Detailed Protein Report
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Protein 1740: PREDICTED: serine/arginine-rich splicing factor 12 isoform X1 [Homo sapiens]
Accession: gi|578812424 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.3
Database Date: 2015-11-30 pI: 12.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1684 1 546.7590 42.74 2 51.3 10.2 0 7-15 R.HPCSPSDHR.R Carbamidomethyl: 3



Detailed Protein Report
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Protein 1741: kelch-like protein 4 isoform 1 [Homo sapiens]
Accession: gi|17017982 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 2.09 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.83 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1263 1 857.8774 -59.82 2 45.4 10.2 1 425-441 R.KSTVGALYAVGGMDAMK.G Oxidation: 16 QU:MU 2.09
WUP:QUP 0.83



Detailed Protein Report
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Protein 1742: cytoskeleton-associated protein 5 isoform b [Homo sapiens]
Accession: gi|57222563 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 218.4
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1288 1 917.4589 -64.75 2 46.3 10.2 1 1426-
1441

K.RPSAAPIKQVEEKPQR.A



Detailed Protein Report
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Protein 1743: uncharacterized protein LOC400863 [Homo sapiens]
Accession: gi|572871229 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.6
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.4

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.78 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

930 1 770.6913 -164.74 2 41.2 10.2 1 27-40 R.RSCEEEASGGSESR.R Carbamidomethyl: 3 WUP:QUP 1.04
QU:MU 0.78



Detailed Protein Report

2157 / 2208

Protein 1744: zinc finger protein 592 [Homo sapiens]
Accession: gi|108860697 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 137.4
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530407316 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 592 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

852 1 974.4621 -3.82 2 39.1 10.2 1 189-203 K.FPVPELHMFDHFCKK.E Carbamidomethyl: 13; 
Oxidation: 8



Detailed Protein Report

2158 / 2208

Protein 1745: spermatogenesis- and oogenesis-specific basic helix-loop-helix-containing protein 1 
isoform b [Homo sapiens]

Accession: gi|156119601 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.5
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1133 1 955.7571 -26.57 3 44.3 10.2 1 189-213 R.QWDPASCTSLGTDKCEALLGLCQVR.G Carbamidomethyl: 7, 15, 22



Detailed Protein Report

2159 / 2208

Protein 1746: succinate dehydrogenase assembly factor 1, mitochondrial [Homo sapiens]
Accession: gi|111038124 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.8
Database Date: 2015-11-30 pI: 12.0

Sequence Coverage [%]: 17.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1571 1 948.4992 81.45 2 48.0 10.2 0 80-99 R.APTGEPGGVGSQPDDGDSPR.N



Detailed Protein Report

2160 / 2208

Protein 1747: kinase D-interacting substrate of 220 kDa [Homo sapiens]
Accession: gi|55741641 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 196.4
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 1
Quantitation
QU:MU Median: 1.66 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.78 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

2161 / 2208

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2608 1 913.4638 -3.43 2 63.3 10.2 1 304-319 K.TALYWAVEKGNATMVR.D Oxidation: 14 WUP:QUP 0.78
QU:MU 1.66



Detailed Protein Report

2162 / 2208

Protein 1748: apoptosis-inducing factor 3 isoform 2 [Homo sapiens]
Accession: gi|65787454 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.9
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 2.31 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 0.73 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

185 1 896.4274 -19.41 3 32.3 10.2 1 521-544 K.
SLRYAGYGEGFDDVIIQGDLEELK.
F

QU:MU 2.31
WUP:QUP 0.73



Detailed Protein Report

2163 / 2208

Protein 1749: EPM2A-interacting protein 1 [Homo sapiens]
Accession: gi|7662294 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.3
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

829 1 859.6189 172.24 2 39.9 10.2 2 68-82 R.YVADGERAALVERLR.Q



Detailed Protein Report

2164 / 2208

Protein 1750: cis-aconitate decarboxylase [Homo sapiens]
Accession: gi|385719224 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.6
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

779 1 737.7855 -153.30 2 39.7 10.2 0 5-18 K.SITESFATAIHGLK.V



Detailed Protein Report

2165 / 2208

Protein 1751: PREDICTED: IQ motif and SEC7 domain-containing protein 3-like [Homo sapiens]
Accession: gi|578797721 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.0
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 5.9
No. of unique Peptides: 1

Quantitation
WUP:QUP Median: 0.88 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2227 1 698.3590 -24.64 2 56.2 10.1 1 25-35 K.QQSLIHTQRER.I WUP:QUP 0.88



Detailed Protein Report

2166 / 2208

Protein 1752: uncharacterized protein LOC101928436 [Homo sapiens]
Accession: gi|558757363 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.5
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 18.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578798182 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC101928436  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2094 1 1023.8994 -81.91 2 56.1 10.1 2 2-20 M.RCVKSMAMDANSLCVSGFK.Q



