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

Sample Info & Protocols
Name: ID-Q Date: Dec 8, 2015

Fraction:  

Volume:  Concentration:  

Note:  

Buffer:  Organism:  

Search Result Info
Search Result Location Search Engine Database

ZT_human_PE_2015-12-08 22:06:
22

/teeth-151208/ID-Q/"Combined MS/
MS spectra"

Mascot refseq_human

Protein 1: serum albumin preproprotein [Homo sapiens]
Accession: gi|4502027 Score: 1095.1
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 [%]: 40.7

No. of unique Peptides: 23
Quantitation
QD:QU Median: 0.89 CV: 66.04 % No. of Peptides: 12

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

298 12 613.8004 -9.46 2 32.4 71.1 1 35-44 R.FKDLGEENFK.A QD:QU 0.75

673 12 575.2020 -189.65 2 37.0 62.9 0 66-75 K.LVNEVTEFAK.T

529 10 509.2667 -10.16 2 36.6 49.5 0 89-97 K.SLHTLFGDK.L

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

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

Carbamidomethyl: 8 QD:QU 1.75

279 1 666.3028 -17.84 3 33.5 40.0 1 123-138 R.NECFLQHKDDNPNLPR.L Carbamidomethyl: 3 QD:QU 0.64

350 2 528.2959 -3.73 2 34.4 39.6 1 161-168 K.KYLYEIAR.R QD:QU 2.39

532 5 464.1198 -281.27 2 35.3 30.2 0 162-168 K.YLYEIAR.R QD:QU 1.13

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

21 2 537.7799 9.21 2 29.9 42.9 1 206-214 K.LDELRDEGK.A QD:QU 0.46
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

235 3 696.2743 -13.94 3 31.7 57.7 0 265-281 K.VHTECCHGDLLECADDR.A Carbamidomethyl: 5, 6, 13 QD:QU 0.34

45 2 722.3225 -3.01 2 30.4 77.4 0 287-298 K.YICENQDSISSK.L Carbamidomethyl: 3 QD:QU 0.70

145 1 516.2727 4.30 3 31.8 19.6 1 299-310 K.LKECCEKPLLEK.S Carbamidomethyl: 4, 5 QD:QU 1.32

2284 1 820.3190 -92.46 2 59.0 33.1 0 348-360 K.DVFLGMFLYEYAR.R Oxidation: 6

2041 21 1022.9463 -102.62 2 55.9 37.1 0 397-413 K.VFDEFKPLVEEPQNLIK.Q

1582 24 829.3539 -31.44 2 48.3 77.6 0 414-426 K.QNCELFEQLGEYK.F Carbamidomethyl: 3 QD:QU 0.49

742 9 480.7783 -13.77 2 39.3 53.1 0 427-434 K.FQNALLVR.Y

890 4 820.4506 -26.72 2 41.2 33.9 1 438-452 K.KVPQVSTPTLVEVSR.N

77 2 569.7395 -23.11 2 30.9 44.1 0 500-508 K.CCTESLVNR.R Carbamidomethyl: 1, 2

1753 4 637.6399 -13.90 3 50.5 67.0 0 509-524 R.RPCFSALEVDETYVPK.E Carbamidomethyl: 3

628 1 564.7514 -179.84 2 37.9 25.5 1 549-558 K.KQTALVELVK.H QD:QU 2.11

1207 5 500.6668 -276.87 2 43.6 45.1 0 550-558 K.QTALVELVK.H QD:QU 0.77

2104 47 671.7654 -82.73 2 56.7 98.0 0 570-581 K.AVMDDFAAFVEK.C
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Protein 2: keratin, type I cytoskeletal 13 isoform a [Homo sapiens]
Accession: gi|131412225 Score: 635.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 39.7

No. of unique Peptides: 16
Quantitation
QD:QU Median: 0.54 CV: 50.97 % No. of Peptides: 9

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

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

667 3 521.7769 -40.77 2 36.9 58.8 0 176-184 R.VILEIDNAR.L QD:QU 0.46

518 2 624.8405 -16.71 2 36.5 46.5 1 192-201 R.LKYENELALR.Q QD:QU 0.57

471 2 601.1764 -225.82 2 34.5 42.6 0 202-212 R.QSVEADINGLR.R QD:QU 0.37

322 1 679.3584 -6.47 2 34.0 14.0 1 202-213 R.QSVEADINGLRR.V QD:QU 0.24

686 1 587.3207 -42.26 2 37.1 41.5 1 213-222 R.RVLDELTLSK.T

727 3 509.2783 -32.74 2 39.1 53.0 0 214-222 R.VLDELTLSK.T

434 3 566.7484 -14.34 2 35.4 31.5 0 291-299 R.DAEEWFHAK.S QD:QU 0.49

173 1 705.3260 -34.92 2 30.9 13.5 0 306-318 K.EVSTNTAMIQTSK.T QD:QU 0.73

2903 1 909.4716 -17.49 2 65.4 28.3 0 327-342 R.TLQGLEIELQSQLSMK.A

178 2 725.3355 -0.10 2 32.2 38.5 0 343-355 K.AGLENTVAETECR.Y Carbamidomethyl: 12 QD:QU 0.54

370 2 690.3450 -32.66 2 34.6 18.0 1 396-406 K.TRLEQEIATYR.S QD:QU 0.55

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

28 2 1001.9840 4.13 2 30.1 29.0 0 430-450 R.STSVTTTSSASVTTTSNASGR.
R

QD:QU 1.59
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Protein 3: hemoglobin subunit beta [Homo sapiens]
Accession: gi|4504349 Score: 578.7
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
QD:QU Median: 2.34 CV: 188.92 % No. of Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

72 1 476.7493 -19.46 2 30.8 23.9 0 2-9 M.VHLTPEEK.S

849 5 466.6498 -243.95 2 40.7 45.6 0 10-18 K.SAVTALWGK.V

496 6 657.8496 20.65 2 36.2 81.3 0 19-31 K.VNVDEVGGEALGR.L QD:QU 0.35

2380 9 637.8625 -6.20 2 58.5 48.9 0 32-41 R.LLVVYPWTQR.F

2107 11 1029.8517 -122.16 2 56.7 64.9 0 42-60 R.FFESFGDLSTPDAVMGNPK.V

2794 3 599.9758 -40.56 3 66.1 37.1 1 67-83 K.KVLGAFSDGLAHLDNLK.G

2791 13 835.4449 -4.99 2 66.1 74.0 0 68-83 K.VLGAFSDGLAHLDNLK.G

680 1 739.8715 27.96 2 38.5 19.5 0 84-96 K.GTFATLSELHCDK.L Carbamidomethyl: 11 QD:QU 6.23

340 6 563.7849 -1.35 2 34.3 45.2 0 97-105 K.LHVDPENFR.L QD:QU 1.81

532 3 689.8492 -6.46 2 36.6 44.0 0 122-133 K.EFTPPVQAAYQK.V QD:QU 7.65

307 5 575.3418 2.06 2 33.8 76.7 0 134-145 K.VVAGVANALAHK.Y

430 1 725.3587 -59.21 2 35.4 17.7 1 134-147 K.VVAGVANALAHKYH.-
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Protein 4: keratin, type II cytoskeletal 6C [Homo sapiens]
Accession: gi|155969697 Score: 429.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.0
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 20.6

No. of unique Peptides: 9
Quantitation
QD:QU Median: 1.26 CV: 81.26 % 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 2 712.8348 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 QD:QU 2.01

910 6 602.3097 -20.53 2 39.9 44.2 0 195-204 K.WTLLQEQGTK.T QD:QU 1.07

2105 4 945.9050 -88.89 2 56.7 16.4 0 208-222 R.QNLEPLFEQYINNLR.R

328 2 675.8743 11.03 2 34.1 67.2 1 261-272 R.TAAENEFVTLKK.D QD:QU 1.16

1975 5 704.2826 -108.99 2 55.1 74.7 0 288-299 K.ADTLTDEINFLR.A

2868 16 665.3564 -15.34 2 65.0 82.6 0 327-338 R.NLDLDSIIAEVK.A QD:QU 3.28

231 4 583.2587 -63.96 2 31.6 63.1 0 360-369 K.YEELQVTAGR.H QD:QU 0.39

2191 9 632.2117 -219.91 2 56.0 48.4 0 456-466 K.LALDVEIATYR.K
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Protein 5: hemoglobin subunit delta [Homo sapiens]
Accession: gi|4504351 Score: 366.3
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

467 1 628.8213 -19.13 2 35.8 42.8 0 19-31 K.VNVDAVGGEALGR.L
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Protein 6: keratin, type I cytoskeletal 15 [Homo sapiens]
Accession: gi|24430190 Score: 329.4
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
QD:QU 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

296 1 532.8004 -15.38 2 33.7 58.7 1 116-124 R.LASYLDKVR.A

1065 2 515.1664 -260.45 2 41.8 44.4 0 215-223 R.VLDELTLAR.T QD:QU 0.73
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Protein 7: hemoglobin subunit alpha [Homo sapiens]
Accession: gi|4504345 Score: 326.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.2
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 50.7
No. of unique Peptides: 6

Quantitation
QD:QU Median: 2.08 CV: 25.63 % No. of Peptides: 2

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

68 1 586.3403 4.44 2 30.8 24.9 1 2-12 M.VLSPADKTNVK.A

184 6 765.3829 15.83 2 32.3 76.4 0 18-32 K.VGAHAGEYGAEALER.M QD:QU 2.68

1886 25 536.2096 -132.70 2 53.9 49.3 0 33-41 R.MFLSFPTTK.T

1189 11 917.4299 -21.44 2 45.0 51.1 0 42-57 K.TYFPHFDLSHGSAQVK.G QD:QU 1.62

592 4 544.3095 -13.04 2 37.4 51.7 1 92-100 K.LRVDPVNFK.L

1619 7 626.8457 -24.38 2 50.5 73.2 0 129-140 K.FLASVSTVLTSK.Y
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Protein 8: serotransferrin precursor [Homo sapiens]
Accession: gi|4557871 Score: 315.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.0
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 17.9

No. of unique Peptides: 10
Quantitation
QD:QU Median: 0.72 CV: 41.99 % No. of Peptides: 7

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

610 3 708.3500 -19.16 2 36.2 66.2 0 47-60 K.SVIPSDGPSVACVK.K Carbamidomethyl: 12 QD:QU 0.99

583 1 637.3237 -10.51 2 37.3 31.2 0 226-236 K.HSTIFENLANK.A QD:QU 0.51

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

Carbamidomethyl: 9

498 1 746.3968 18.25 2 36.2 42.7 1 298-310 K.SKEFQLFSSPHGK.D

1032 3 638.7248 -148.43 2 41.4 30.2 0 300-310 K.EFQLFSSPHGK.D

303 1 761.3763 5.77 2 33.8 37.9 1 372-384 R.LKCDEWSVNSVGK.I Carbamidomethyl: 3 QD:QU 0.82

255 1 863.4074 23.48 2 33.2 14.5 0 385-399 K.IECVSAETTEDCIAK.I Carbamidomethyl: 3, 12 QD:QU 0.87

954 1 789.3334 1.18 2 40.4 38.9 0 495-508 R.FDEFFSEGCAPGSK.K Carbamidomethyl: 9 QD:QU 0.80

840 1 853.8816 -5.85 2 40.5 22.5 0 516-530 K.LCMGSGLNLCEPNNK.E Carbamidomethyl: 2, 10 QD:QU 1.11

330 1 500.6281 -249.21 2 32.8 21.2 0 669-676 K.YLGEEYVK.A QD:QU 0.32
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Protein 9: keratin, type I cytoskeletal 14 [Homo sapiens]
Accession: gi|15431310 Score: 291.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 15.5
No. of unique Peptides: 4

Quantitation
QD:QU Median: 1.31 CV: 22.43 % No. of Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

282 1 633.8578 31.13 2 33.5 20.5 1 202-211 R.TKYETELNLR.M QD:QU 1.09

639 1 680.8203 -49.04 2 36.6 15.5 1 212-223 R.MSVEADINGLRR.V QD:QU 1.79

1899 3 586.6929 -125.55 2 52.2 33.2 0 301-309 K.DAEEWFFTK.T QD:QU 1.17

246 1 512.5147 -194.60 3 33.1 22.6 2 406-417 K.TRLEQEIATYRR.L
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Protein 10: keratin, type II cytoskeletal 5 [Homo sapiens]
Accession: gi|119395754 Score: 260.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.3
Database Date: 2015-11-30 pI: 8.6

Sequence Coverage [%]: 12.7
No. of unique Peptides: 2

Quantitation
QD:QU Median: 0.60 CV: 66.96 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

804 1 572.1668 -261.37 2 38.5 48.3 0 432-441 K.LAELEEALQK.A QD:QU 0.33

477 2 720.3474 -17.32 2 34.6 20.1 0 560-576 R.GLGVGFGSGGGSSSSVK.F QD:QU 1.10
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Protein 11: apolipoprotein A-I preproprotein [Homo sapiens]
Accession: gi|4557321 Score: 250.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 29.2
No. of unique Peptides: 8

Quantitation
QD:QU Median: 0.62 CV: 31.48 % No. of Peptides: 4

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

2106 1 731.8566 -99.42 2 56.7 19.8 1 35-47 R.VKDLATVYVDVLK.D

916 1 700.9155 110.19 2 41.5 24.5 0 52-64 R.DYVSQFEGSALGK.Q

1831 7 806.7884 -133.73 2 53.2 64.1 0 70-83 K.LLDNWDSVTSTFSK.L

681 1 626.6736 -224.11 2 37.1 28.6 0 121-130 K.VQPYLDDFQK.K QD:QU 0.47

451 2 690.8634 2.76 2 35.6 14.6 1 121-131 K.VQPYLDDFQKK.W QD:QU 1.04

860 2 642.2972 11.37 2 39.2 28.3 0 132-140 K.WQEEMELYR.Q QD:QU 0.58

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 QD:QU 0.53
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Protein 12: keratin, type II cytoskeletal 75 [Homo sapiens]
Accession: gi|153791158 Score: 247.1
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

566 2 678.9555 96.02 2 35.7 53.0 1 413-424 K.LVDLEEALQKAK.Q
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Protein 13: PREDICTED: actin, cytoplasmic 2 isoform X1 [Homo sapiens]
Accession: gi|578831328 Score: 225.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 19.2
No. of unique Peptides: 6

Quantitation
QD:QU Median: 0.99 CV: 65.74 % No. of Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

659 5 599.7070 -249.11 2 36.8 51.4 0 122-132 R.AVFPSIVGRPR.H

2136 4 651.9448 -125.01 3 55.3 28.9 0 189-206 R.VAPEEHPVLLTEAPLNPK.A QD:QU 0.93

1678 5 895.8924 -63.80 2 49.5 48.9 0 332-347 K.SYELPDGQVITIGNER.F

2043 1 1107.8969 -127.87 2 54.1 33.7 0 385-405 K.DLYANTVLSGGTTMYPGIADR.
M

563 1 581.2929 -34.36 2 37.0 51.0 0 409-419 K.EITALAPSTMK.I QD:QU 2.13

139 1 758.8664 15.04 2 31.7 11.9 0 453-465 K.QEYDESGPSIVHR.K QD:QU 0.49
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Protein 14: titin isoform IC [Homo sapiens]
Accession: gi|388998877 Score: 217.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 3992.1
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.6

No. of unique Peptides: 14
Quantitation
QD:QU Median: 0.44 CV: 19.37 % 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

1676 1 839.3937 -10.73 2 49.5 10.3 2 1417-
1431

R.MSPARMSPARMSPAR.M Oxidation: 6, 11

2713 1 698.3756 114.21 2 62.8 14.9 0 8326-
8337

K.VDHSDVGEYSCK.A Carbamidomethyl: 11

967 1 752.8772 -83.84 2 40.6 12.6 2 10852-
10864

K.VPEEPKKPVPEKK.V

2926 1 713.8984 -28.68 2 65.7 11.1 1 11452-
11464

K.VEPPPPPKVPEIK.K

1106 9 555.2011 -153.95 2 43.9 16.9 0 13889-
13899

K.GTAIFACDIAK.D

1925 1 661.3041 -146.74 2 54.4 13.5 1 15198-
15209

R.AAAHLTVIEKLR.I QD:QU 0.53

707 3 481.1631 -198.64 2 38.8 13.1 0 15703-
15710

K.TWVLATDR.A QD:QU 0.36

1842 1 740.3191 -71.84 2 53.4 15.5 2 16189-
16201

K.GYIVERCPRGSDK.W

2499 1 813.3822 -3.46 2 61.8 12.9 0 19641-
19653

R.VPDLLEGCQYEFR.V Carbamidomethyl: 8

2869 1 710.3695 -29.92 2 65.0 10.9 0 30145-
30156

R.IGHNVHLELPYK.G

69 1 731.7932 -168.95 2 30.8 10.2 1 31168-
31179

K.QLTFTVERLVEK.T

560 1 607.8375 45.47 2 37.0 10.1 1 32279-
32289

R.AQNEKGVSEPR.E

2686 1 937.4503 -21.14 2 62.5 12.9 0 33057-
33072

K.QFTIGGLLEATEYEFR.V

658 1 677.6643 -16.40 3 38.2 11.8 2 33663-
33680

K.DAGFYVVCAKNRFGIDQK.T
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Protein 15: lactotransferrin isoform 1 precursor [Homo sapiens]
Accession: gi|54607120 Score: 206.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.7

No. of unique Peptides: 7
Quantitation
QD:QU Median: 1.20 CV: 40.11 % No. of Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1629 2 695.8567 -18.94 2 48.9 36.9 0 120-132 K.GGSFQLNELQGLK.S

739 1 787.3768 -43.94 2 39.2 13.3 1 364-376 R.VVWCAVGEQELRK.C Carbamidomethyl: 4

1575 3 681.8469 -16.13 2 49.9 23.1 0 424-435 K.CGLVPVLAENYK.S Carbamidomethyl: 1

458 1 619.2938 -20.74 2 35.7 45.8 0 463-473 R.SDTSLTWNSVK.G QD:QU 1.81

593 1 904.3991 -2.21 2 37.4 38.9 0 520-535 R.SNLCALCIGDEQGENK.C Carbamidomethyl: 4, 7 QD:QU 1.33

2950 4 668.3368 -23.49 2 66.0 27.5 0 587-598 K.LADFALLCLDGK.R Carbamidomethyl: 8

1229 1 790.3991 23.83 2 45.5 20.9 0 659-671 K.NLLFNDNTECLAR.L Carbamidomethyl: 10 QD:QU 0.71
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Protein 16: keratin, type II cytoskeletal 2 epidermal [Homo sapiens]
Accession: gi|47132620 Score: 201.3
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

Quantitation
QD:QU Median: 1.22 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

412 1 738.3807 -21.14 2 35.1 70.4 0 198-209 R.FLEQQNQVLQTK.W QD:QU 1.22



Detailed Protein Report

20 / 1532

Protein 17: actin, aortic smooth muscle [Homo sapiens]
Accession: gi|4501883 Score: 199.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.0
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 23.3

No. of unique Peptides: 3
Quantitation
QD:QU Median: 0.25 CV: 0.00 % No. of Peptides: 1

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 Ratios

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

2088 2 652.6205 -100.50 3 54.7 15.4 0 98-115 R.VAPEEHPTLLTEAPLNPK.A

267 1 750.8467 -14.36 2 32.1 15.2 0 362-374 K.QEYDEAGPSIVHR.K QD:QU 0.25
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Protein 18: annexin A1 [Homo sapiens]
Accession: gi|4502101 Score: 185.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.7
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 18.2
No. of unique Peptides: 4

Quantitation
QD:QU Median: 1.18 CV: 49.61 % No. of Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1385 1 786.0874 38.51 3 47.5 12.5 0 30-53 K.
GGPGSAVSPYPTFNPSSDVAALHK.
A

537 1 635.6517 -48.42 3 35.3 22.1 1 82-98 K.AAYLQETGKPLDETLKK.A QD:QU 1.49

422 1 631.7779 -41.67 2 35.3 82.8 0 114-124 K.TPAQFDADELR.A QD:QU 0.61

174 1 607.2652 -8.28 2 30.9 68.2 0 167-177 K.DITSDTSGDFR.N QD:QU 1.80
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Protein 19: keratin, type II cytoskeletal 79 [Homo sapiens]
Accession: gi|32567786 Score: 141.6
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

140 1 773.9092 30.36 2 31.7 10.7 2 1-13 -.MRSSVSRQTYSTK.G Oxidation: 1
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Protein 20: alpha-2-macroglobulin precursor [Homo sapiens]
Accession: gi|66932947 Score: 141.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.2
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.4

No. of unique Peptides: 6
Quantitation
QD:QU 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

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

2151 2 802.7866 -172.67 2 55.5 12.9 0 175-188 R.IAQWQSFQLEGGLK.Q

276 1 636.8299 -16.03 2 33.4 30.1 0 587-598 R.VTAAPQSVCALR.A Carbamidomethyl: 9

501 1 558.7829 -41.39 2 36.2 34.5 0 854-863 R.QTVSWAVTPK.S QD:QU 0.93

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- K.MVSGFIPLKPTVKMLER.S
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1401
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Protein 21: alpha-1-antitrypsin precursor [Homo sapiens]
Accession: gi|50363217 Score: 136.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 10.5
No. of unique Peptides: 3

Quantitation
QD:QU Median: 0.69 CV: 7.16 % 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

2910 3 858.7649 -23.64 3 65.6 35.3 0 126-149 R.
TLNQPDSQLQLTTGNGLFLSEGLK.
L

904 5 555.7989 -12.32 2 39.8 70.1 0 315-324 K.LSITGTYDLK.S QD:QU 0.64

1288 2 508.1666 -283.94 2 44.6 30.8 0 325-334 K.SVLGQLGITK.V QD:QU 0.74
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Protein 22: keratin, type II cytoskeletal 4 [Homo sapiens]
Accession: gi|331999954 Score: 127.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 9.2
No. of unique Peptides: 5

Quantitation
QD:QU Median: 0.40 CV: 31.96 % No. of Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

950 1 603.8017 -33.37 2 40.4 11.5 0 235-245 R.TAAENDFVVLK.K QD:QU 0.46

530 1 667.8552 -21.26 2 35.2 56.2 1 235-246 R.TAAENDFVVLKK.D QD:QU 0.57

2080 1 703.8136 -68.38 2 54.6 13.6 0 262-273 K.VDSLNDEINFLK.V

906 1 679.3419 -40.90 2 39.8 17.2 0 301-312 R.NLDLDSIIAEVR.A QD:QU 0.24

554 1 678.3667 -28.00 2 35.5 28.7 1 401-412 K.RVELEAALQQAK.E QD:QU 0.41
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Protein 23: keratin, type I cytoskeletal 10 [Homo sapiens]
Accession: gi|195972866 Score: 126.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.8
Database Date: 2015-11-30 pI: 5.0

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

348 1 806.4041 46.58 2 34.3 11.3 1 185-198 K.HGNSHQGEPRDYSK.Y
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Protein 24: POTE ankyrin domain family member E [Homo sapiens]
Accession: gi|134133226 Score: 123.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.3
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 25: beta-actin-like protein 2 [Homo sapiens]
Accession: gi|63055057 Score: 122.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.0
Database Date: 2015-11-30 pI: 5.3
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

2065 1 1108.9201 -97.52 2 54.4 45.1 0 293-313 K.DLYANTVLSGGSTMYPGIADR.M Oxidation: 14
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Protein 26: keratin, type II cytoskeletal 1 [Homo sapiens]
Accession: gi|119395750 Score: 122.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.0
Database Date: 2015-11-30 pI: 8.8

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

1554 1 692.3258 -33.18 2 49.6 24.5 0 186-197 K.SLNNQFASFIDK.V
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Protein 27: alpha-enolase isoform 1 [Homo sapiens]
Accession: gi|4503571 Score: 111.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.1
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 9.9
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1541 1 703.8713 13.64 2 47.8 10.1 0 16-28 R.GNPTVEVDLFTSK.G

2401 1 902.9549 -22.96 2 58.7 34.1 0 33-50 R.AAVPSGASTGIYEALELR.D

1618 6 713.3563 -14.47 2 50.5 67.0 0 270-281 R.YISPDQLADLYK.S



Detailed Protein Report

32 / 1532

Protein 28: 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
QD:QU Median: 0.95 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 2 493.7604 4.77 2 31.8 52.9 0 70-78 R.IPACIAGER.R Carbamidomethyl: 4 QD:QU 0.95

108 2 559.2630 8.21 2 31.3 55.9 0 80-88 R.YGTCIYQGR.L Carbamidomethyl: 4
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Protein 29: haptoglobin isoform 2 preproprotein [Homo sapiens]
Accession: gi|186910296 Score: 99.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 10.7
No. of unique Peptides: 3

Quantitation
QD:QU Median: 0.85 CV: 23.78 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

239 1 854.8952 -39.14 2 31.7 13.9 1 58-72 K.LRTEGDGVYTLNNEK.Q QD:QU 0.67

1734 1 645.7555 -175.50 2 52.0 37.8 0 157-168 K.DIAPTLTLYVGK.K

741 3 602.2951 -44.79 2 39.2 47.7 0 333-342 K.VTSIQDWVQK.T QD:QU 1.07
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Protein 30: cadherin EGF LAG seven-pass G-type receptor 3 precursor [Homo sapiens]
Accession: gi|145309304 Score: 92.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 358.0
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 6
Quantitation
QD:QU Median: 7.67 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

1647 5 942.4685 14.29 2 49.1 22.8 1 232-250 R.RNCLPGASGSGPELDSAPR.T

2719 1 964.4996 -2.09 2 62.9 13.4 2 1519-
1534

R.SFPPSSFVMFRGLRQR.F Oxidation: 9

2229 1 956.4132 -125.14 2 56.5 12.5 1 2144-
2162

K.FGVLATVPCPRGALGAAVR.L Carbamidomethyl: 9

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

R.MEHPSSPR.G QD:QU 7.67

2129 1 698.8200 -38.23 2 55.2 13.9 2 2331-
2342

R.MEHPSSPRGARR.Y Oxidation: 1

118 1 1069.1641 -33.12 3 30.2 17.4 1 3083-
3111

R.
ERLEEAPAPVLRPLSRPGSQECMDAAPGR.
L

Carbamidomethyl: 22; 
Oxidation: 23
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Protein 31: fibrinogen beta chain isoform 2 preproprotein [Homo sapiens]
Accession: gi|296080754 Score: 84.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.9
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.3

No. of unique Peptides: 3
Quantitation
QD:QU 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

590 2 809.8948 -6.44 2 37.4 25.6 0 166-180 R.TPCTVSCNIPVVSGK.E Carbamidomethyl: 3, 7 QD:QU 1.17

1961 3 893.2648 -149.91 2 53.0 20.5 0 255-269 K.NYCGLPGEYWLGNDK.I Carbamidomethyl: 3

656 1 620.1188 -231.67 2 36.8 38.6 0 368-377 K.EDGGGWWYNR.C
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Protein 32: immunoglobulin lambda-like polypeptide 5 isoform 1 [Homo sapiens]
Accession: gi|295986608 Score: 83.7
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

1891 3 1021.8855 -134.81 2 52.1 22.0 0 113-131 K.ANPTVTLFPPSSEELQANK.A

2200 8 872.4511 20.68 2 56.1 47.3 0 174-188 K.YAASSYLSLTPEQWK.S
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Protein 33: PREDICTED: plectin isoform X8 [Homo sapiens]
Accession: gi|530389157 Score: 83.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 513.4
Database Date: 2015-11-30 pI: 5.5
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

2471 1 588.1664 -172.67 2 61.4 13.5 0 1697-
1706

R.AETEQGEQQR.Q

1806 1 582.2479 -40.78 2 52.9 11.0 0 2352-
2361

R.QLEMSAEAER.L

1932 1 1021.8810 -139.60 2 52.6 12.9 2 3841-
3858

R.CRRDDGTGQLLLPLSDAR.K Carbamidomethyl: 1
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Protein 34: coiled-coil domain-containing protein 168 [Homo sapiens]
Accession: gi|226246554 Score: 81.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 801.4
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 1.3
No. of unique Peptides: 4

Quantitation
QD:QU Median: 0.93 CV: 117.96 % 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

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 QD:QU 0.37

2371 3 974.2361 79.07 3 60.1 12.7 2 5658-
5682

R.
DEDIYFTGFGTIRSGKRPEWLFTGK.
K

2107 1 698.3422 -40.67 2 54.9 13.3 1 6680-
6691

K.KQSPHENSSLIR.K QD:QU 2.37
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Protein 35: PREDICTED: dynein heavy chain 3, axonemal isoform X1 [Homo sapiens]
Accession: gi|578828592 Score: 81.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 466.0
Database Date: 2015-11-30 pI: 6.0
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

565 1 607.8337 -71.29 2 35.7 10.9 1 1562-
1573

K.SVLTAAGNLKLK.Y

315 1 1201.1883 61.60 2 32.6 16.3 1 2128-
2150

K.DTTRLDIVDMLLVTAMGPPGGGR.N Oxidation: 10

1563 1 949.5033 8.02 2 49.7 12.9 2 2269-
2283

R.LIDKEDRQVFFNMVK.E Oxidation: 13

1965 2 572.7269 -161.97 2 54.9 12.8 1 2924-
2934

K.LISGLGGEKDR.W
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Protein 36: PREDICTED: protein AHNAK2 isoform X1 [Homo sapiens]
Accession: gi|530403029 Score: 80.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 605.3
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 6
Quantitation
QD:QU Median: 1.08 CV: 50.25 % 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

2046 1 596.7306 -219.53 2 56.0 16.0 2 384-393 R.VRVHDLKTPK.F QD:QU 1.73

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 QD:QU 0.67

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

R.
SIEASLDVSAPKVEADVSLSSMQGDLK.
A

2190 3 648.2929 -93.26 2 56.0 10.4 1 5599-
5610

R.FPKLGFSSSPTK.K

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

R.VMVTSAARTELILPEQDR.K Oxidation: 2
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Protein 37: PREDICTED: dynein heavy chain 5, axonemal isoform X1 [Homo sapiens]
Accession: gi|530378724 Score: 75.3
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 [%]: 1.7

No. of unique Peptides: 4
Quantitation
QD:QU Median: 0.50 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

52 / 1532



Detailed Protein Report

53 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

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

R.TIAQARKYIVDSMGEK.Y

592 1 607.1554 -159.80 2 36.0 18.7 0 4415-
4424

R.DALDCMFDAR.I Carbamidomethyl: 5 QD:QU 0.50
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Protein 38: heat shock protein beta-1 [Homo sapiens]
Accession: gi|4504517 Score: 74.0
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1770 3 582.2260 -151.18 2 52.4 43.9 0 28-37 R.LFDQAFGLPR.L

2031 2 953.3861 -118.85 2 53.9 17.5 0 172-188 K.LATQSNEITIPVTFESR.A

2630 2 822.4504 42.56 2 63.7 12.6 1 189-205 R.AQLGGPEAAKSDETAAK.-
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Protein 39: tenascin-X isoform 1 precursor [Homo sapiens]
Accession: gi|188528648 Score: 68.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 457.9
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

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

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

2799 1 732.8911 134.58 2 64.1 13.0 1 725-737 R.GRGECHDGSCVCK.D Carbamidomethyl: 10, 12

2882 1 981.9684 -29.71 2 65.2 15.6 1 2349-
2366

R.VPGHEDRVTISGLEPDNK.Y
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Protein 40: zymogen granule protein 16 homolog B precursor [Homo sapiens]
Accession: gi|94536866 Score: 68.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.7
Database Date: 2015-11-30 pI: 7.6

Sequence Coverage [%]: 14.4
No. of unique Peptides: 2

Quantitation
QD:QU 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

2510 2 464.1779 -296.31 2 60.1 35.2 0 79-87 R.VSVGLLLVK.S

1743 6 1095.0646 -10.46 2 50.3 32.9 0 101-121 K.LGALGGNTQEVTLQPGEYITK.
V

QD:QU 0.36
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Protein 41: uncharacterized protein C4orf21 [Homo sapiens]
Accession: gi|254826809 Score: 67.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 236.5
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 4
Quantitation
QD:QU Median: 2.59 CV: 0.00 % No. of Peptides: 1

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 Ratios

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

2735 1 973.5207 5.77 2 63.2 10.7 1 167-183 K.KDVNNILADPENIVTYK.N QD:QU 2.59

2930 6 698.3835 -51.56 2 65.8 21.0 1 282-294 K.QPQGSLKIATKPK.Y

2757 1 849.0563 -13.52 3 65.6 22.0 2 1166-
1187

K.
RITDGFFAEAVSGMHFRDTSER.
Q

Oxidation: 14
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Protein 42: fanconi-associated nuclease 1 isoform a [Homo sapiens]
Accession: gi|226246523 Score: 65.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.2
Database Date: 2015-11-30 pI: 7.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.2

No. of unique Peptides: 4
Quantitation
QD:QU Median: 0.58 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

443 1 874.1657 67.87 3 34.2 13.4 2 25-49 K.
KASNSIISCFNNAPPAKLACPVCSK.
M

Carbamidomethyl: 20

691 1 765.8997 57.54 2 38.6 18.5 1 223-235 K.EECIPEHMVRGSK.I Oxidation: 8 QD:QU 0.58

56 3 768.3135 -107.30 2 30.6 16.5 2 233-246 R.GSKIMEAESQKATR.E

97 1 826.6883 -79.67 3 31.1 17.4 0 922-945 R.
FTSLQQAQDLVSCLGGPVLSGVCR.
H
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Protein 43: PREDICTED: dystonin isoform X7 [Homo sapiens]
Accession: gi|530382430 Score: 64.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 875.9
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 0.9

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

1902 1 805.7986 -138.23 2 54.1 11.0 1 3613-
3626

R.TKQIMLAIDSEMSK.L Oxidation: 12

779 1 1105.2011 129.15 2 38.2 12.7 2 4246-
4264

K.TLDDIVGRYEDLSKSVNER.N

2575 1 588.6984 -194.01 2 60.9 10.5 0 6269-
6278

K.LLDVMELAEK.F Oxidation: 5

1793 3 781.2979 -163.01 2 52.8 12.6 2 6886-
6899

R.SLKEKTSLADDNLK.L
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Protein 44: myosin-6 [Homo sapiens]
Accession: gi|156104908 Score: 63.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 223.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl 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

2955 1 953.4514 -13.99 2 66.1 12.0 2 928-943 R.LEDEEEMNAELTAKKR.K

202 1 561.6237 -229.75 2 31.3 12.3 0 945-953 K.LEDECSELK.K Carbamidomethyl: 5

1892 1 628.2831 -7.98 2 54.0 13.1 0 1851- K.ELTYQTEEDK.K
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1860
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Protein 45: 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: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2035 2 1051.3758 -123.72 2 55.8 15.4 2 10-27 K.AKLAEQAERYEDMAAFMK.G

2725 2 595.3333 -1.39 2 65.2 47.3 0 215-224 K.DSTLIMQLLR.D



Detailed Protein Report

71 / 1532

Protein 46: pyruvate kinase PKM isoform a [Homo sapiens]
Accession: gi|33286418 Score: 61.9
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
QD:QU Median: 1.21 CV: 15.59 % No. of Peptides: 2

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

859 2 599.3167 -17.70 2 39.2 51.2 0 33-43 R.LDIDSPPITAR.N QD:QU 1.41

183 1 628.6439 7.16 3 32.3 10.8 0 74-89 R.LNFSHGTHEYHAETIK.N QD:QU 1.04
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Protein 47: glyceraldehyde-3-phosphate dehydrogenase isoform 2 [Homo sapiens]
Accession: gi|378404908 Score: 60.9
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
QD:QU Median: 3.46 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

772 2 917.4517 -12.88 2 39.6 40.3 0 104-120 K.IISNASCTTNCLAPLAK.V Carbamidomethyl: 7, 11 QD:QU 3.46

1648 3 882.4064 1.76 2 50.9 20.6 0 268-281 K.LISWYDNEFGYSNR.V
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Protein 48: PREDICTED: dedicator of cytokinesis protein 11 isoform X2 [Homo sapiens]
Accession: gi|530422336 Score: 60.8
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: 4
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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 2 682.9130 127.21 2 57.2 18.0 1 279-289 R.SMHPELMKYGR.E Oxidation: 7

1995 1 682.7325 -137.16 2 53.4 18.8 1 279-289 R.SMHPELMKYGR.E Oxidation: 2

2045 1 731.3221 -60.47 2 56.0 10.6 1 1650-
1662

K.KITPNIDEEGAMK.E Oxidation: 12
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Protein 49: hemoglobin subunit epsilon [Homo sapiens]
Accession: gi|4885393 Score: 60.7
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

2153 1 596.7262 -248.11 2 57.3 11.8 0 134-145 K.LVSAVAIALAHK.Y
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Protein 50: apolipoprotein A-II preproprotein [Homo sapiens]
Accession: gi|4502149 Score: 60.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.2
Database Date: 2015-11-30 pI: 7.1

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

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



Detailed Protein Report

78 / 1532

Protein 51: DNA-dependent protein kinase catalytic subunit isoform 1 [Homo sapiens]
Accession: gi|13654237 Score: 59.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 468.8
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 4
Quantitation
QD:QU Median: 9.31 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

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

K.MAVLALLAK.I Oxidation: 1

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

K.VCLDIIYK.M Carbamidomethyl: 2 QD:QU 9.31

272 1 898.1750 46.75 3 33.4 12.1 2 3030-
3050

K.IWSEPFYQETYLPYMIRSKLK.L

2232 1 937.4206 -14.54 2 56.5 22.1 1 3682-
3696

K.ECSPWMSDFKVEFLR.N



Detailed Protein Report

81 / 1532

Protein 52: 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 53: 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 54: dynein heavy chain 1, axonemal [Homo sapiens]
Accession: gi|197927452 Score: 58.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 487.2
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 4