Detailed Protein Report

2167 / 2208

Protein 1753: lymphocyte antigen 86 precursor [Homo sapiens]
Accession: gi|4758708 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.9
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.0

No. of unique Peptides: 1
Quantitation
QU:MU Median: 0.86 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.98 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1187 1 672.8242 60.78 2 45.0 10.1 0 150-162 R.STVACANATIMCS.- Carbamidomethyl: 5; 
Oxidation: 11

QU:MU 0.86
WUP:QUP 1.98



Detailed Protein Report

2168 / 2208

Protein 1754: dual specificity protein kinase CLK2 [Homo sapiens]
Accession: gi|47717134 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1198 1 985.2519 -184.18 1 44.6 10.1 1 55-62 R.SRSSYDDR.S



Detailed Protein Report

2169 / 2208

Protein 1755: F-box only protein 8 [Homo sapiens]
Accession: gi|48928044 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.0
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

750 1 848.7476 -154.71 2 38.9 10.1 1 238-251 K.FSHRFCACNPDLMR.E



Detailed Protein Report
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Protein 1756: alpha/beta hydrolase domain-containing protein 14B isoform 1 [Homo sapiens]
Accession: gi|14249382 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.3
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 6.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|226443152 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
alpha/beta hydrolase domain-containing protein 14B isoform 1 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2744 1 639.3386 -40.09 2 62.8 10.1 0 64-76 R.AVAIDLPGLGHSK.E



Detailed Protein Report

2171 / 2208

Protein 1757: centrosomal protein of 112 kDa isoform b [Homo sapiens]
Accession: gi|82880654 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.5
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 5.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2475 1 701.6910 -200.17 2 60.9 10.1 0 89-100 K.EENSQQQLAAER.R



Detailed Protein Report

2172 / 2208

Protein 1758: collagen alpha-1(XXV) chain isoform 3 [Homo sapiens]
Accession: gi|366392941 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.3
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1307 1 835.3650 -11.55 2 45.9 10.1 1 113-128 R.EAPSECNCPAGPPGKR.G Carbamidomethyl: 8



Detailed Protein Report

2173 / 2208

Protein 1759: transmembrane protein 68 isoform 3 [Homo sapiens]
Accession: gi|557786131 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.8
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 12.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1673 1 938.9125 -87.28 2 49.2 10.1 1 94-110 R.KTVATLWDGHAAVWHGK.Q



Detailed Protein Report

2174 / 2208

Protein 1760: PREDICTED: kynurenine/alpha-aminoadipate aminotransferase, mitochondrial 
isoform X1 [Homo sapiens]

Accession: gi|578809158 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.7
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 2.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2581 1 637.8494 -38.12 2 60.5 10.1 1 4-14 K.FVLVAGMLPRR.V Oxidation: 7 WUP:QUP 2.35



Detailed Protein Report

2175 / 2208

Protein 1761: pleckstrin homology domain-containing family G member 3 [Homo sapiens]
Accession: gi|55749621 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.2
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2130 1 789.2959 -119.98 2 57.0 10.1 2 418-431 R.ESESSRSSRRPSGR.S



Detailed Protein Report

2176 / 2208

Protein 1762: PREDICTED: disintegrin and metalloproteinase domain-containing protein 32 isoform 
X2 [Homo sapiens]

Accession: gi|578839796 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.3
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2111 1 682.6273 16.60 3 56.8 10.1 0 515-533 K.ASAHVCSQQCSGHGVCDSR.N Carbamidomethyl: 6, 16



Detailed Protein Report

2177 / 2208

Protein 1763: CUB domain-containing protein 2 precursor [Homo sapiens]
Accession: gi|72384339 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.7
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1336 1 727.1974 -170.25 2 46.3 10.1 0 431-443 R.LDGTAPACFHYCR.A



Detailed Protein Report

2178 / 2208

Protein 1764: apolipoprotein D precursor [Homo sapiens]
Accession: gi|4502163 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 6.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

368 1 690.4400 149.87 2 33.2 10.1 1 176-187 K.KMTVTDQVNCPK.L Oxidation: 2



Detailed Protein Report
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Protein 1765: interleukin-26 precursor [Homo sapiens]
Accession: gi|8923756 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.8
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 12.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1712 1 1135.8238 104.36 2 51.7 10.1 1 2-22 M.LVNFILRCGLLLVTLSLAIAK.H



Detailed Protein Report
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Protein 1766: ATP-dependent RNA helicase DDX18 [Homo sapiens]
Accession: gi|38327634 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1269 1 697.8175 -17.16 2 44.2 10.1 0 428-439 K.LMVFFSSCMSVK.Y Oxidation: 9