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

1951 1 918.3840 -119.21 2 54.8 12.2 2 559-574 K.DSWISSLKVAMRSSLR.D

2181 1 990.9291 -65.49 2 55.9 12.3 2 1828-
1844

R.EACRNSNLKDVEGFLTK.C Carbamidomethyl: 3

318 1 715.6717 -189.89 2 32.7 11.8 0 2496-
2506

R.CMEQWEVTFNK.V Oxidation: 2

972 1 730.6935 389.04 1 40.6 12.0 0 3422-
3428

K.AAEIQAK.V
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Protein 55: nesprin-2 isoform 1 [Homo sapiens]
Accession: gi|118918403 Score: 58.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 795.9
Database Date: 2015-11-30 pI: 5.1

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

289 1 715.8764 45.86 2 32.3 10.0 0 1817-
1828

K.QYESVSDLFNTK.K

2908 1 922.9773 -1.53 2 65.5 11.3 1 3576-
3590

K.ELVQTEIQERHSFTK.E
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Protein 56: PREDICTED: nesprin-1 isoform X19 [Homo sapiens]
Accession: gi|578812604 Score: 57.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 1002.8
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 0.8
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

1807 1 945.8341 -138.33 2 51.1 10.6 2 1681-
1698

R.GEAKASSPEMDISADRVK.V

742 1 524.3579 134.01 2 37.8 10.5 1 2443-
2452

R.TGDSKVLEAK.L

280 1 607.8593 -49.80 2 33.5 10.5 1 3327-
3337

R.TLKLEALLSVK.Q

2878 1 913.4666 -41.53 2 65.2 14.8 1 7089-
7104

K.EVEKIEQNGLALIQNK.K
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Protein 57: 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
Quantitation
QD:QU 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

1139 2 847.8676 -43.89 2 44.4 57.2 0 116-129 K.LVVECVMNNVTCTR.I Carbamidomethyl: 5, 12 QD:QU 2.02
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Protein 58: PREDICTED: intersectin-1 isoform X1 [Homo sapiens]
Accession: gi|530419020 Score: 57.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 194.7
Database Date: 2015-11-30 pI: 8.5
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

85 1 827.0046 76.69 2 31.0 15.0 1 73-86 R.MDQVEFSIAMKLIK.L

2747 1 1045.5347 10.58 2 65.5 12.9 0 886-907 R.SAFTPATATGSSPSPVLGQGEK.V
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2785 1 874.5334 88.10 1 63.9 14.2 1 1354-
1360

K.RLAMDPR.C Oxidation: 4
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Protein 59: treslin [Homo sapiens]
Accession: gi|118421085 Score: 57.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.7
Database Date: 2015-11-30 pI: 9.8

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

1123 3 473.1123 -310.61 2 44.2 19.5 1 1005-
1012

K.GDEISLRR.S

2455 1 669.2124 -220.96 2 61.2 12.2 1 1311-
1322

K.LFTSPLCDVSKK.S

2584 1 658.2319 -124.03 2 61.0 10.7 0 1330-
1341

K.IECPSPGELDQK.E

1623 2 516.2455 -91.18 2 50.5 14.5 2 1786-
1794

R.GAKRICDLR.E
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Protein 60: PREDICTED: keratin, type I cytoskeletal 24 isoform X1 [Homo sapiens]
Accession: gi|578830527 Score: 55.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.1
Database Date: 2015-11-30 pI: 4.7
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

587 1 512.7149 -24.47 2 35.9 12.9 0 367-376 R.NSGSVNMGSR.D Oxidation: 7
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Protein 61: DNA-directed RNA polymerase I subunit RPA2 isoform 4 [Homo sapiens]
Accession: gi|544346215 Score: 55.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.8
Database Date: 2015-11-30 pI: 8.3
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

354 1 1026.5219 -20.89 2 34.4 35.4 1 387-404 K.GSLPLMELPTDHTVLREK.R Oxidation: 6

2962 1 1019.9724 -91.71 2 66.2 19.9 2 935-952 R.YFVAELAAMNIKVKLDVV.- Oxidation: 9
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Protein 62: PREDICTED: striated muscle preferentially expressed protein kinase isoform X14 
[Homo sapiens]

Accession: gi|578803490 Score: 55.2
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: 2

Quantitation
QD:QU Median: 3.82 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

102 / 1532



Detailed Protein Report

103 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

146 1 531.9457 -37.14 3 31.8 25.5 2 2089-
2103

R.GPLLESLGGRARDPR.M QD:QU 3.82

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

R.SESVPSLGLEAAIEK.L
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Protein 63: 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 64: PREDICTED: ryanodine receptor 1 isoform X3 [Homo sapiens]
Accession: gi|578834746 Score: 54.2
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 [%]: 1.1

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



Detailed Protein Report

108 / 1532

Protein 65: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1649 2 942.4739 -4.87 2 50.9 53.5 0 56-71 K.FQDGDLTLYQSNTILR.H
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Protein 66: coagulation factor VIII isoform a precursor [Homo sapiens]
Accession: gi|4503647 Score: 52.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 266.8
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl, Oxidation 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

2170 1 937.3499 -130.54 2 55.7 11.5 0 1-15 -.MQIELSTCFFLCLLR.F Carbamidomethyl: 12

2966 1 953.4397 1.72 2 66.3 11.8 0 1101-
1117

K.EGPIPPDAQNPDMSFFK.M Oxidation: 13

843 1 653.3686 -17.24 2 40.6 10.7 2 1167-
1178

K.NKVVVGKGEFTK.D
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Protein 67: PREDICTED: centriolin isoform X3 [Homo sapiens]
Accession: gi|578817016 Score: 52.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 258.5
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.3

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

951 1 677.3400 12.76 3 40.4 10.0 1 13-31 K.AKIPSSSHSPIPSSMSNMR.S Oxidation: 18

1818 1 582.2582 -133.26 1 53.1 16.6 0 1602-
1606

R.QLGHK.K

1797 1 638.2204 -128.45 3 51.0 10.7 1 1771-
1787

R.MTAESRALQSCVECLSK.E Carbamidomethyl: 14

36 1 721.8221 18.43 2 30.3 15.4 1 1915-
1925

R.FEDCQKEEETK.Q Carbamidomethyl: 4
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Protein 68: PREDICTED: rho GTPase-activating protein 26 isoform X6 [Homo sapiens]
Accession: gi|530380462 Score: 51.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 9.8

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

2004 1 710.2849 -115.96 2 55.4 11.7 1 35-48 R.ARHAGVPAVGPECR.A

47 2 768.2750 -160.02 2 30.4 15.4 1 340-353 K.QITMVPFDQKSGGK.G
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Protein 69: PREDICTED: protein KIAA1199 isoform X3 [Homo sapiens]
Accession: gi|578827243 Score: 51.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.7
Database Date: 2015-11-30 pI: 9.6

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

737 1 936.9549 11.85 2 39.2 10.8 0 570-584 R.SHYYWDEDSGLLFLK.L
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Protein 70: myosin-7B [Homo sapiens]
Accession: gi|114842389 Score: 51.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 225.7
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 3
Quantitation
QD:QU 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

987 1 574.1653 -236.77 2 40.8 12.3 0 1133-
1142

K.DSELSQLSLR.V QD:QU 1.05

2175 1 1031.4134 -120.21 2 55.8 11.8 2 1515- R.ELEAAQRESRGLGTELFR.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

1532

2480 3 625.3103 -63.96 2 61.5 13.4 2 1831-
1840

R.MKKTLEQTVR.E Oxidation: 1
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Protein 71: lysine-specific demethylase 3A [Homo sapiens]
Accession: gi|20357522 Score: 51.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|226442779 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
lysine-specific demethylase 3A [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

62 1 675.3854 139.53 2 29.5 11.1 0 457-470 K.AGVNSDSPNNCSGK.K

755 1 472.1298 -292.09 2 39.4 27.4 0 840-847 K.QPTMPILK.N Oxidation: 4
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Protein 72: biorientation of chromosomes in cell division protein 1-like 1 [Homo sapiens]
Accession: gi|87299628 Score: 51.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 330.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation 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

1228 1 954.9820 37.30 2 45.5 23.8 0 658-674 R.TSTPVIMEGVQEETDTR.D Oxidation: 7
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Protein 73: triosephosphate isomerase isoform 3 [Homo sapiens]
Accession: gi|384475517 Score: 50.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 18.0

No. of unique Peptides: 2
Quantitation
QD:QU 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

2923 1 951.4595 -12.75 2 65.7 13.3 1 1-17 -.MIKDCGATWVVLGHSER.R QD:QU 1.54

219 1 663.8152 -36.93 2 32.7 37.4 0 125-137 R.IIYGGSVTGATCK.E Carbamidomethyl: 12
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Protein 74: dynein heavy chain 9, axonemal isoform 2 [Homo sapiens]
Accession: gi|114155133 Score: 49.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 511.6
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 1.0

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

106 1 1068.1367 75.32 2 30.1 13.8 2 182-201 K.GKTLLPLPAGSEKMEFADSK.S Oxidation: 14

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

K.VVQLEELLAVR.H

1679 5 648.2912 -180.05 2 51.3 17.9 0 4475-
4486

K.WVLAGVALLLQI.-
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Protein 75: pogo transposable element with ZNF domain isoform 3 [Homo sapiens]
Accession: gi|302699211 Score: 49.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.2
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 4
Quantitation
QD:QU 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

343 1 939.2438 -175.61 1 34.3 13.8 0 256-264 R.TSGPESSMK.V Oxidation: 8

240 1 732.8262 -63.03 2 31.7 14.2 1 285-296 R.CNAQFRVTEALR.G Carbamidomethyl: 1 QD:QU 0.31

2117 1 990.8950 2.39 2 55.0 10.3 1 297-312 R.GHMCYCCPEMVEYQKK.G Oxidation: 3, 10

2186 1 1031.8206 -95.59 2 55.9 11.0 1 297-312 R.GHMCYCCPEMVEYQKK.G Carbamidomethyl: 4, 6
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Protein 76: SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily 
A member 5 [Homo sapiens]

Accession: gi|325651836 Score: 49.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.8
Database Date: 2015-11-30 pI: 9.0
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

2920 2 710.3768 22.23 2 65.7 14.6 1 431-443 K.DIDILNSAGKMDK.M

971 1 706.9594 14.52 2 42.2 20.7 2 485-496 K.MVVLDKLLPKLK.E Oxidation: 1
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Protein 77: keratin, type II cuticular Hb4 [Homo sapiens]
Accession: gi|15431316 Score: 48.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.8
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 2
Quantitation
QD:QU Median: 1.02 CV: 61.49 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

535 2 607.3148 1.02 2 36.7 15.6 0 54-64 R.SVITFGSYSPR.I QD:QU 1.80

816 1 652.6427 -181.17 2 38.7 11.9 0 79-91 R.FGAGCGMGFGDGR.G Carbamidomethyl: 5; 
Oxidation: 7

QD:QU 0.58



Detailed Protein Report

131 / 1532

Protein 78: PREDICTED: sp110 nuclear body protein isoform X3 [Homo sapiens]
Accession: gi|530370295 Score: 48.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 13.5

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

220 1 978.1311 -3.65 3 32.7 10.8 2 279-304 K.HGSSVKCIRNEDGTWLTPNEFEVEGK.G

1829 1 781.3008 -84.17 2 53.2 11.5 2 366-377 K.RMLWSCTFCRMK.R

2818 1 989.4652 -45.70 2 64.4 15.5 1 395-410 R.QMQPQDQLKCEFLLLK.A Oxidation: 2
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Protein 79: PREDICTED: ubiquitin carboxyl-terminal hydrolase 24 isoform X2 [Homo sapiens]
Accession: gi|530362260 Score: 48.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 228.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.45 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

226 1 849.2201 -174.43 2 31.6 10.1 1 590-604 K.LMPTADDDMARSCAK.S Carbamidomethyl: 13; 
Oxidation: 2

QD:QU 0.45

2168 1 841.4140 51.38 2 57.5 11.5 1 590-604 K.LMPTADDDMARSCAK.S Carbamidomethyl: 13
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Protein 80: PREDICTED: obscurin isoform X19 [Homo sapiens]
Accession: gi|530366567 Score: 48.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 945.1
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.5

No. of unique Peptides: 3
Quantitation
QD:QU 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

961 1 512.1292 -217.77 2 42.1 10.5 0 872-880 R.VGEDSVDFR.L QD:QU 1.75

2890 1 922.9785 45.19 2 65.3 10.6 2 1021-
1037

K.KLSSSSKVCMEATGCTR.R Carbamidomethyl: 15

2727 1 846.9286 -83.14 2 65.2 13.0 2 8400-
8415

K.ASGRALAAKIIPYHPK.D
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Protein 81: PREDICTED: dmX-like protein 2 isoform X3 [Homo sapiens]
Accession: gi|530405585 Score: 47.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 291.5
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation 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

1518 1 816.3814 -111.76 2 49.2 16.9 2 2557-
2569

R.SFKRHLLDIFSLR.K

1839 1 780.2904 -91.58 2 51.5 14.1 1 2574-
2588

R.VSCSSHRGVPGGMGR.K Carbamidomethyl: 3; 
Oxidation: 13
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Protein 82: A-kinase anchor protein 9 isoform 3 [Homo sapiens]
Accession: gi|22538393 Score: 47.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 451.8
Database Date: 2015-11-30 pI: 4.8

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

562 1 884.4457 -18.56 2 37.0 21.3 0 3081-
3096

R.SLLSEIQALHAQMNGR.K

49 1 819.8727 -87.95 2 29.3 12.5 1 3777-
3790

R.WHRVTGSVSININR.D
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Protein 83: PREDICTED: kinesin-like protein KIF23 isoform X8 [Homo sapiens]
Accession: gi|578827640 Score: 47.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 14.0
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1489 2 1023.0105 58.00 2 48.8 13.4 0 240-258 R.SNSCSSISVASCISEWEQK.I

1786 1 916.3119 -158.99 2 52.7 11.0 2 275-290 R.RQQEPGQSKTCIVSDR.R

243 1 838.3874 -37.26 2 31.8 11.3 0 467-482 R.AGSQLGPGYQHHAQPK.R
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Protein 84: semaphorin-5B isoform 3 precursor [Homo sapiens]
Accession: gi|373432662 Score: 47.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.0
Database Date: 2015-11-30 pI: 9.0
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

2242 2 682.6902 75.49 3 58.4 22.5 2 113-129 R.SCQSKGKTEEECQNYVR.V Carbamidomethyl: 2
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Protein 85: probable helicase senataxin [Homo sapiens]
Accession: gi|113722133 Score: 47.0
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 [%]: 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

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

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 86: PREDICTED: protein PRR14L isoform X4 [Homo sapiens]
Accession: gi|578837142 Score: 46.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 219.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.99 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

1682 1 917.4150 -55.34 2 49.6 13.4 2 245-260 R.SERGGPFLFNAREPEK.E

1702 2 867.8891 -25.32 2 49.8 17.0 1 1316-
1331

R.KDTESCTSPCLLGAPR.K Carbamidomethyl: 10 QD:QU 0.99
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Protein 87: putative RNA polymerase II subunit B1 CTD phosphatase RPAP2 [Homo sapiens]
Accession: gi|226246608 Score: 46.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 8.8

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

1581 1 583.8284 105.83 2 48.3 11.8 0 1-12 -.MADFAGPSSAGR.K

1728 1 725.3276 -76.17 2 50.1 11.1 0 595-606 K.NEDLESLTIIFR.T
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Protein 88: TATA element modulatory factor [Homo sapiens]
Accession: gi|110347443 Score: 46.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1573 1 1023.5251 43.32 2 49.9 12.3 0 205-223 K.TTMESISNTSTQSLTAETK.D Oxidation: 3

2457 1 647.2076 -217.62 2 61.2 10.6 1 489-500 R.VKEESSSISSLK.D

1116 1 555.1899 -177.69 2 42.4 11.2 0 741-749 R.HEIGELQQR.L
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Protein 89: voltage-dependent R-type calcium channel subunit alpha-1E isoform 2 [Homo sapiens]
Accession: gi|329663531 Score: 45.8
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 [%]: 2.5

No. of unique Peptides: 4
Quantitation
QD:QU 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

2939 1 649.3454 56.93 3 65.9 11.0 1 734-750 K.EVSPMSAPNMPSIERER.R Oxidation: 10

27 1 814.2746 -93.66 2 30.0 10.4 1 1296-
1308

K.FFYCTDSSKDTEK.E Carbamidomethyl: 4

118 1 753.3697 -54.70 2 31.4 13.4 0 1426-
1439

R.ACIDFAISAKPLTR.Y QD:QU 0.88

1976 1 698.7954 -42.34 2 53.2 11.0 1 1728-
1739

R.VWAEYDRAACGR.I
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Protein 90: C3 and PZP-like alpha-2-macroglobulin domain-containing protein 8 [Homo sapiens]
Accession: gi|118600977 Score: 45.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.2
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.6
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

2723 1 973.5045 12.24 2 65.2 13.4 2 702-717 R.EDGPFWWAGLTAQRRR.R

968 1 820.0912 -24.82 3 40.6 16.4 1 1285-
1306

K.SWIIQQQQADGSFLAVGRVLNK.D
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Protein 91: leucine-, glutamate- and lysine-rich protein 1 isoform 1 [Homo sapiens]
Accession: gi|262263420 Score: 45.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 5.8

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



Detailed Protein Report
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Protein 92: PREDICTED: ceruloplasmin isoform X4 [Homo sapiens]
Accession: gi|578807068 Score: 45.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.1
Database Date: 2015-11-30 pI: 5.4
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

2714 3 735.4243 1.19 2 65.0 45.6 0 188-201 K.DIASGLIGPLIICK.K Carbamidomethyl: 13



Detailed Protein Report
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Protein 93: death-inducer obliterator 1 isoform c [Homo sapiens]
Accession: gi|301129165 Score: 45.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 243.7
Database Date: 2015-11-30 pI: 8.9

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

Quantitation
QD:QU Median: 1.22 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 QD:QU 1.22

116 5 768.2858 -124.81 2 30.2 17.6 1 1408-
1421

R.HEVERAPEAAAAER.E



Detailed Protein Report
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Protein 94: 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



Detailed Protein Report
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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



Detailed Protein Report
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Protein 95: nuclear receptor coactivator 4 isoform 3 [Homo sapiens]
Accession: gi|14149617 Score: 44.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.0

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|223890287 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
nuclear receptor coactivator 4 isoform 3 [Homo sapiens]

gi|223890284 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

nuclear receptor coactivator 4 isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2959 2 698.3575 103.79 2 66.2 17.3 0 344-356 K.TDSCTNCQGNQPK.G

14 2 1103.5194 96.25 2 29.8 16.4 0 406-424 R.ANEPCTSFAECVCDENCEK.E Carbamidomethyl: 5, 17
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165 / 1532