Detailed Protein Report

2181 / 2208

Protein 1767: zinc finger with UFM1-specific peptidase domain protein [Homo sapiens]
Accession: gi|292494919 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.9
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1352 1 500.6107 -252.46 2 47.1 10.1 0 292-299 R.MPPSEFHR.R



Detailed Protein Report

2182 / 2208

Protein 1768: aftiphilin isoform c [Homo sapiens]
Accession: gi|50409856 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.3
Database Date: 2015-11-30 pI: 4.3

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1684 1 938.8574 -120.08 2 49.4 10.1 1 358-374 K.LDLLTSKCAHLCMDSVK.T



Detailed Protein Report

2183 / 2208

Protein 1769: PREDICTED: uncharacterized aarF domain-containing protein kinase 4 isoform X1 
[Homo sapiens]

Accession: gi|530417278 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.6
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1716 1 802.7734 -150.85 2 51.7 10.1 2 31-44 R.MCIQRNCVEPARGK.N



Detailed Protein Report

2184 / 2208

Protein 1770: synaptotagmin-13 isoform 2 [Homo sapiens]
Accession: gi|351542146 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.3
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578820656 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: synaptotagmin-13 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2945 1 729.3727 81.79 2 65.6 10.1 0 18-28 K.LHYCLDYDCQK.A Carbamidomethyl: 9



Detailed Protein Report

2185 / 2208

Protein 1771: type 1 phosphatidylinositol 4,5-bisphosphate 4-phosphatase isoform 2 [Homo 
sapiens]

Accession: gi|154816184 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.4
Database Date: 2015-11-30 pI: 10.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2003 1 621.2942 -43.69 2 53.4 10.1 2 190-199 R.TLARCPHCRK.V Carbamidomethyl: 8



Detailed Protein Report

2186 / 2208

Protein 1772: glutamate receptor 3 isoform 3 precursor [Homo sapiens]
Accession: gi|376319256 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.1
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 9.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

939 1 820.2508 -160.33 2 41.8 10.1 0 131-144 R.QNWAYCIWGVTGEL.-



Detailed Protein Report

2187 / 2208

Protein 1773: PREDICTED: glutaminase kidney isoform, mitochondrial isoform X5 [Homo sapiens]
Accession: gi|578804102 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.4
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1071 1 555.1310 -234.61 2 43.5 10.1 0 643-652 R.ILMDCCNGLK.S



Detailed Protein Report

2188 / 2208

Protein 1774: beta-defensin 125 preproprotein [Homo sapiens]
Accession: gi|76563936 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.5
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.4

No. of unique Peptides: 1
Quantitation
WUP:QUP Median: 0.85 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

973 1 637.3502 98.48 2 42.2 10.1 1 27-36 K.CWKNNVGHCR.R Carbamidomethyl: 1 WUP:QUP 0.85



Detailed Protein Report

2189 / 2208

Protein 1775: PREDICTED: solute carrier family 35 member F3 isoform X1 [Homo sapiens]
Accession: gi|530366073 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.8
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1522 1 676.3418 3.04 2 49.2 10.1 2 54-64 R.RCWTCSRAQLK.K



Detailed Protein Report

2190 / 2208

Protein 1776: transmembrane and immunoglobulin domain-containing protein 2 isoform 2 
precursor [Homo sapiens]

Accession: gi|281306840 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.3
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 6.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1886 1 1045.8876 -107.32 2 51.9 10.1 0 36-54 R.QGSQATLVCQVDQATAWER.L



Detailed Protein Report

2191 / 2208

Protein 1777: ethylmalonyl-CoA decarboxylase isoform 2 [Homo sapiens]
Accession: gi|50593027 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 17.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530383866 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ethylmalonyl-CoA  decarboxylase  isoform  X4  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1572 1 724.6476 27.56 4 49.9 10.1 2 15-39 R.TKLLHQTGLSLYSTSHGFYEEEVKK.T



Detailed Protein Report

2192 / 2208

Protein 1778: carboxypeptidase B preproprotein [Homo sapiens]
Accession: gi|54607080 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.3
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530373933 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: carboxypeptidase B isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1781 1 582.7206 -111.97 2 52.6 10.0 0 99-108 R.NVVEAQFDSR.V



Detailed Protein Report

2193 / 2208

Protein 1779: A disintegrin and metalloproteinase with thrombospondin motifs 2 isoform 2 
preproprotein [Homo sapiens]

Accession: gi|11038659 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.7
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1523 1 682.3537 16.13 3 49.2 10.0 0 544-563 K.FRPGAVAHACYPSTLGGQGR.W