Protein 96: PREDICTED: beta-enolase isoform X1 [Homo sapiens]
Accession: gi|530410063 Score: 44.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 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

2482 1 835.4239 2.22 2 61.6 10.7 2 1-14 -.MAVMRTLRAMAMQK.I Oxidation: 4, 10
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Protein 97: constitutive coactivator of peroxisome proliferator-activated receptor gamma isoform 
a [Homo sapiens]

Accession: gi|556503397 Score: 44.6
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 [%]: 6.8

No. of unique Peptides: 2
Quantitation
QD:QU 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

1639 3 839.3743 -22.36 2 49.0 11.4 1 258-271 K.CLSSYTSVKENFDK.K Carbamidomethyl: 1

1242 1 666.6715 -165.15 2 45.6 11.1 0 412-422 R.EVPMCSDPEPR.Q Carbamidomethyl: 5; 
Oxidation: 4

QD:QU 0.38



Detailed Protein Report
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Protein 98: 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



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

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



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

1581 1 698.7063 -184.90 2 50.0 12.1 1 1707-
1717

K.EFLMENSSRQR.A
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Protein 99: transthyretin precursor [Homo sapiens]
Accession: gi|4507725 Score: 44.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 9.5
No. of unique Peptides: 2

Quantitation
QD:QU Median: 0.59 CV: 12.51 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

594 1 761.8596 -3.46 2 37.4 15.4 1 55-68 R.KAADDTWEPFASGK.T QD:QU 0.66

810 2 697.8221 10.50 2 40.1 29.0 0 56-68 K.AADDTWEPFASGK.T QD:QU 0.52
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Protein 100: protein inscuteable homolog isoform d [Homo sapiens]
Accession: gi|507417931 Score: 44.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.2
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.6

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2221 1 953.0764 69.85 2 58.2 17.7 1 2-19 M.MALPGGRHLDSVTLPGQR.L

561 1 592.8217 -63.15 2 35.6 12.3 1 439-449 R.VQQKAAVTLAR.L

2976 1 754.4009 -4.94 3 66.4 14.1 1 480-500 R.NSSDAVLVACLAMGIQLQVKK.T Carbamidomethyl: 10; 
Oxidation: 13



Detailed Protein Report
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Protein 101: neuralized-like protein 4 isoform 2 [Homo sapiens]
Accession: gi|53829368 Score: 43.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 2.0
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

512 1 457.1269 -288.36 2 35.0 10.5 0 500-508 R.ALSPEGALR.R

1492 1 555.2127 -156.80 2 47.2 20.0 2 1372-
1380

K.LRGDEAHRR.R

2678 1 693.8667 -63.13 2 64.6 13.3 1 1546-
1558

K.EKGATLLCALLVR.V
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Protein 102: protein furry homolog-like [Homo sapiens]
Accession: gi|119874201 Score: 43.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 339.4
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.4
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

2945 2 753.3939 -46.69 2 66.0 18.1 1 382-395 R.LMSIVSALFPKGSR.S

2730 1 725.3873 9.20 3 65.2 13.7 2 541-558 K.EPEDMITGERKPKIDLFR.T



Detailed Protein Report
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Protein 103: rho GTPase-activating protein 11A isoform 3 [Homo sapiens]
Accession: gi|557128992 Score: 43.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 7.4
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

2613 2 822.4595 113.47 2 63.4 14.2 0 684-700 K.SVSCDGALSSCIESASK.D

2804 1 698.3677 40.53 4 64.2 18.2 2 716-741 K.SMSCEESNIGAISKSSMELPSKSFLK.M
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Protein 104: ATP-dependent RNA helicase DDX42 [Homo sapiens]
Accession: gi|45446743 Score: 43.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.9
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 5.1
No. of unique Peptides: 3

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

1875 1 990.8378 -137.62 2 51.9 12.0 0 31-50 K.LPQQSHSAFGATSSSSGFGK.S

2705 1 558.6699 147.14 3 64.9 15.6 1 819-833 R.HSHGETGNRHSDSPR.H

2100 1 753.3769 8.39 2 56.6 15.7 2 896-908 K.MEPKMEPKVDSSK.M
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Protein 105: Golgi apparatus protein 1 isoform 3 precursor [Homo sapiens]
Accession: gi|224586817 Score: 43.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.5
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, 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

484 1 546.2461 55.39 2 34.7 15.7 0 538-545 K.MVEDCEHR.L Carbamidomethyl: 5; 
Oxidation: 1
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Protein 106: 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
QD:QU Median: 1.39 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

22 1 1205.0462 -16.45 2 30.0 19.7 1 218-238 K.LSVYLTDHTGDIPCICKECGK.V Carbamidomethyl: 14, 16 QD:QU 1.39

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 107: PREDICTED: histone-lysine N-methyltransferase 2A isoform X1 [Homo sapiens]
Accession: gi|578822195 Score: 42.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 323.9
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 1.5
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

908 1 541.3264 90.29 3 41.4 12.3 2 242-256 R.EDPAPKKSSSEPPPR.K



Detailed Protein Report
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Protein 108: dynein heavy chain 7, axonemal [Homo sapiens]
Accession: gi|151301127 Score: 42.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 460.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1



Detailed Protein Report

184 / 1532



Detailed Protein Report

185 / 1532

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
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Protein 109: testis-expressed sequence 10 protein isoform 2 [Homo sapiens]
Accession: gi|239787844 Score: 42.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.8
Database Date: 2015-11-30 pI: 10.1

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

2188 2 945.6234 75.93 2 57.8 12.1 1 508-523 K.AVYTLYQQRGLILPVR.T
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Protein 110: PREDICTED: uncharacterized protein KIAA1551 isoform X1 [Homo sapiens]
Accession: gi|530399223 Score: 42.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 194.7
Database Date: 2015-11-30 pI: 9.7

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

2776 1 710.3755 7.84 2 63.8 11.0 0 816-830 K.VDVSGPVASTATSTK.I

258 1 585.2801 -84.98 2 32.0 19.7 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 111: dynein heavy chain 17, axonemal [Homo sapiens]
Accession: gi|256542310 Score: 42.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 509.0
Database Date: 2015-11-30 pI: 5.4

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

637 1 635.8011 -148.78 2 36.5 10.8 2 4247-
4257

R.RSLKELNLGLK.G
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Protein 112: PREDICTED: LOW QUALITY PROTEIN: UPF0627 protein ENSP00000364708 [Homo 
sapiens]

Accession: gi|410171120 Score: 42.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl 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

2122 1 937.3818 -36.45 2 55.1 13.6 1 0-0 .EEGTHWTECVGQERR. Carbamidomethyl: 9

1988 1 918.3938 -29.29 2 55.2 12.1 1 67-81 R.EEGTVWTECVGQERR.L Carbamidomethyl: 9

1963 2 918.3504 -82.67 2 54.9 16.4 2 67-81 R.EEGTRWTECVGQERR.L
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Protein 113: dynein heavy chain 11, axonemal [Homo sapiens]
Accession: gi|459642365 Score: 42.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 520.0
Database Date: 2015-11-30 pI: 6.0
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

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

R.LQLKIILCFSPVGR.T Carbamidomethyl: 8



Detailed Protein Report

196 / 1532

Protein 114: PREDICTED: zinc finger protein 665 isoform X5 [Homo sapiens]
Accession: gi|578834915 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 2
Quantitation
QD:QU 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

2877 5 937.4629 1.55 2 65.1 10.5 0 1-18 -.MVCPCSGLLLAVGGMPPR.C Carbamidomethyl: 5; 
Oxidation: 15

QD:QU 1.17

2957 4 937.4644 3.23 2 66.1 16.2 0 1-18 -.MVCPCSGLLLAVGGMPPR.C Carbamidomethyl: 3; 
Oxidation: 15
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Protein 115: PREDICTED: peroxidasin-like protein isoform X2 [Homo sapiens]
Accession: gi|530388290 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.0
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl 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

1881 1 628.2724 57.53 2 53.9 12.9 0 679-688 R.VWQDCCADCR.S Carbamidomethyl: 5

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 116: PREDICTED: polyamine-modulated factor 1-binding protein 1 isoform X3 [Homo 
sapiens]

Accession: gi|578829261 Score: 41.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.6
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.42 CV: 0.00 % No. of 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 Ratios

293 1 477.5768 -43.77 3 32.4 14.6 1 261-273 R.NKLACSNALVLER.E QD:QU 0.42

1491 1 472.2634 90.28 2 48.8 14.3 1 1011-
1017

K.NKCDFFL.- Carbamidomethyl: 3
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Protein 117: 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 118: PREDICTED: chromodomain-helicase-DNA-binding protein 9 isoform X9 [Homo 
sapiens]

Accession: gi|530424378 Score: 41.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 269.5
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 1.6
No. of unique Peptides: 3

Quantitation
QD:QU Median: 0.76 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

2753 2 937.4586 -76.18 2 63.4 14.1 2 813-830 R.ASLKLGLDKAVLQSMSGR.E

2019 1 719.3122 -83.44 2 55.6 13.7 0 1342-
1354

R.VVSTFGVVFDPDR.G

2569 1 449.6413 -314.31 2 60.8 13.6 1 2055-
2061

R.VQLINRR.N QD:QU 0.76
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Protein 119: ATPase family AAA domain-containing protein 2 [Homo sapiens]
Accession: gi|24497618 Score: 41.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 158.5
Database Date: 2015-11-30 pI: 5.9

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

Quantitation
QD:QU Median: 10.05 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

2101 1 1057.6924 66.12 1 54.8 10.3 2 38-47 R.RLRSAGAAQK.K

2087 7 937.3467 -131.35 2 54.7 19.5 0 407-424 K.IGASLADVDPMQLDSSVR.F QD:QU 10.05
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Protein 120: PREDICTED: keratin, type I cytoskeletal 26 isoform X2 [Homo sapiens]
Accession: gi|578830847 Score: 41.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 8.4
No. of unique Peptides: 3

Quantitation
QD:QU Median: 0.81 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

559 2 625.3768 63.05 2 35.6 11.4 0 368-377 K.LEYEQLLDVK.I QD:QU 0.81

1697 1 905.3389 -109.42 2 49.8 10.8 1 383-397 K.EIDIYCNLLDGEERK.S

2812 1 753.3845 -13.35 2 64.3 19.2 1 405-418 K.SKGYRPVNSGNQAK.E
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Protein 121: hexokinase-1 isoform HKI-R [Homo sapiens]
Accession: gi|15991827 Score: 41.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.1
Database Date: 2015-11-30 pI: 6.2
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

2596 1 658.6717 -179.19 2 61.1 11.3 0 2-12 M.DCEHSLSLPCR.G Carbamidomethyl: 10

2975 1 953.4552 -46.39 2 66.4 14.7 1 433-450 R.LVPDSDVRFLLSESGSGK.G
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Protein 122: cystatin-S precursor [Homo sapiens]
Accession: gi|4503109 Score: 41.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.2
Database Date: 2015-11-30 pI: 4.8

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

887 1 646.8226 -19.68 2 39.6 41.3 0 47-57 R.ALHFAISEYNK.A
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Protein 123: PREDICTED: polyribonucleotide nucleotidyltransferase 1, mitochondrial isoform X1 
[Homo sapiens]

Accession: gi|530368250 Score: 41.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 3.8
No. of unique Peptides: 2

Quantitation
QD:QU Median: 0.59 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

2395 4 973.4016 -133.24 2 60.4 12.8 2 40-56 R.EIGTSDKEILTSRIIDR.S QD:QU 0.59

80 1 586.3280 116.43 2 30.9 28.4 0 289-298 R.NVSCEVDMFK.T
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Protein 124: PREDICTED: ankyrin repeat domain-containing protein 11 isoform X4 [Homo sapiens]
Accession: gi|578828959 Score: 41.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 286.8
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.0
No. of unique Peptides: 2

Quantitation
QD:QU Median: 0.61 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

1383 2 637.4051 150.05 3 45.8 14.2 0 454-471 K.TISSPAWSEVSSLSDSTR.T QD:QU 0.61
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Protein 125: filaggrin [Homo sapiens]
Accession: gi|60097902 Score: 40.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 434.9
Database Date: 2015-11-30 pI: 9.6

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

371 1 938.4376 1.41 2 34.6 15.1 2 3797-
3814

R.SDASHGQSGSRSASRETR.N
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Protein 126: zinc finger protein 638 isoform 2 [Homo sapiens]
Accession: gi|357933604 Score: 40.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 218.1
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.0
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

503 1 658.4149 37.36 2 34.9 13.0 1 703-713 K.VNDVLIVPYRK.E
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Protein 127: zinc finger protein DZIP1 isoform 1 [Homo sapiens]
Accession: gi|7662436 Score: 40.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.6
Database Date: 2015-11-30 pI: 5.8
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

1895 3 704.7670 -135.29 2 52.2 17.1 0 183-194 K.MISTQQLMIEAK.A Oxidation: 8

2012 1 616.7504 -93.75 2 55.5 10.3 1 643-652 K.NVMEDPFPRK.S
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Protein 128: centromere protein F [Homo sapiens]
Accession: gi|55770834 Score: 40.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 357.3
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 1.4
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

1209 1 573.1437 -261.24 2 43.6 14.6 0 981-990 K.EINASLNQEK.M

1276 1 917.4679 30.80 2 46.1 11.7 0 2267-
2283

K.ELNEAVAALCGDQEIMK.A

2721 2 974.5198 32.44 2 63.0 14.2 1 2466-
2482

K.AKEQNLSSQVECLELEK.A
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Protein 129: PREDICTED: basement membrane-specific heparan sulfate proteoglycan core protein 
isoform X10 [Homo sapiens]

Accession: gi|578799003 Score: 40.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 433.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 2



Detailed Protein Report

221 / 1532



Detailed Protein Report

222 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

1714 1 1011.6020 66.80 3 51.7 12.9 1 3926-
3953

R.FDAGSGMATIRHPTPLALGHFHTVTLLR.S Oxidation: 7
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Protein 130: PREDICTED: zinc finger protein 737 isoform X3 [Homo sapiens]
Accession: gi|530414417 Score: 40.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.4
Database Date: 2015-11-30 pI: 10.4
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

2919 1 981.9597 -7.66 2 65.7 10.8 2 305-320 K.RIHTGEKPYKCEECGR.A Carbamidomethyl: 11



Detailed Protein Report

224 / 1532

Protein 131: rapamycin-insensitive companion of mTOR isoform 3 [Homo sapiens]
Accession: gi|550544215 Score: 40.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.8
Database Date: 2015-11-30 pI: 6.8

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

2622 1 658.3808 -6.32 2 61.5 16.9 2 182-193 R.LRASAALNCLKR.F

2751 1 805.9143 -22.12 2 65.5 23.4 1 435-449 K.ILTAATDACRLYATK.H
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Protein 132: myosin-2 [Homo sapiens]
Accession: gi|153791586 Score: 40.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 222.9
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 2

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

1958 1 745.7963 -141.38 2 54.9 15.0 1 1312- K.QAFTQQIEELKR.Q
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1323
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Protein 133: myosin-4 [Homo sapiens]
Accession: gi|110611903 Score: 39.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 222.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 2.0
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

1578 1 873.9352 -55.16 2 48.2 12.5 2 56-73 R.EGGKVTAKTEAGATVTVK.E
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230 / 1532

Protein 134: vacuolar protein sorting-associated protein 13A isoform D [Homo sapiens]
Accession: gi|66346676 Score: 39.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 347.5
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.62 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

731 1 698.3535 13.36 3 39.1 12.3 1 1970-
1988

R.ESGVERSIVCQIDTVEGSK.K Carbamidomethyl: 10

1997 2 648.7895 -184.44 2 53.5 13.3 2 1989-
1999

K.KVTIRSPVQIR.N QD:QU 0.62
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Protein 135: ubiquitin carboxyl-terminal hydrolase 6 [Homo sapiens]
Accession: gi|109638751 Score: 39.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 158.6
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 3.8
No. of unique Peptides: 3

Quantitation
QD:QU Median: 0.83 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530410741 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ubiquitin  carboxyl-terminal  hydrolase  6  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2707 4 673.3583 -36.63 2 65.0 13.5 2 89-99 K.HSSKLIDRVYK.G

2932 1 965.1226 -27.88 3 65.8 10.3 0 218-244 R.
HSLPGFHSPNGGTVQGLQDQQEHVVPK.
S
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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 1230-
1245

K.ENGAGQICELADALSR.G QD:QU 0.83
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Protein 136: PREDICTED: neuroblastoma breakpoint family member 4 isoform X2 [Homo sapiens]
Accession: gi|578798443 Score: 39.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.3
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 7.2
No. of unique Peptides: 2

Quantitation
QD:QU 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

2547 3 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 QD:QU 0.99
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Protein 137: beta/gamma crystallin domain-containing protein 3 [Homo sapiens]
Accession: gi|390979647 Score: 39.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 330.4
Database Date: 2015-11-30 pI: 5.0

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

2896 1 1012.4872 -151.04 1 65.4 13.7 1 1031-
1039

K.VPSVLKLEK.K
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Protein 138: PREDICTED: sushi, nidogen and EGF-like domain-containing protein 1 isoform X4 
[Homo sapiens]

Accession: gi|578804038 Score: 39.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 142.7
Database Date: 2015-11-30 pI: 6.4
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

1017 1 788.6695 -45.57 3 41.2 10.3 2 570-590 R.GFHGKHCEKARPHLCSSGPCR.N Carbamidomethyl: 15

2079 1 1044.9332 12.94 2 56.4 14.4 1 591-609 R.NGGTCKEAGGEYHCSCPYR.F Carbamidomethyl: 5



Detailed Protein Report

240 / 1532

Protein 139: PREDICTED: nebulin-related-anchoring protein isoform X4 [Homo sapiens]
Accession: gi|530393765 Score: 39.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.9
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation 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

16 1 537.2110 -171.55 2 29.8 13.1 0 1045-
1054

R.LDALPFQAAK.A

2951 1 823.4152 -52.46 2 66.1 14.2 1 1310-
1324

K.SDLIGMKGIGWLALR.S Oxidation: 6
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Protein 140: low-density lipoprotein receptor-related protein 2 precursor [Homo sapiens]
Accession: gi|126012573 Score: 38.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 521.6
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

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

573 1 656.8903 -140.87 3 35.8 15.5 1 279-295 R.CISIYKVCDGILDCPGR.E Carbamidomethyl: 1, 8

1012 1 974.7041 -35.28 3 41.2 13.1 1 1173-
1199

K.DCVDGSDEVGCVLNCTASQFKCASGDK.C Carbamidomethyl: 11, 15, 
22

936 1 647.6555 -174.87 2 41.8 10.3 0 3696-
3706

K.WAVCNGVDDCR.D Carbamidomethyl: 4
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Protein 141: PREDICTED: uveal autoantigen with coiled-coil domains and ankyrin repeats isoform 
X3 [Homo sapiens]

Accession: gi|530406156 Score: 38.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.2
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

281 2 477.4617 -175.78 3 32.2 22.4 0 189-200 R.TALMLGCEYGCR.D Carbamidomethyl: 7, 11

1858 2 621.2993 26.87 2 53.6 16.2 1 427-436 R.TFCESAKQDR.L Carbamidomethyl: 3
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Protein 142: fibrillin-2 precursor [Homo sapiens]
Accession: gi|66346695 Score: 38.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 314.6
Database Date: 2015-11-30 pI: 4.6

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

Quantitation
QD:QU Median: 0.70 CV: 18.73 % 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

472 1 516.1120 -268.37 2 34.5 12.2 0 1884-
1893

K.LSPNGACVDR.N QD:QU 0.84

388 2 642.3201 56.28 2 34.8 15.4 1 2529-
2539

K.TCKDLDECQTK.Q QD:QU 0.58
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Protein 143: PREDICTED: immunoglobulin-like domain-containing receptor 2 isoform X6 [Homo 
sapiens]

Accession: gi|578800910 Score: 38.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.5
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1141 2 902.1920 -134.75 2 42.8 15.4 0 222-236 R.CPCCPDSCCCPQAFR.K Carbamidomethyl: 3, 4, 8

813 1 625.4938 -120.64 3 38.7 11.2 1 222-237 R.CPCCPDSCCCPQAFRK.G Carbamidomethyl: 8, 10

1315 1 956.5835 173.01 1 46.6 11.9 0 385-393 R.ADGNSHEAR.G
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Protein 144: 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 145: ubiquitin carboxyl-terminal hydrolase 34 [Homo sapiens]
Accession: gi|110347427 Score: 38.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 404.0
Database Date: 2015-11-30 pI: 5.4

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

597 2 642.8360 18.78 2 36.1 18.4 0 2940-
2950

R.SCWTTLISAFR.I
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Protein 146: GTP-binding nuclear protein Ran [Homo sapiens]
Accession: gi|5453555 Score: 38.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.4
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 13.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2729 1 671.8236 -44.80 2 63.1 17.4 1 142-152 K.KNLQYYDISAK.S
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Protein 147: PREDICTED: zinc finger protein 195 isoform X2 [Homo sapiens]
Accession: gi|578820760 Score: 38.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 5.7
No. of unique Peptides: 1

Quantitation
QD:QU 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

1481 1 727.3860 -18.04 2 48.7 13.2 2 372-383 K.HKKTHTGEKPYK.C QD:QU 0.47
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Protein 148: PREDICTED: E3 ubiquitin-protein ligase HECTD1 isoform X2 [Homo sapiens]
Accession: gi|578825693 Score: 37.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 284.3
Database Date: 2015-11-30 pI: 5.1
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

751 1 765.8890 60.31 2 37.9 11.7 1 2226-
2238

K.LMCMGDIKSNMSK.L Carbamidomethyl: 3; 
Oxidation: 2

2795 1 729.3498 20.88 2 66.1 14.8 1 2226-
2238

K.LMCMGDIKSNMSK.L

1556 1 502.7809 -70.23 2 49.7 11.3 2 2310-
2317

R.ARFLKEIK.D
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Protein 149: PREDICTED: E3 ubiquitin-protein ligase UBR4 isoform X11 [Homo sapiens]
Accession: gi|578798772 Score: 37.7
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 [%]: 1.0

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

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 150: histone H4 [Homo sapiens]
Accession: gi|4504301 Score: 37.5
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
QD:QU Median: 1.78 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

1451 8 495.2222 -141.96 2 48.3 37.5 0 61-68 K.VFLENVIR.D QD:QU 1.78
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Protein 151: integrin beta-4 isoform 3 precursor [Homo sapiens]
Accession: gi|54607033 Score: 37.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 194.9
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530412114 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: integrin beta-4 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

522 1 678.9701 154.68 2 36.5 13.0 1 368-379 R.SNLDIRALDSPR.G
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Protein 152: eukaryotic peptide chain release factor GTP-binding subunit ERF3A isoform 3 [Homo 
sapiens]

Accession: gi|194018522 Score: 37.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.7
Database Date: 2015-11-30 pI: 5.3

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

668 1 488.2507 -95.56 2 36.9 37.4 1 304-311 R.LPIVDKYK.D
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Protein 153: PREDICTED: HEAT repeat-containing protein 5B isoform X3 [Homo sapiens]
Accession: gi|578802960 Score: 37.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 222.9
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation 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

284 1 635.8126 -19.46 2 32.3 12.1 0 672-682 K.TYEGSFNALLR.E

1278 1 644.3427 -23.92 2 46.1 14.2 1 2011-
2022

K.TVMGAAPELKVR.L Oxidation: 3
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Protein 154: 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 155: protein SOGA1 isoform 1 [Homo sapiens]
Accession: gi|257467639 Score: 37.3
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: 2

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
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Protein 156: PREDICTED: regulator of G-protein signaling 3 isoform X2 [Homo sapiens]
Accession: gi|578817733 Score: 37.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.1
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl 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

7 4 819.8312 -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
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Protein 157: histone-lysine N-methyltransferase 2C [Homo sapiens]
Accession: gi|91718902 Score: 37.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 541.0
Database Date: 2015-11-30 pI: 6.1

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

132 1 846.0298 -52.12 3 31.6 13.7 1 4823-
4845

R.GVYMFRMDNDHVIDATLTGGPAR.Y
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Protein 158: protein Jade-2 [Homo sapiens]
Accession: gi|40556370 Score: 37.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.4
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 2
Quantitation
QD:QU 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

2789 1 863.0890 -25.83 3 66.0 12.9 2 293-315 K.
MEPITKISHIPASRWALSCSLCK.
E

Oxidation: 1

256 1 715.8400 -46.05 2 33.2 12.5 2 624-637 K.APKKTWGQDAGSGK.G QD:QU 0.42
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Protein 159: tripartite motif-containing protein 65 isoform 2 [Homo sapiens]
Accession: gi|371122551 Score: 37.0
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: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2836 11 973.5061 53.53 2 64.6 14.4 2 46-62 K.ACPECREPFPDGAELRR.N

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 160: fibroblast growth factor receptor substrate 2 [Homo sapiens]
Accession: gi|110347408 Score: 37.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.0
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.3

No. of unique Peptides: 3

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

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

277 / 1532

Protein 161: PREDICTED: pericentrin isoform X6 [Homo sapiens]
Accession: gi|530419254 Score: 36.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 355.7
Database Date: 2015-11-30 pI: 5.2

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

2710 2 1044.5270 3.44 2 65.0 25.0 2 1173-
1189

R.FEKEFSFKNEETAQVVR.K
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Protein 162: retinal dehydrogenase 1 [Homo sapiens]
Accession: gi|21361176 Score: 36.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.8
Database Date: 2015-11-30 pI: 6.3
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

499 1 587.8106 70.58 2 34.9 13.0 0 368-378 K.LECGGGPWGNK.G Carbamidomethyl: 3
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Protein 163: PREDICTED: inositol 1,4,5-trisphosphate receptor type 2 isoform X1 [Homo sapiens]
Accession: gi|578822836 Score: 36.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.9
Database Date: 2015-11-30 pI: 6.3

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

725 1 771.2336 -342.03 1 39.0 11.8 0 110-116 K.LLGEIVK.Y

1690 6 648.2368 -188.91 2 51.4 14.8 2 1199-
1208

K.CRNQHQRLLK.N
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Protein 164: myeloid zinc finger 1 isoform 1 [Homo sapiens]
Accession: gi|37622341 Score: 36.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.2

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578834840 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: myeloid zinc finger 1 isoform X5 [Homo sapiens]

gi|578834838 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: myeloid zinc finger 1 isoform X4 [Homo sapiens]

gi|37622345 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

myeloid zinc finger 1 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

254 1 977.7698 -46.68 3 31.9 12.1 2 219-244 R.CGTVLDQIFPHSKTGPEGPSWREHPR.A

2819 1 937.4520 9.17 2 64.4 12.8 1 673-688 R.RIHTGERPYACPECGK.A Carbamidomethyl: 11
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Protein 165: DNA-directed RNA polymerase, mitochondrial precursor [Homo sapiens]
Accession: gi|110618253 Score: 36.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.5
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
QD:QU 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

390 1 685.3636 4.04 2 34.8 10.5 0 992-1003 K.QTVMTVVYGVTR.Y Oxidation: 4 QD:QU 0.69
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Protein 166: pleckstrin homology domain-containing family G member 4B [Homo sapiens]
Accession: gi|148529025 Score: 36.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.6
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.0

No. of unique Peptides: 2
Quantitation
QD:QU Median: 1.10 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

373 2 627.3450 -10.69 2 34.6 17.1 1 479-489 K.GLQLAKENPQR.T

2311 4 953.4263 -3.01 2 57.6 19.4 0 823-837 R.CLGYVIDNYFPEMER.M Carbamidomethyl: 1 QD:QU 1.10
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Protein 167: PREDICTED: rho guanine nucleotide exchange factor 18 isoform X6 [Homo sapiens]
Accession: gi|578833130 Score: 36.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.7
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 3.0
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

1380 1 683.3455 -90.52 2 45.8 10.4 2 1270-
1281

R.NRRSLSPILPGR.H
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Protein 168: PREDICTED: neuroblastoma breakpoint family member 6 isoform X2 [Homo sapiens]
Accession: gi|530363207 Score: 36.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.3
Database Date: 2015-11-30 pI: 4.8
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

1180 1 384.1589 -56.37 2 44.9 12.5 1 710-715 R.MQRMIG.- Oxidation: 1, 4



Detailed Protein Report

288 / 1532

Protein 169: F-box only protein 41 [Homo sapiens]
Accession: gi|289803020 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578802734 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: F-box only protein 41 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2879 2 813.9356 28.83 2 65.2 12.4 1 568-580 R.TLLHAAEVCRDWR.F Carbamidomethyl: 9
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Protein 170: ral GTPase-activating protein subunit alpha-2 [Homo sapiens]
Accession: gi|118600961 Score: 35.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.6
Database Date: 2015-11-30 pI: 5.7
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

2089 1 1023.9303 -87.12 2 56.5 14.8 1 433-448 K.WILQDKPVFMEEPDRK.D Oxidation: 10
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Protein 171: PREDICTED: mediator of RNA polymerase II transcription subunit 13-like isoform X2 
[Homo sapiens]

Accession: gi|578823479 Score: 35.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 241.6
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 2



Detailed Protein Report

292 / 1532



Detailed Protein Report

293 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2594 2 1044.5480 2.20 2 63.1 15.8 2 115-131 K.AIHNLLERCLMDKNFVR.I Oxidation: 11

2308 1 892.3159 -67.35 2 57.5 19.8 0 1696-
1709

R.CYTEMLDNLPEHMR.N Oxidation: 5, 13
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Protein 172: PREDICTED: insulin-like growth factor 1 receptor isoform X2 [Homo sapiens]
Accession: gi|530407102 Score: 35.6
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 [%]: 3.7

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1982 1 1044.8814 -23.69 2 55.2 11.7 0 56-73 K.ECGDLCPGTMEEKPMCEK.T Carbamidomethyl: 16; 
Oxidation: 10, 15

1529 1 669.8325 -70.94 2 49.3 13.1 0 271-282 R.HSHALVSLSFLK.N

2019 1 660.9088 -130.71 3 53.8 10.8 1 325-340 K.MYFAFNPKLCVSEIYR.M
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Protein 173: PREDICTED: NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial 
isoform X2 [Homo sapiens]

Accession: gi|530364809 Score: 35.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.8
Database Date: 2015-11-30 pI: 6.1
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

1905 1 673.3043 -41.33 2 54.2 17.5 0 275-285 K.TSMESLIHHFK.L Oxidation: 3
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Protein 174: pumilio domain-containing protein KIAA0020 [Homo sapiens]
Accession: gi|109948283 Score: 35.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.5
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation 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

2240 1 569.1603 -210.52 2 56.7 10.9 0 302-310 K.LELIMDEMK.Q Oxidation: 8

2534 1 698.3342 -3.44 2 60.4 11.9 0 367-378 R.VAMHCLWHGTPK.D Oxidation: 3
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Protein 175: 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 176: phenylalanine--tRNA ligase alpha subunit [Homo sapiens]
Accession: gi|4758340 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.5
Database Date: 2015-11-30 pI: 7.9
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

2536 1 1044.5961 47.08 2 62.3 24.4 2 128-144 R.VVDSMEDEVQRRLQLVR.G Oxidation: 5
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Protein 177: PREDICTED: zinc finger protein 708 isoform X1 [Homo sapiens]
Accession: gi|578833563 Score: 34.7
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
QD:QU 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

328 2 605.6684 -199.06 2 32.8 13.8 2 102-111 K.NPFKCKECGK.S Carbamidomethyl: 8 QD:QU 0.30

1258 6 586.7739 28.23 2 45.9 20.9 1 330-339 K.CEECGKAFTK.S Carbamidomethyl: 4
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Protein 178: PREDICTED: centlein isoform X2 [Homo sapiens]
Accession: gi|578816553 Score: 34.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.6
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

848 1 512.1520 -290.70 2 40.7 15.4 1 1084-
1091

K.RHLIEDLK.F
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Protein 179: protein MROH8 isoform 3 [Homo sapiens]
Accession: gi|538260586 Score: 34.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.5
Database Date: 2015-11-30 pI: 8.0

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

222 1 493.5794 24.80 3 32.8 11.1 0 51-63 R.HSSEQVPPESEPR.A
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Protein 180: uncharacterized protein LOC284677 [Homo sapiens]
Accession: gi|197116396 Score: 34.2
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

2167 3 1051.4380 -62.66 2 57.5 23.3 1 187-205 R.ALPSPDCPGLRTTGEQMQK.L Carbamidomethyl: 7; 
Oxidation: 17

2182 1 682.2713 -87.72 3 57.7 10.9 1 187-205 R.ALPSPDCPGLRTTGEQMQK.L Oxidation: 17
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Protein 181: PREDICTED: uncharacterized protein LOC101929108 [Homo sapiens]
Accession: gi|578795301 Score: 34.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 12.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 16.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

278 1 998.9505 -45.38 2 33.5 21.2 1 72-89 R.SMGPSTPPLAAMHWGLRR.V Oxidation: 2, 12

2912 1 1012.4649 -62.98 2 65.6 13.0 2 137-155 R.CCGRGGSVAVRAVSVRPHR.L Carbamidomethyl: 1
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Protein 182: PREDICTED: uncharacterized protein C11orf85 isoform X7 [Homo sapiens]
Accession: gi|578821305 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.4
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 14.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2875 1 922.9828 -58.69 2 65.1 22.3 2 78-94 K.GGVTGICFLLKVPVEKK.A Carbamidomethyl: 7

930 1 848.9319 50.50 2 41.7 11.9 0 105-119 K.HMDEPSSPSRPGLDR.A Oxidation: 2
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Protein 183: PREDICTED: ATP-dependent RNA helicase DDX55 isoform X1 [Homo sapiens]
Accession: gi|530401708 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation 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

408 1 655.8392 -35.43 2 35.1 10.7 0 132-144 K.QQGGNIIVATPGR.L

2795 1 874.5325 120.22 1 64.0 11.6 0 296-302 K.IMCIHGK.M Carbamidomethyl: 3; 
Oxidation: 2
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Protein 184: 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): 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

2087 1 753.3822 17.22 2 56.5 20.7 1 2058-
2071

K.VLRAAGQCNNMGQK.R Oxidation: 11
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Protein 185: PREDICTED: putative Polycomb group protein ASXL2 isoform X2 [Homo sapiens]
Accession: gi|578802980 Score: 34.0
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: 2

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

2134 8 937.3539 -101.03 2 55.3 23.7 2 874-889 R.GSESFRRTHSVNPEDR.F
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Protein 186: PREDICTED: tau-tubulin kinase 2 isoform X5 [Homo sapiens]
Accession: gi|578826647 Score: 34.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.8
Database Date: 2015-11-30 pI: 6.5

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

2024 1 694.3465 21.44 2 55.7 10.8 1 1119-
1132

R.SKSPPSHSGSSSSR.R
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Protein 187: fibrillin-1 precursor [Homo sapiens]
Accession: gi|281485550 Score: 34.0
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 [%]: 1.3

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.71 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

1872 1 1057.6895 -79.32 3 53.8 11.0 2 610-636 R.
YCKDINECETPGICMNGRCVNTDGSYR.
C

Carbamidomethyl: 2, 19; 
Oxidation: 15

976 6 635.1635 -177.36 2 40.7 23.1 1 2482-
2492

R.SCKDLDECATK.Q Carbamidomethyl: 8 QD:QU 0.71
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Protein 188: SCO-spondin precursor [Homo sapiens]
Accession: gi|134031945 Score: 34.0
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

1675 2 1136.5319 16.36 2 49.5 14.8 1 2854-
2875

R.GRSCSSLAPGDTTCPGPHSQTR.D Carbamidomethyl: 4
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Protein 189: PREDICTED: leucine-rich repeat serine/threonine-protein kinase 2 isoform X1 [Homo 
sapiens]

Accession: gi|530399725 Score: 33.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 285.2
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Quantitation
QD:QU Median: 4.52 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 QD:QU 4.52
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Protein 190: collagen alpha-6(IV) chain isoform 5 precursor [Homo sapiens]
Accession: gi|567757604 Score: 33.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 158.0
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2734 2 710.3788 14.25 2 63.1 11.1 1 157-170 K.GDPVLAPGSFKGMK.G Oxidation: 13

2485 1 821.9375 56.09 2 61.6 11.5 0 1446-
1460

K.AHNQDLGFAGSCLPR.F Carbamidomethyl: 12
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Protein 191: 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
QD:QU Median: 0.59 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 QD:QU 0.59

2058 1 722.8469 -17.26 2 56.1 14.8 1 265-277 R.IGQICKNDFGGHR.S
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Protein 192: tenascin-N precursor [Homo sapiens]
Accession: gi|62988324 Score: 33.4
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: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2573 1 590.4386 252.94 1 62.8 11.4 0 516-521 R.GNQGSK.K
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Protein 193: 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
QD:QU Median: 1.11 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 QD:QU 1.11

1835 3 599.2683 -138.16 2 53.3 22.4 0 160-171 K.DAGVIAGLNVLR.I
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Protein 194: 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
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Protein 195: PREDICTED: thyroglobulin isoform X9 [Homo sapiens]
Accession: gi|530389281 Score: 33.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.1
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 1.1
No. of unique Peptides: 2

Quantitation
QD:QU Median: 0.78 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

1580 1 502.6699 -218.64 2 50.0 19.9 0 467-475 R.LQQNLFGGK.F

1861 1 719.7564 -125.05 2 51.8 13.2 2 1537-
1550

R.GSGKAFCVDGEGRR.L QD:QU 0.78
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Protein 196: PREDICTED: rho GTPase-activating protein 36 isoform X1 [Homo sapiens]
Accession: gi|578838609 Score: 33.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.2
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 3.6
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1422 1 459.2842 44.39 2 47.9 16.9 0 75-82 K.ISFPIGQR.L