Detailed Protein Report
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Protein 1780: sodium channel protein type 3 subunit alpha isoform 3 [Homo sapiens]
Accession: gi|126362955 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 221.3
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2533 1 1045.0400 -2.11 2 61.6 10.0 1 1082-
1101

K.EKLNATSSSEGSTVDVVLPR.E



Detailed Protein Report
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Protein 1781: retinoic acid receptor responder protein 3 [Homo sapiens]
Accession: gi|149588791 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.2
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2835 1 826.4327 34.55 2 65.9 10.0 1 112-124 R.NCEHFVTQLRYGK.S Carbamidomethyl: 2



Detailed Protein Report
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Protein 1782: PREDICTED: binder of sperm protein homolog 1 isoform X2 [Homo sapiens]
Accession: gi|578833811 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.3
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2210 1 1044.3865 -105.22 2 57.5 10.0 2 96-112 R.RLIYWECTDDGEAFGKK.W Carbamidomethyl: 7



Detailed Protein Report
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Protein 1783: kell blood group glycoprotein [Homo sapiens]
Accession: gi|4557691 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.8
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

941 1 593.7466 -114.09 2 41.3 10.0 0 171-180 R.QVIEELGGWR.I



Detailed Protein Report
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Protein 1784: properdin precursor [Homo sapiens]
Accession: gi|4505737 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Quantitation
QU:MU Median: 0.76 CV: 0.00 % No. of Peptides: 1
WUP:QUP Median: 1.52 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|223671861 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
properdin precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1362 1 816.4149 -5.18 2 45.4 10.0 1 439-452 R.CEELQGQKLVVEEK.R QU:MU 0.76
WUP:QUP 1.52



Detailed Protein Report
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Protein 1785: zona pellucida sperm-binding protein 3 isoform 2 [Homo sapiens]
Accession: gi|38327649 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.2
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 7.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1418 1 977.1197 -40.88 3 47.9 10.0 1 14-40 K.LIRAADLTLGPEACEPLVSMDTEDVVR.F Oxidation: 20



Detailed Protein Report
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Protein 1786: prohibitin-2 isoform 3 [Homo sapiens]
Accession: gi|390608669 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.0
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2763 1 973.5204 -2.06 2 63.1 10.0 1 90-107 K.ISSPTGSKDLQMVNISLR.V



Detailed Protein Report
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Protein 1787: calsyntenin-3 precursor [Homo sapiens]
Accession: gi|42475534 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2025 1 899.3750 -66.39 2 53.7 10.0 1 537-550 R.LESREVIECLYACR.E Carbamidomethyl: 9, 13



Detailed Protein Report
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Protein 1788: NADH dehydrogenase [ubiquinone] 1 subunit C2, isoform 2 isoform 2 [Homo sapiens]
Accession: gi|323276586 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.4
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 22.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1844 1 1056.3547 -90.54 3 53.4 10.0 2 88-113 R.EMFGYMKLHPEDFPEEDVYCCGAERR.G Oxidation: 2



Detailed Protein Report

2204 / 2208

Protein 1789: putative polypeptide N-acetylgalactosaminyltransferase-like protein 5 [Homo sapiens]
Accession: gi|281485547 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.4
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578813950 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: putative polypeptide N-acetylgalactosaminyltransferase-
like protein 5 isoform X2 [Homo sapiens]

gi|578813948 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: putative polypeptide N-acetylgalactosaminyltransferase-
like protein 5 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2735 1 928.9724 42.01 2 62.7 10.0 0 80-95 K.SMLGTDFNHTNPELHK.E Oxidation: 2



Detailed Protein Report
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Protein 1790: protein salvador homolog 1 [Homo sapiens]
Accession: gi|11141889 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.6
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

504 1 472.1588 -261.22 2 34.7 10.0 1 24-31 K.KETSPLLR.N



Detailed Protein Report
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Protein 1791: uncharacterized protein C7orf72 [Homo sapiens]
Accession: gi|332634960 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 3.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

19 1 814.3556 -99.68 2 29.9 10.0 2 168-180 R.RWNSREVPDISIR.A



Detailed Protein Report
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Protein 1792: casein kinase I isoform delta isoform 2 [Homo sapiens]
Accession: gi|20544145 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.8
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2016 1 709.7814 -72.59 2 55.6 10.0 0 260-270 R.FDDKPDYSYLR.Q



Detailed Protein Report
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Protein 1793: BTB/POZ domain-containing protein KCTD18 [Homo sapiens]
Accession: gi|45387953 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530369815 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  BTB/POZ  domain-containing  protein  KCTD18  isoform  
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

588 1 472.1621 -200.95 2 36.9 10.0 1 322-330 K.AAQRSAPSR.A