2474 1 822.4025 -186.55 1 61.5 16.1 1 211-217 R.LLKALHK.I
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Protein 197: 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: 2
Quantitation
QD:QU Median: 1.73 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

1099 1 917.4452 -8.48 2 43.8 11.6 1 529-544 K.IIHTGAKPYKCEECGK.A Carbamidomethyl: 11

1760 1 568.7537 -99.49 2 52.3 21.4 1 592-601 K.AYIVKNMANL.- QD:QU 1.73
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Protein 198: 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
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Protein 199: crooked neck-like protein 1 isoform c [Homo sapiens]
Accession: gi|520975425 Score: 32.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.6
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|520975430 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
crooked neck-like protein 1 isoform c [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2727 1 698.3840 -35.80 2 63.0 10.6 2 148-158 R.VRVIYKYALDR.I

1986 1 687.3345 -69.29 2 55.2 22.3 2 311-323 R.ALGTSIGKCPKNK.L Carbamidomethyl: 9
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Protein 200: PREDICTED: diacylglycerol kinase delta isoform X3 [Homo sapiens]
Accession: gi|530371455 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.0
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.9

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.45 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

1745 1 917.3940 -36.10 2 50.3 17.0 0 182-198 R.EALSGVTSHGLSCEVCK.F Carbamidomethyl: 13, 16

22 1 657.3901 130.41 2 28.9 15.8 2 785-794 R.DEHPEKCRSR.T Carbamidomethyl: 7 QD:QU 0.45
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Protein 201: cystatin-B [Homo sapiens]
Accession: gi|4503117 Score: 32.7
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
QD:QU 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

953 2 663.8439 -18.59 2 40.4 32.7 0 45-56 K.SQVVAGTNYFIK.V QD:QU 1.47
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Protein 202: coiled-coil domain-containing protein 88B precursor [Homo sapiens]
Accession: gi|262118216 Score: 32.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 164.7
Database Date: 2015-11-30 pI: 4.9

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

245 1 715.7361 -205.90 2 33.1 13.1 1 755-767 K.LEAQNTEAARLSK.E



Detailed Protein Report

335 / 1532

Protein 203: laminin subunit alpha-2 isoform b precursor [Homo sapiens]
Accession: gi|119466532 Score: 32.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.3
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 0.5
No. of unique Peptides: 1

Quantitation
QD:QU Median: 1.08 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

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

K.ADAVR.V QD:QU 1.08
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Protein 204: protein FAM194B [Homo sapiens]
Accession: gi|210147567 Score: 32.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.6
Database Date: 2015-11-30 pI: 4.6

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

2059 1 1051.4459 -42.83 2 56.1 10.5 0 366-383 K.EMAAHNELEEDFDIPLTK.L

2977 23 710.3760 -33.01 2 66.5 22.0 1 625-636 K.FVIPEVLSEMKK.K
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Protein 205: probable ATP-dependent RNA helicase DDX10 [Homo sapiens]
Accession: gi|13514831 Score: 32.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.8
Database Date: 2015-11-30 pI: 9.3

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

2761 1 713.3401 -111.86 2 65.7 11.2 2 638-649 K.VKRHNVFGLDLK.D



Detailed Protein Report
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Protein 206: protein MON2 homolog isoform 5 [Homo sapiens]
Accession: gi|510937041 Score: 32.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 182.4
Database Date: 2015-11-30 pI: 5.6
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

2422 1 1044.2014 136.78 2 60.8 16.5 2 2-20 M.GCGTKEPKITQLCLAAIQR.L Carbamidomethyl: 13
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Protein 207: 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: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

875 1 648.3760 9.03 2 41.0 11.8 2 337-346 R.DYRRVHKPPK.V

2706 1 693.8970 9.14 2 64.9 20.3 0 734-745 R.VGWEQLLTTIAR.T
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Protein 208: 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



Detailed Protein Report
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Protein 209: 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



Detailed Protein Report
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Protein 210: 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 211: oligodendrocyte transcription factor 3 [Homo sapiens]
Accession: gi|28411948 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 11.4

No. of unique Peptides: 2
Quantitation
QD:QU 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

1287 1 611.9489 -43.61 3 46.2 14.1 2 51-69 K.MPGESLSRAGAKAAGESSK.Y

399 1 701.3413 9.92 2 35.0 17.8 0 96-107 R.MHDLNLAMDGLR.E Oxidation: 1 QD:QU 0.84
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Protein 212: PREDICTED: myotubularin-related protein 10 isoform X2 [Homo sapiens]
Accession: gi|530406109 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 6.6
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578840990 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  myotubularin-related  protein  10  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2250 1 752.7461 -190.38 2 56.8 15.6 0 75-87 K.ISFITDDPMPLQK.F

1260 1 903.4372 -43.14 3 45.9 16.3 2 325-348 R.SDVYKSDLDKTLPNIQEVQAAFVK.L
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Protein 213: PREDICTED: Bloom syndrome protein isoform X1 [Homo sapiens]
Accession: gi|578827270 Score: 31.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.6
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2797 1 937.4532 -7.25 2 64.1 14.4 1 231-245 K.HHPYDSGIIYCLSRR.E Carbamidomethyl: 11

1181 1 955.7839 -9.69 3 44.9 17.1 2 656-680 R.SAAEELDEEIPVSSHYFASKTRNER.K
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Protein 214: eukaryotic initiation factor 4A-III [Homo sapiens]
Accession: gi|7661920 Score: 31.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.8
Database Date: 2015-11-30 pI: 6.3
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

1883 2 621.2961 4.72 2 53.9 17.2 0 2-14 M.ATTATMATSGSAR.K Oxidation: 6
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Protein 215: PREDICTED: uncharacterized protein LOC100996842 isoform X2 [Homo sapiens]
Accession: gi|530438094 Score: 31.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.7
Database Date: 2015-11-30 pI: 12.0

Sequence Coverage [%]: 7.0
No. of unique Peptides: 1

Quantitation
QD:QU Median: 4.73 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578830177 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC102724164  isoform  X2  
[Homo sapiens]

gi|578797315 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  LOC102724164  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1852 1 612.7877 -44.99 2 53.5 10.4 1 59-69 R.WPEGAPRAGQR.L QD:QU 4.73
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Protein 216: PREDICTED: estrogen receptor isoform X1 [Homo sapiens]
Accession: gi|578812488 Score: 31.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.7
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation 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

2049 1 812.3468 12.24 2 56.0 10.2 1 272-287 R.DDGEGRGEVGSAGDMR.A Oxidation: 15
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Protein 217: caspase-10 isoform 6 preproprotein [Homo sapiens]
Accession: gi|330864823 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.8
Database Date: 2015-11-30 pI: 5.4
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

2646 1 1145.5422 35.87 2 61.8 11.6 0 274-293 K.CNPAHADGDCFVFCILTHGR.F Carbamidomethyl: 10, 14
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Protein 218: LIM/homeobox protein Lhx1 [Homo sapiens]
Accession: gi|30410785 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.8
Database Date: 2015-11-30 pI: 9.1
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

2236 1 916.4377 77.30 2 56.6 12.2 1 28-41 K.CVQCCECKCNLTEK.C Carbamidomethyl: 4, 5, 7, 9
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Protein 219: pre-mRNA 3' end processing protein WDR33 isoform 1 [Homo sapiens]
Accession: gi|56243590 Score: 30.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.8
Database Date: 2015-11-30 pI: 9.9

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

2698 1 937.4703 7.09 2 62.7 13.8 1 1-16 -.MATEIGSPPRFFHMPR.F



Detailed Protein Report
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Protein 220: PREDICTED: arginine/serine-rich protein PNISR isoform X3 [Homo sapiens]
Accession: gi|530383562 Score: 30.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.0
Database Date: 2015-11-30 pI: 10.4

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

2313 2 599.8930 -40.29 3 59.4 18.5 1 446-461 R.SDRGSESSDTDDEELR.H



Detailed Protein Report
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Protein 221: PREDICTED: leucine-rich PPR motif-containing protein, mitochondrial isoform X2 
[Homo sapiens]

Accession: gi|578802653 Score: 30.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.1
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

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



Detailed Protein Report
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Protein 222: PREDICTED: protein prune homolog 2 isoform X10 [Homo sapiens]
Accession: gi|530390628 Score: 30.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 337.3
Database Date: 2015-11-30 pI: 4.2

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.95 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

797 1 534.6313 -269.15 2 40.0 10.3 0 688-696 K.EHKPSSIDR.R QD:QU 0.95



Detailed Protein Report

359 / 1532

Protein 223: PREDICTED: unconventional myosin-XVIIIb isoform X4 [Homo sapiens]
Accession: gi|578837445 Score: 30.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 272.3
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.5
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

2500 1 937.1908 150.69 2 60.0 17.9 1 1124-
1139

R.VQLAGFHILEALRLHR.T



Detailed Protein Report
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Protein 224: 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 225: splicing factor, proline- and glutamine-rich [Homo sapiens]
Accession: gi|4826998 Score: 30.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.1
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 3.8
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.54 CV: 0.00 % No. of Peptides: 1

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

284 1 671.3405 5.90 2 33.5 10.1 0 667-681 R.FGQGGAGPVGGQGPR.G QD:QU 0.54
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Protein 226: PREDICTED: synaptojanin-1 isoform X6 [Homo sapiens]
Accession: gi|530419130 Score: 30.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.8
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl 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

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



Detailed Protein Report
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Protein 227: N-alpha-acetyltransferase 10 isoform 2 [Homo sapiens]
Accession: gi|371121601 Score: 30.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 5.2
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

223 1 636.6401 -38.73 3 32.8 18.5 1 97-112 R.AMIENFNAKYVSLHVR.K Oxidation: 2



Detailed Protein Report
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Protein 228: mitogen-activated protein kinase kinase kinase 5 [Homo sapiens]
Accession: gi|5174547 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2
Quantitation
QD:QU Median: 1.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2651 1 993.9806 1.15 2 64.1 16.5 0 536-551 K.QELVDFWMDFLVEATK.T Oxidation: 8

2925 1 1018.9798 -57.02 2 65.7 13.8 2 927-944 R.ACANDLLVDEFLKVSSKK.K Carbamidomethyl: 2 QD:QU 1.82



Detailed Protein Report
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Protein 229: DNA-directed RNA polymerase I subunit RPA49 isoform 2 [Homo sapiens]
Accession: gi|544346178 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.3

No. of unique Peptides: 1
Quantitation
QD:QU 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

182 1 688.3002 4.63 2 31.0 12.9 0 65-76 K.MDSCIEAFGTTK.Q Carbamidomethyl: 4; 
Oxidation: 1

QD:QU 0.52
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Protein 230: 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
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Protein 231: ataxin-2 [Homo sapiens]
Accession: gi|171543895 Score: 30.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 140.2
Database Date: 2015-11-30 pI: 10.2

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

67 2 1018.8972 -98.75 2 29.5 14.3 1 438-455 R.EARANQLAEEIESSAQYK.A

536 1 786.8751 -28.43 2 36.7 16.0 1 502-515 R.EVISWGSGRQNSPR.M
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Protein 232: 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
QD:QU Median: 1.15 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

374 1 795.4149 -53.97 2 34.7 14.0 1 23-35 R.RSVPFQMLLLLEK.M Oxidation: 7 QD:QU 1.15
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Protein 233: ATP-dependent DNA helicase Q1 [Homo sapiens]
Accession: gi|14591902 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.4
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 3.9
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

2931 1 753.8886 104.41 2 65.8 11.5 0 600-613 R.AESSQTCHSEQGDK.K



Detailed Protein Report
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Protein 234: structural maintenance of chromosomes protein 4 isoform 2 [Homo sapiens]
Accession: gi|570700827 Score: 30.1
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

452 3 862.8266 -126.10 2 34.3 30.1 2 457-471 R.EKELMGFSKSVNEAR.S
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Protein 235: 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



Detailed Protein Report

374 / 1532

Protein 236: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

906 1 676.2230 -177.87 2 41.4 13.2 1 560-570 R.GVHFIFNKENF.-
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Protein 237: PREDICTED: zinc finger CCHC domain-containing protein 10 isoform X4 [Homo 
sapiens]

Accession: gi|530380033 Score: 30.0
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
QD:QU Median: 0.41 CV: 13.14 % 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 QD:QU 0.36

493 1 464.6529 -228.72 2 34.8 14.5 0 64-70 K.YLHRPSR.T QD:QU 0.46
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Protein 238: uncharacterized protein C5orf55 precursor [Homo sapiens]
Accession: gi|156523054 Score: 30.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.7
Database Date: 2015-11-30 pI: 12.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 27.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1854 1 829.2700 -158.89 2 51.7 10.9 0 98-113 R.GPAAQVLENECGSLGR.A Carbamidomethyl: 11
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Protein 239: 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
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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



Detailed Protein Report
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Protein 240: folate receptor gamma precursor [Homo sapiens]
Accession: gi|112382370 Score: 29.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.0

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.07 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

2968 1 937.4525 -14.98 2 66.3 16.9 2 127-141 K.ERILNVPLCKEDCER.W Carbamidomethyl: 9 QD:QU 0.07

782 1 1105.5604 108.49 2 39.8 12.9 2 137-153 K.EDCERWWEDCRTSYTCK.S



Detailed Protein Report
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Protein 241: 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase epsilon-1 isoform 2 
[Homo sapiens]

Accession: gi|260166694 Score: 29.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 223.7
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
Quantitation
QD:QU Median: 0.57 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

547 1 624.6856 -218.06 2 35.5 11.3 2 1319-
1329

R.IKKADNSACNK.G Carbamidomethyl: 9 QD:QU 0.57
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Protein 242: PREDICTED: MAX gene-associated protein isoform X16 [Homo sapiens]
Accession: gi|578826753 Score: 29.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 290.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.84 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

2438 1 611.7346 -126.77 2 60.9 12.8 0 597-608 R.LGCVCSSLALEK.R

238 1 897.4097 -91.61 2 31.7 17.0 1 2603-
2620

K.VMPCLAPIAAKVGSVGHK.M Oxidation: 2 QD:QU 0.84
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Protein 243: SH3 and multiple ankyrin repeat domains protein 3 [Homo sapiens]
Accession: gi|380748963 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.6
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

498 1 546.2697 -47.83 2 34.8 13.2 0 853-862 R.SSFKPGLEAR.L
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Protein 244: cGMP-specific 3',5'-cyclic phosphodiesterase isoform 3 [Homo sapiens]
Accession: gi|61744432 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.6
Database Date: 2015-11-30 pI: 5.7
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

2072 1 1071.4033 -85.02 2 56.3 13.5 1 18-36 K.EGIRGHTESCSCPLQQSPR.A Carbamidomethyl: 10
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Protein 245: transport and Golgi organization protein 6 homolog [Homo sapiens]
Accession: gi|153791502 Score: 29.6
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: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1030 1 809.4708 -1.60 3 43.0 11.9 2 1029-
1050

R.GLSQKATEVLSAVLKDLYHLLK.H
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Protein 246: 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
QD:QU 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

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 QD:QU 1.00
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Protein 247: 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: 1
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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
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Protein 248: centrosomal protein of 55 kDa [Homo sapiens]
Accession: gi|187608537 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|187608545 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
centrosomal protein of 55 kDa [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1005 1 423.6388 -147.47 2 41.1 17.5 0 309-315 R.EENDIAR.G
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Protein 249: 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 3 1068.4771 -72.42 2 30.4 13.9 2 737-761 R.AAAGGTASPGGGARRASASGPVPGR.S
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Protein 250: SPOC domain-containing protein 1 isoform 3 [Homo sapiens]
Accession: gi|530354695 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.5
Database Date: 2015-11-30 pI: 9.2
Modification(s): 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

1959 1 757.2595 -164.75 2 54.9 16.2 2 219-231 K.EPCRLPASKMTHK.G Oxidation: 10

78 1 877.8658 -95.96 2 30.9 13.3 1 313-328 K.ALSQTPMPAPEMPKTR.E
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Protein 251: PREDICTED: protein TANC1 isoform X8 [Homo sapiens]
Accession: gi|578805065 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 183.3
Database Date: 2015-11-30 pI: 9.8
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

2803 2 973.5138 96.14 2 64.1 10.3 0 1491-
1509

K.MSSSTSSLTSSSSFSDGFK.V Oxidation: 1
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Protein 252: PREDICTED: alpha-tubulin N-acetyltransferase isoform X9 [Homo sapiens]
Accession: gi|530382649 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 11.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530429736 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  alpha-tubulin  N-acetyltransferase  isoform  X9  [Homo  
sapiens]

gi|530429452 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-tubulin  N-acetyltransferase  isoform  X9  [Homo  
sapiens]

gi|530429087 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-tubulin  N-acetyltransferase  isoform  X9  [Homo  
sapiens]

gi|530428827 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-tubulin  N-acetyltransferase  isoform  X9  [Homo  
sapiens]

gi|530428535 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-tubulin  N-acetyltransferase  isoform  X9  [Homo  
sapiens]

gi|530428190 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-tubulin  N-acetyltransferase  isoform  X9  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

109 1 712.4379 47.78 3 30.1 12.9 2 82-102 K.DSSARPAGKGAIIGFIKVGYK.K



Detailed Protein Report
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Protein 253: calmodulin-regulated spectrin-associated protein 1 [Homo sapiens]
Accession: gi|186659512 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.9
Database Date: 2015-11-30 pI: 6.3

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

2677 1 862.3965 -106.85 2 64.6 15.1 1 1348-
1362

R.KQQQILEEQGLGKPK.S
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Protein 254: PREDICTED: zinc finger protein 845 isoform X3 [Homo sapiens]
Accession: gi|578835119 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.9
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl, 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

2753 1 920.1206 31.91 3 65.6 17.8 1 53-76 K.CMMKEFSSTAQGNTEVIHTGTLQR.H Carbamidomethyl: 1; 
Oxidation: 2, 3
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Protein 255: 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: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1084 2 530.7982 -0.72 2 43.7 16.4 1 73-80 R.KDIRPEFR.E

392 1 874.3959 -106.40 3 34.9 13.0 0 419-443 K.VPGSFLLPPPPPVARPVPLPMPDSK.S Oxidation: 21



Detailed Protein Report
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Protein 256: collagen alpha-1(XXVIII) chain precursor [Homo sapiens]
Accession: gi|154759255 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.6
Database Date: 2015-11-30 pI: 6.1

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

201 1 714.3696 -12.54 3 32.5 18.4 2 667-689 K.GEPGVRGPPGPSGPRGVGTQGPK.G
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Protein 257: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

585 1 537.7782 -18.47 2 37.3 11.4 2 172-179 K.TRHEEFKK.Y

1116 1 701.1743 -178.79 1 44.1 17.9 0 180-184 K.YEMMK.E



Detailed Protein Report
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Protein 258: 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 259: phosphatidylinositol 4-phosphate 5-kinase type-1 alpha isoform 4 [Homo sapiens]
Accession: gi|208431776 Score: 29.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.0
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 5.2
No. of unique Peptides: 2

Quantitation
QD:QU Median: 1.88 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

2199 1 933.6289 74.91 2 56.1 14.3 2 225-240 K.NIRIVVMNNLLPRSVK.M

989 3 581.1819 -159.70 2 42.5 14.9 0 491-500 K.LEVAESEFTH.- QD:QU 1.88
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Protein 260: 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: 2

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

2744 6 673.3579 -72.57 2 65.4 18.8 1 385-397 R.RALLAPGLNAPPR.L
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Protein 261: putative uncharacterized zinc finger protein 814 [Homo sapiens]
Accession: gi|222418585 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.3
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 2
Quantitation
QD:QU 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

2009 1 766.2777 -53.66 2 55.5 17.9 1 351-363 K.HYECGECGKSFSK.Y Carbamidomethyl: 7

417 1 564.5160 -156.98 3 35.2 11.2 1 653-667 R.VHTTERPFKCGECGK.C QD:QU 0.60
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Protein 262: PREDICTED: uncharacterized protein C17orf85 isoform X2 [Homo sapiens]
Accession: gi|578829984 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.0
Database Date: 2015-11-30 pI: 5.6

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

2116 1 945.7998 -143.91 2 56.8 14.7 1 284-299 K.SMKMTMYADEVESQLK.N
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Protein 263: 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 264: myosin-10 isoform 2 [Homo sapiens]
Accession: gi|367460087 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 228.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.5
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

2562 1 648.3620 94.94 2 62.7 10.9 0 1853-
1862

K.EIFMQVEDER.R
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Protein 265: hemicentin-1 precursor [Homo sapiens]
Accession: gi|118572606 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 613.0
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl 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

1025 1 676.6792 37.90 3 41.3 16.6 2 5247-
5264

K.NTRGGYKCIDLCPNGMTK.A Carbamidomethyl: 8



Detailed Protein Report
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Protein 266: PREDICTED: notchless protein homolog 1 isoform X5 [Homo sapiens]
Accession: gi|578831085 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.7
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

2764 1 937.4600 -13.04 2 63.6 12.4 1 143-158 R.CERILTGHTQSVTCLR.W Carbamidomethyl: 1
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Protein 267: rap guanine nucleotide exchange factor 4 isoform e [Homo sapiens]
Accession: gi|544583481 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.9
Database Date: 2015-11-30 pI: 6.3
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

2090 2 917.8279 107.57 3 54.7 15.4 0 87-109 K.ECDEELQDTMLLLSQMGPDAHMR.M Carbamidomethyl: 2; 
Oxidation: 10, 22
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Protein 268: ras-related protein Rab-44 [Homo sapiens]
Accession: gi|390635651 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.8
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl 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

1160 1 1207.8157 -48.25 3 44.6 14.3 0 24-58 R.EPADGEGAAVAPEPESWSSQAAAELQAFFQDCGAK.E Carbamidomethyl: 32

2821 1 914.4775 -18.24 2 64.4 14.6 1 198-213 R.LQEAQADKEALELTLR.K



Detailed Protein Report
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Protein 269: tripartite motif-containing protein 46 isoform 4 [Homo sapiens]
Accession: gi|375298680 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.8
Database Date: 2015-11-30 pI: 9.6
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

1590 1 945.6946 -76.21 3 48.4 12.7 2 5-28 K.GNGLTSMKNMEKELLCPVCQEMYK.Q Carbamidomethyl: 16; 
Oxidation: 7, 22
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Protein 270: 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 271: 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

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

2405 1 904.4370 -16.87 2 60.5 15.9 1 206-221 R.DVYRAGIATHFVDSEK.L
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Protein 272: plastin-2 [Homo sapiens]
Accession: gi|167614506 Score: 28.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.2
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 4.1
No. of unique Peptides: 2

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

2609 1 658.3945 34.02 2 61.3 14.5 1 77-88 K.IFHGLKSTDVAK.T

2231 1 793.3805 -58.93 2 56.5 14.2 0 597-610 R.VYALPEDLVEVNPK.M
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Protein 273: collagen alpha-1(IV) chain preproprotein [Homo sapiens]
Accession: gi|148536825 Score: 28.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.5
Database Date: 2015-11-30 pI: 9.4

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

177 1 942.3962 -112.61 2 32.2 12.0 1 808-828 R.GPPGGQGPPGLSGPPGIKGEK.G
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Protein 274: ATP-sensitive inward rectifier potassium channel 1 isoform a [Homo sapiens]
Accession: gi|4504837 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): 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

2895 1 859.1037 -1.61 3 65.4 17.8 2 1-22 -.MNASSRNVFDTLIRVLTESMFK.H Oxidation: 20
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423 / 1532

Protein 275: calmodulin-like protein 3 [Homo sapiens]
Accession: gi|4885111 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.9
Database Date: 2015-11-30 pI: 4.1

Sequence Coverage [%]: 8.1
No. of unique Peptides: 1

Quantitation
QD:QU 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

245 2 657.8057 -46.21 2 31.8 28.6 0 39-50 R.SLGQNPTEAELR.D QD:QU 0.35
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Protein 276: A disintegrin and metalloproteinase with thrombospondin motifs 16 preproprotein 
[Homo sapiens]

Accession: gi|110735441 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.1
Database Date: 2015-11-30 pI: 10.2
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

1904 1 724.3383 -56.32 2 54.2 12.7 2 631-642 R.TLKLCNSQKCPR.D Carbamidomethyl: 10

1728 1 636.2813 0.97 2 51.9 15.9 2 1214-
1224

K.QCCKTCSKSNL.- Carbamidomethyl: 2



Detailed Protein Report

425 / 1532

Protein 277: 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 278: PREDICTED: replication initiator 1 isoform X5 [Homo sapiens]
Accession: gi|578814165 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.8
Database Date: 2015-11-30 pI: 12.1

Sequence Coverage [%]: 2.7
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

1480 1 555.1330 -245.75 2 47.0 11.1 2 112-120 R.AHRCAHCRR.H
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Protein 279: PREDICTED: protein EMSY isoform X10 [Homo sapiens]
Accession: gi|578821618 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 10.2
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

2690 5 698.3734 -42.95 2 62.6 16.9 0 2-13 M.PVVWPTLLDLSR.D

2683 2 822.4436 13.69 2 64.6 11.5 1 1054-
1068

R.KIDPPAVPATGQFMR.I Oxidation: 14
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Protein 280: NF-kappa-B inhibitor zeta isoform a [Homo sapiens]
Accession: gi|13899229 Score: 28.4
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
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Protein 281: FERM and PDZ domain-containing protein 1 [Homo sapiens]
Accession: gi|239582741 Score: 28.4
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 [%]: 1.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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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Protein 282: PREDICTED: T-complex protein 11-like protein 1 isoform X2 [Homo sapiens]
Accession: gi|578820625 Score: 28.3
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: 2

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

117 1 1096.9944 -98.96 2 30.2 18.2 2 236-255 K.ETVLKGQIQAVASPDDPIRR.I
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Protein 283: 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
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Protein 284: PREDICTED: serine/threonine-protein kinase ULK2 isoform X1 [Homo sapiens]
Accession: gi|578830126 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 2
Quantitation
QD:QU Median: 4.25 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

2179 1 766.3372 -117.94 2 55.9 10.0 2 32-44 K.TDWEVAIKSINKK.N QD:QU 4.25

1434 1 458.6103 -303.83 2 48.1 18.1 0 231-238 R.SLMPSIPR.E Oxidation: 3
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Protein 285: mitochondrial ornithine transporter 1 [Homo sapiens]
Accession: gi|7657585 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.7
Database Date: 2015-11-30 pI: 10.1

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

1595 1 932.5310 29.48 2 50.2 10.2 0 259-275 K.NEGITALYSGLKPTMIR.A
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Protein 286: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

662 1 593.6995 -211.24 2 38.3 11.3 1 513-523 R.ELEAKAGELAR.A
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Protein 287: PREDICTED: otoferlin isoform X1 [Homo sapiens]
Accession: gi|530368284 Score: 28.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 225.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.5
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

1211 2 839.3736 -36.62 2 45.3 13.7 2 181-195 R.DDEHKAGRSVFSAMK.L
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Protein 288: PREDICTED: YLP motif-containing protein 1 isoform X1 [Homo sapiens]
Accession: gi|530404193 Score: 28.0
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
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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

44 1 767.2360 -155.99 2 30.4 11.8 1 1673-
1685

R.STFETEHAGQRDR.Y

2554 2 746.4789 26.21 1 62.6 16.2 0 1835-
1840

R.IVVIMR.G Oxidation: 5



Detailed Protein Report
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Protein 289: PREDICTED: CLIP-associating protein 1 isoform X9 [Homo sapiens]
Accession: gi|578803955 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 162.2
Database Date: 2015-11-30 pI: 9.4
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

2270 1 614.2104 -96.89 3 58.8 10.1 1 641-655 R.HMREDMEYIGLDSGR.I Oxidation: 2, 6
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Protein 290: PREDICTED: peregrin isoform X6 [Homo sapiens]
Accession: gi|530373123 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.0
Database Date: 2015-11-30 pI: 6.9

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

1974 1 757.2741 -191.30 2 55.1 10.7 0 506-520 R.AAAPVVSVPCIPPHR.L
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Protein 291: trinucleotide repeat-containing gene 18 protein [Homo sapiens]
Accession: gi|169658378 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 314.3
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 0.8
No. of unique 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

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

K.LDHEGVTSPKSKK.A



Detailed Protein Report
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Protein 292: uncharacterized protein C12orf60 [Homo sapiens]
Accession: gi|157389009 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.6
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 11.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530399044 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  C12orf60  isoform  X2  [Homo  
sapiens]

gi|530399042 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  C12orf60  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2000 1 918.3556 -135.68 2 55.4 15.0 2 173-189 R.TRSPPGSSKTTMIDTLK.K Oxidation: 12
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Protein 293: 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 294: ubiquitin carboxyl-terminal hydrolase 35 [Homo sapiens]
Accession: gi|148746183 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.3
Database Date: 2015-11-30 pI: 5.3
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

1261 1 1070.0005 -62.40 2 45.9 12.2 1 131-150 R.TVCERPGPAACAQVARLLAR.H Carbamidomethyl: 3
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Protein 295: PREDICTED: cullin-9 isoform X3 [Homo sapiens]
Accession: gi|578811520 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.2
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation 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

2528 1 938.1784 46.28 3 60.3 13.1 2 164-188 R.ETGALDLLMHMLCNPEPQIRRSAGK.M Oxidation: 9, 11

949 1 737.3420 -85.80 1 40.4 14.7 0 790-796 R.HSGIAPR.T
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Protein 296: PREDICTED: sterol regulatory element-binding protein 1 isoform X2 [Homo sapiens]
Accession: gi|578830023 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.1
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 2.0
No. of unique Peptides: 1

Quantitation
QD:QU 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

783 1 676.8811 19.88 2 39.8 12.5 0 1047-
1059

K.GGAVAELEPRPTR.R QD:QU 1.31
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Protein 297: PREDICTED: ubiquitin-protein ligase E3C isoform X3 [Homo sapiens]
Accession: gi|530387311 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.7
Database Date: 2015-11-30 pI: 6.2

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

2489 4 817.4835 32.82 1 61.7 16.0 0 124-130 K.HSSLFVK.Q
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Protein 298: PREDICTED: protein FAM65C isoform X2 [Homo sapiens]
Accession: gi|578835791 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.1
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1
Quantitation
QD:QU 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

1153 2 583.8250 97.26 2 44.6 14.3 1 923-931 K.MDKLCSEQR.E Carbamidomethyl: 5 QD:QU 0.99
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Protein 299: prokineticin-2 isoform b precursor [Homo sapiens]
Accession: gi|17530787 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.7
Database Date: 2015-11-30 pI: 12.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 15.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2732 3 937.4633 79.63 2 63.1 12.6 0 37-53 K.DSQCGGGMCCAVSIWVK.S Carbamidomethyl: 4, 10; 
Oxidation: 8

2648 2 937.4596 75.76 2 61.9 15.1 0 37-53 K.DSQCGGGMCCAVSIWVK.S Carbamidomethyl: 4, 9; 
Oxidation: 8
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Protein 300: PREDICTED: protein angel homolog 2 isoform X1 [Homo sapiens]
Accession: gi|530366645 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.7
Database Date: 2015-11-30 pI: 7.3
Modification(s): Oxidation Sequence Coverage [%]: 5.2

No. of unique Peptides: 1
Quantitation
QD:QU Median: 1.13 CV: 0.00 % No. of 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 Ratios

910 1 866.9745 93.61 2 41.4 12.5 1 28-41 R.HISSCMRWPGHYSR.A Oxidation: 6 QD:QU 1.13
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Protein 301: 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 302: SPRY domain-containing SOCS box protein 2 [Homo sapiens]
Accession: gi|14249178 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.6
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 9.9

No. of unique Peptides: 2
Quantitation
QD:QU Median: 2.18 CV: 483.35 % No. of Peptides: 2

Alias proteins:
Accession Name Description
gi|226423903 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
SPRY domain-containing SOCS box protein 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

290 2 642.3243 -17.35 2 32.3 15.8 1 233-243 R.LCVRHNLGDTR.L QD:QU 0.37

2133 2 797.3986 -78.05 2 57.0 11.7 1 244-258 R.LGQVSALPLPPAMKR.Y Oxidation: 13 QD:QU 13.04
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Protein 303: 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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1647 1 524.8144 75.03 2 50.8 12.8 2 12-20 R.QRGRSMASR.G
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Protein 304: zinc finger protein 622 [Homo sapiens]
Accession: gi|15529978 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.2
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2687 2 973.5040 65.98 2 64.7 14.9 2 15-29 R.DADMQRAHYKTDWHR.Y Oxidation: 4

1757 1 560.2452 1.92 2 52.3 12.6 0 64-74 K.GSATYCTVCSK.K
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Protein 305: 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 306: 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 307: 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



Detailed Protein Report

467 / 1532

Protein 308: phosphoglycerate kinase 1 [Homo sapiens]
Accession: gi|4505763 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.6
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1
Quantitation
QD:QU Median: 1.26 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

2285 1 884.8843 -99.45 2 59.0 27.4 0 107-123 K.ACANPAAGSVILLENLR.F Carbamidomethyl: 2 QD:QU 1.26



Detailed Protein Report

468 / 1532

Protein 309: chromodomain-helicase-DNA-binding protein 2 isoform 1 [Homo sapiens]
Accession: gi|118421089 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.2
Database Date: 2015-11-30 pI: 8.8
Modification(s): Oxidation Sequence Coverage [%]: 1.7

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]

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

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

K.SIIQHEEEFEMLHK.S
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Protein 310: 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 311: insulin receptor-related protein precursor [Homo sapiens]
Accession: gi|31657140 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
QD:QU 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

608 1 730.3714 88.53 2 37.6 15.3 0 213-225 R.VCPCPHGMACTAR.G Carbamidomethyl: 2, 4 QD:QU 0.15
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Protein 312: fibronectin isoform 6 preproprotein [Homo sapiens]
Accession: gi|47132549 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 239.5
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1
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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]

2765 1 904.4689 14.28 2 65.7 16.9 0 923-938 K.VTIMWTPPESAVTGYR.V
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Protein 313: 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 314: syntaxin-binding protein 5 isoform b [Homo sapiens]
Accession: gi|189217915 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.5
Database Date: 2015-11-30 pI: 7.1

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

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 315: PREDICTED: serine/threonine-protein kinase WNK2 isoform X12 [Homo sapiens]
Accession: gi|578817784 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 227.1
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Quantitation
QD:QU Median: 2.32 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

1286 1 945.9319 -64.24 2 46.2 11.9 2 2129-
2147

R.GGQRVGSKTASFAASDPVR.S QD:QU 2.32
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Protein 316: PREDICTED: cyclin-dependent kinase-like 1 isoform X1 [Homo sapiens]
Accession: gi|530404810 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.9
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

2221 1 1032.3950 -114.27 2 56.4 16.5 2 247-265 K.APSPYAAEPSLCGMKMVRR.G
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Protein 317: 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
Quantitation
QD:QU 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

1031 1 598.1512 -245.53 2 43.0 26.9 0 281-289 R.FQLMQQQTR.A Oxidation: 4 QD:QU 0.73
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Protein 318: E3 ubiquitin-protein ligase TRIP12 isoform c [Homo sapiens]
Accession: gi|10863903 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 220.3
Database Date: 2015-11-30 pI: 9.6

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

1915 1 643.3072 -50.38 2 54.3 12.5 2 133-145 K.AHTRKSGATGGSR.S

2359 1 974.1497 149.86 2 60.0 14.5 2 1067-
1086

R.TAGGSGLARAASKDTISNNR.E
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Protein 319: PREDICTED: MAM domain-containing glycosylphosphatidylinositol anchor protein 1 
isoform X2 [Homo sapiens]

Accession: gi|578811587 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 9.6
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

1451 1 652.4568 150.96 3 46.7 16.5 0 2-17 M.EVTCLLLLALIPFHCR.G Carbamidomethyl: 4, 15
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Protein 320: PREDICTED: probable E3 ubiquitin-protein ligase HECTD2 isoform X2 [Homo sapiens]
Accession: gi|530393122 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.8
Database Date: 2015-11-30 pI: 8.4

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

2703 1 724.8604 -34.28 2 64.9 13.1 0 656-669 K.LIIGISNSEGFGLE.-
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Protein 321: ERC protein 2 [Homo sapiens]
Accession: gi|34577114 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.5
Database Date: 2015-11-30 pI: 6.5

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

790 1 572.7630 -120.83 2 38.4 14.6 0 747-756 K.IAELESLTLR.H
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Protein 322: 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



Detailed Protein Report

489 / 1532

Protein 323: 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 324: 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 325: tyrosine-protein kinase SYK isoform 2 [Homo sapiens]
Accession: gi|205277435 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 4.9
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

1940 2 643.2750 -142.67 2 54.6 11.3 0 476-486 R.NVLLVTQHYAK.I
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Protein 326: 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 327: PREDICTED: sperm flagellar protein 2 isoform X5 [Homo sapiens]
Accession: gi|578810001 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.7
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.6
No. of unique Peptides: 2

Quantitation
QD:QU Median: 2.59 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

2407 2 973.4149 -118.32 2 60.6 12.1 2 2-17 M.SEILCQWLNKELKVSR.T QD:QU 2.59

1569 1 480.6396 -230.14 2 48.1 14.6 1 1292-
1300

K.SPQMGANKK.V
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Protein 328: 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: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1383 1 1179.1487 -41.33 2 47.4 15.2 0 49-70 R.ILVSLGLCFSKPSVILLLEQGK.A

17 1 1103.4962 -28.67 2 29.9 11.4 1 144-161 K.ACFKEEIITHEEPLFDER.E
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Protein 329: small proline-rich protein 3 [Homo sapiens]
Accession: gi|4885607 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.1
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 18.3
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.84 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|148229144 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
small proline-rich protein 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

828 1 897.4861 12.13 2 40.4 15.1 0 23-38 K.QPSQPPPQEIFVPTTK.E QD:QU 0.84
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Protein 330: protein phosphatase 1A isoform 3 [Homo sapiens]
Accession: gi|193211600 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.3
Database Date: 2015-11-30 pI: 6.8
Modification(s): 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

2669 1 974.0887 123.98 2 62.2 10.6 2 1-17 -.MFCSGRKWVAEATICTK.L Oxidation: 1

2937 1 1018.9845 -66.59 2 65.9 15.9 1 409-428 R.TLASENIPSLPPGGELASKR.N
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Protein 331: zinc finger RNA-binding protein [Homo sapiens]
Accession: gi|34101286 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.4
No. of unique Peptides: 2

Quantitation
QD:QU Median: 0.96 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

1045 1 839.3856 -82.99 2 41.6 11.3 0 2-16 M.IPICPVVSFTYVPSR.L QD:QU 0.96

103 1 1240.0318 -79.59 2 31.2 15.2 1 726-746 R.YVMTKHATIYPTEEELQAVQK.I
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Protein 332: origin recognition complex subunit 1 isoform 2 [Homo sapiens]
Accession: gi|299890795 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.7
Database Date: 2015-11-30 pI: 10.1

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

1039 1 516.1512 -244.92 2 41.5 10.2 1 327-334 K.TIDIREER.T
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Protein 333: PREDICTED: PH and SEC7 domain-containing protein 3 isoform X3 [Homo sapiens]
Accession: gi|578815261 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.4
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 2.7
No. of unique Peptides: 2

Quantitation
QD:QU Median: 0.45 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

909 1 578.3188 46.40 3 41.4 13.5 0 334-350 K.APSERPGTSSGTFSPVR.L QD:QU 0.45

249 1 561.2240 -81.38 2 31.8 12.9 1 713-722 K.KSPSESTEEK.A
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Protein 334: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

554 1 476.1400 -265.76 2 36.9 12.8 1 1019-
1026

K.FSSKNQLK.T

2539 1 648.3564 69.94 2 62.4 13.6 0 1173-
1184

K.SSVSSVLQECEK.K
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Protein 335: sodium-dependent phosphate transport protein 2B isoform a [Homo sapiens]
Accession: gi|110611906 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.7
Database Date: 2015-11-30 pI: 9.8

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

1700 1 538.2445 -41.77 2 51.5 12.2 0 38-47 K.TDNTEAPVTK.I
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Protein 336: PREDICTED: dynein intermediate chain 1, axonemal isoform X3 [Homo sapiens]
Accession: gi|578816466 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.4
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Quantitation
QD:QU 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

255 1 838.3679 -55.82 2 31.9 12.9 1 450-465 K.KPHSQPSFCSSAKSGK.H QD:QU 0.67
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Protein 337: SPATS2-like protein isoform b [Homo sapiens]
Accession: gi|154426312 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530370155 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: SPATS2-like protein isoform X7 [Homo sapiens]

gi|530370153 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: SPATS2-like protein isoform X6 [Homo sapiens]

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 14-18 K.IYAVR.S
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Protein 338: 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 339: 5'-nucleotidase isoform 2 preproprotein [Homo sapiens]
Accession: gi|325651886 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.9
Database Date: 2015-11-30 pI: 6.6
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

1850 1 727.3153 -15.31 2 51.6 13.1 1 51-63 K.CVNASRCMGGVAR.L Carbamidomethyl: 1, 7; 
Oxidation: 8
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Protein 340: 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
QD:QU 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

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 QD:QU 0.73
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Protein 341: PREDICTED: coiled-coil domain-containing protein 136 isoform X4 [Homo sapiens]
Accession: gi|530386309 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 131.9
Database Date: 2015-11-30 pI: 4.5

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

488 1 686.3221 -115.45 2 36.1 10.5 2 905-915 K.NEIKELQTKLR.E
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Protein 342: PREDICTED: ubiquitin carboxyl-terminal hydrolase 31 isoform X1 [Homo sapiens]
Accession: gi|530408620 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.3
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578828616 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ubiquitin  carboxyl-terminal  hydrolase  31  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2244 1 792.8941 -36.04 2 56.7 11.2 2 958-971 K.SEDKGLSFFKSALR.Q
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Protein 343: zinc finger protein 512 isoform b [Homo sapiens]
Accession: gi|404501451 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.3
Database Date: 2015-11-30 pI: 10.5

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

1367 1 388.0811 -337.50 2 45.6 13.6 1 19-24 K.QQRSTR.I



Detailed Protein Report

512 / 1532

Protein 344: protocadherin gamma-B5 isoform 1 precursor [Homo sapiens]
Accession: gi|11128031 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.8
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 1
Quantitation
QD:QU Median: 0.08 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

1752 1 990.9543 -20.48 2 50.4 10.1 1 713-730 R.RSSSPAAWSCFQPGLCVK.S Carbamidomethyl: 16 QD:QU 0.08
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Protein 345: PREDICTED: deleted in lung and esophageal cancer protein 1 isoform X6 [Homo 
sapiens]

Accession: gi|578806835 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.3
Database Date: 2015-11-30 pI: 6.1
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

34 1 628.3634 65.98 3 29.1 13.9 2 225-241 K.GISLPGCSKLTFSCEKR.S Carbamidomethyl: 14
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Protein 346: PREDICTED: conserved oligomeric Golgi complex subunit 4 isoform X1 [Homo 
sapiens]

Accession: gi|578828932 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.7
Database Date: 2015-11-30 pI: 5.1

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

1637 1 993.4172 -42.79 2 50.7 12.5 1 238-255 K.RISSDFEVGDSMASEEVK.Q
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Protein 347: PREDICTED: ankyrin repeat domain-containing protein 18A isoform X1 [Homo 
sapiens]

Accession: gi|578816446 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.6
Database Date: 2015-11-30 pI: 9.3
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

702 1 733.4640 131.96 3 38.8 12.2 1 788-805 K.DNEVLHQELLSMRNVQEK.C Oxidation: 12
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Protein 348: catenin alpha-1 [Homo sapiens]
Accession: gi|55770844 Score: 25.9
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 [%]: 2.9

No. of unique Peptides: 2

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 1 682.7592 -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
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Protein 349: 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: 2
Quantitation
QD:QU Median: 5.44 CV: 0.00 % No. of 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 Ratios

377 1 657.6657 -223.40 2 34.7 10.5 1 913-922 R.TMEQQFQKMK.I Oxidation: 2 QD:QU 5.44

1864 1 612.7893 -8.93 2 53.7 15.4 1 1040-
1049

R.RMMLSNQNSK.G Oxidation: 2



Detailed Protein Report
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Protein 350: serine/threonine-protein kinase WNK3 isoform 2 [Homo sapiens]
Accession: gi|50845416 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.7
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578838231 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  serine/threonine-protein  kinase  WNK3  isoform  X2  
[Homo sapiens]

gi|578838229 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  serine/threonine-protein  kinase  WNK3  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

1472 1 918.1282 -10.85 3 46.9 10.8 2 1414-
1441

R.EILTAGKQPSSDSEFSASLAGSGKSVAK.T
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Protein 351: teneurin-1 isoform 3 [Homo sapiens]
Accession: gi|110347400 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 304.8
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 1.4
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

286 1 879.7298 -17.42 3 32.3 12.4 2 15-37 K.VKHEMDLAYTSSSDESEDGRKPR.Q

2523 1 856.5611 167.23 2 62.1 13.5 0 2222-
2236

R.GNDIFEYNSNGLLQK.A
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Protein 352: 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
QD:QU 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

173 1 679.8611 32.65 2 32.1 14.2 2 330-341 R.VRSDGACQGPRR.L Carbamidomethyl: 7 QD:QU 0.73

2204 1 1130.1280 10.71 2 58.0 11.7 1 549-569 R.WVYLSGNRITEVSLGALGPAR.
E
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Protein 353: interferon-induced guanylate-binding protein 2 [Homo sapiens]
Accession: gi|38327558 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.2
Database Date: 2015-11-30 pI: 5.4
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

2870 1 1027.5482 62.66 2 65.0 11.1 2 503-518 K.MLEEIQKKNEEMMEQK.E Oxidation: 12
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Protein 354: zinc finger protein 865 [Homo sapiens]
Accession: gi|307219238 Score: 25.8
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

13 1 819.8462 -127.06 2 29.7 15.8 2 260-272 R.TYNHVSSLIRHRR.C

2279 1 869.2738 -114.47 2 58.9 10.1 0 689-704 K.EVHMAEKPYGCDACGK.T
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Protein 355: centrosomal protein of 290 kDa [Homo sapiens]
Accession: gi|109255234 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 290.2
Database Date: 2015-11-30 pI: 5.7

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

2146 2 937.4291 -49.48 2 55.4 15.4 2 115-129 R.NEICQLEKQLEQKDR.E

1648 1 858.4049 -102.70 1 49.1 10.3 0 2438-
2444

K.NILLEEK.V
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Protein 356: zinc finger protein 534 isoform 1 [Homo sapiens]
Accession: gi|221139777 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.7
Database Date: 2015-11-30 pI: 10.5
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

2242 1 961.4221 -46.22 2 56.7 10.2 2 290-305 R.KIHTGEKPYKCSECGK.A Carbamidomethyl: 11, 14
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Protein 357: fibrous sheath-interacting protein 2 [Homo sapiens]
Accession: gi|297206791 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 789.4
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.7

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

2211 1 933.6966 -60.77 3 56.3 14.8 0 896-919 K.NSMPHTLDPMCDIAEDMVHAILEK.L Carbamidomethyl: 11; 
Oxidation: 3, 10

59 1 841.4513 24.83 3 30.6 11.0 2 5590-
5613

K.SGMINLTSGLATGVTNKKEVDENK.V Oxidation: 3
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Protein 358: short transient receptor potential channel 4 isoform zeta [Homo sapiens]
Accession: gi|209863032 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.2
Database Date: 2015-11-30 pI: 9.3

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

547 1 607.8337 8.15 2 36.8 10.5 1 499-507 K.WIWTHLCKK.K
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Protein 359: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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
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Protein 360: squamous cell carcinoma antigen recognized by T-cells 3 [Homo sapiens]
Accession: gi|7661952 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.9
Database Date: 2015-11-30 pI: 5.3

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

1898 1 686.2375 -164.62 2 52.2 12.0 1 670-682 K.CAAVDVEPPSKQK.E
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Protein 361: PREDICTED: centromere protein T isoform X3 [Homo sapiens]
Accession: gi|578829227 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.4
Database Date: 2015-11-30 pI: 5.0
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

2474 1 965.7758 -154.68 2 59.6 14.1 0 1-15 -.MSWCCLWLCLSSVGR.T Carbamidomethyl: 4, 5, 9; 
Oxidation: 1
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Protein 362: 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
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Protein 363: 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
Quantitation
QD:QU 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

193 1 613.7845 -35.89 2 32.4 14.1 0 51-60 R.QCQQLSQHVR.T QD:QU 0.75

490 1 636.2255 -63.89 3 36.1 11.6 1 4132-
4148

R.TTTCFGDGCQNTASRCK.N Carbamidomethyl: 9, 16
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Protein 364: PREDICTED: transmembrane protein 255B isoform X13 [Homo sapiens]
Accession: gi|578825377 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.8
Database Date: 2015-11-30 pI: 10.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.4

No. of unique Peptides: 1
Quantitation
QD:QU 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

2276 1 873.4565 -8.97 2 58.9 13.3 1 7-22 R.KNLTSSLACLPEGLSR.R Carbamidomethyl: 9 QD:QU 1.06
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Protein 365: polypeptide N-acetylgalactosaminyltransferase 9 isoform A [Homo sapiens]
Accession: gi|169790926 Score: 25.6
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: 1

Quantitation
QD:QU 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

393 1 548.2880 -98.86 2 34.9 10.8 0 269-278 R.IVLPAIDNIK.Y QD:QU 0.37
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Protein 366: PREDICTED: alpha-tectorin isoform X1 [Homo sapiens]
Accession: gi|530398338 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 238.8
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1
Quantitation
QD:QU Median: 0.90 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

132 1 673.3206 73.69 3 30.4 10.7 1 1274-
1290

R.DTFCQVGCGDRCPSCAK.V Carbamidomethyl: 4, 8, 12, 
15

QD:QU 0.90
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Protein 367: dynein heavy chain 10, axonemal [Homo sapiens]
Accession: gi|198442844 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 514.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 0.4

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

2459 1 1045.2266 -235.83 1 61.2 14.2 0 822-830 R.ASDVDHMVR.W Oxidation: 7
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Protein 368: PREDICTED: centrosomal protein of 192 kDa isoform X12 [Homo sapiens]
Accession: gi|578832148 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.9
Database Date: 2015-11-30 pI: 4.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 2
Quantitation
QD:QU 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

1517 1 993.4897 -5.03 2 49.2 13.0 1 256-273 K.LPTNGLRQANENGSLNCK.F Carbamidomethyl: 17 QD:QU 0.88

2156 2 955.8889 -44.17 2 55.6 12.5 0 494-509 K.QNLNVSLSDEMNEDFR.S
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Protein 369: zinc finger protein 471 [Homo sapiens]
Accession: gi|150170667 Score: 25.4
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

Quantitation
QD:QU 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

520 1 690.4558 150.35 2 36.5 14.8 1 357-366 R.YNTSFIRHWR.S QD:QU 0.29
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Protein 370: ubiquitin-like-conjugating enzyme ATG10 [Homo sapiens]
Accession: gi|18594496 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.3
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.8

No. of unique Peptides: 2
Quantitation
QD:QU Median: 2.86 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530379522 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ubiquitin-like-conjugating  enzyme  ATG10  isoform  X2  
[Homo sapiens]

gi|530379520 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  ubiquitin-like-conjugating  enzyme  ATG10  isoform  X1  
[Homo sapiens]

gi|196162717 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ubiquitin-like-conjugating enzyme ATG10 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1635 1 576.3013 186.62 2 49.0 10.1 0 37-45 K.DCSDGYMCK.I Carbamidomethyl: 2, 8; 
Oxidation: 7

2921 2 922.9870 83.40 2 65.7 15.3 1 37-51 K.DCSDGYMCKIHFQIK.N Carbamidomethyl: 2 QD:QU 2.86



Detailed Protein Report

552 / 1532

Protein 371: PREDICTED: cysteine-rich with EGF-like domain protein 1 isoform X2 [Homo sapiens]
Accession: gi|578806578 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl 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

2830 1 913.4702 92.84 2 64.5 10.8 1 243-260 K.CVDCAKACLGCMGAGPGR.C Carbamidomethyl: 4, 8

2495 1 607.3216 119.88 2 61.8 14.6 0 292-301 K.QCENTEGGYR.C Carbamidomethyl: 2
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Protein 372: 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
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Protein 373: PREDICTED: pleckstrin homology domain-containing family G member 3 isoform X5 
[Homo sapiens]

Accession: gi|578825697 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.9
Database Date: 2015-11-30 pI: 5.3

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

Quantitation
QD:QU 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

2000 1 698.7973 -80.70 2 53.5 15.3 0 1-14 -.MNLPGVPSPGSNAR.M QD:QU 1.18

2130 1 789.2959 -119.98 2 57.0 10.1 2 609-622 R.ESESSRSSRRPSGR.S
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Protein 374: serine/threonine-protein kinase 36 isoform 2 [Homo sapiens]
Accession: gi|343183344 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.6
Database Date: 2015-11-30 pI: 5.5

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

259 1 898.4195 -41.72 3 33.2 13.6 0 1190-
1215

R.NVASALGNLGPEGLGEELLQCEVPQR.L
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Protein 375: PREDICTED: PR domain zinc finger protein 16 isoform X3 [Homo sapiens]
Accession: gi|530360370 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.7
Database Date: 2015-11-30 pI: 5.9

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

2972 1 646.8226 -64.07 2 66.4 11.8 0 935-946 R.SPPPTLSDPILR.K
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Protein 376: brain mitochondrial carrier protein 1 isoform 2 precursor [Homo sapiens]
Accession: gi|532524956 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.9
Database Date: 2015-11-30 pI: 10.2

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

1961 1 656.7950 -145.20 2 54.9 11.0 1 14-25 R.VKFATAAVIHQK.S
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Protein 377: PREDICTED: disks large homolog 5 isoform X3 [Homo sapiens]
Accession: gi|578819987 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.9
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.6
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578839810 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: disks large homolog 5 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2115 1 916.8144 -155.80 2 55.0 10.3 2 257-270 R.ERNLLQQSWEDMKR.L

1673 1 662.2991 -86.48 2 49.4 14.9 1 1248- K.AKGLPGDSFYIR.A
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1259
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Protein 378: PREDICTED: extracellular matrix protein FRAS1 isoform X4 [Homo sapiens]
Accession: gi|578809385 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 430.3
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl 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

2707 1 710.3638 64.25 2 62.8 10.1 1 208-219 R.VPGKCCPQCSAR.S Carbamidomethyl: 5, 6, 9
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Protein 379: putative polypeptide N-acetylgalactosaminyltransferase-like protein 3 [Homo sapiens]
Accession: gi|22538495 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.7
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl 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

33 1 1069.0298 -31.46 2 30.2 13.7 1 28-45 K.CRPIAVRSGDAFHEIRPR.A Carbamidomethyl: 1

2906 1 981.9571 -51.41 2 65.5 11.4 2 551-567 K.RWNFIQNGAIMNKGTGR.C
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Protein 380: rRNA 2'-O-methyltransferase fibrillarin [Homo sapiens]
Accession: gi|12056465 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 10.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2667 1 1057.0851 99.43 2 62.2 13.7 2 46-72 R.GGGGGGGGGGGGGRGGGGFHSGGNRGR.G
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Protein 381: pleckstrin homology domain-containing family A member 4 isoform 2 [Homo sapiens]
Accession: gi|238859653 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.2
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 4.5
No. of unique Peptides: 2

Quantitation
QD:QU Median: 0.40 CV: 37.08 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

526 1 711.1747 -209.60 2 35.2 11.2 1 151-163 R.ASRAEGDDYGQPR.S QD:QU 0.28

489 2 603.8256 17.71 2 36.1 13.9 0 300-312 R.GPPSEAGGGKPPR.S QD:QU 0.58
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Protein 382: 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
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Protein 383: sterile alpha motif domain-containing protein 9 [Homo sapiens]
Accession: gi|38201706 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

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

1785 1 660.9025 -122.86 3 50.8 11.7 0 714-731 R.LEAMIQNCADSSKPTSTK.I Carbamidomethyl: 8

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
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Protein 384: PREDICTED: probable E3 ubiquitin-protein ligase HERC1 isoform X6 [Homo sapiens]
Accession: gi|530406610 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 524.9
Database Date: 2015-11-30 pI: 5.7

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

2832 1 923.8157 -4.48 3 64.6 12.0 1 487-513 R.NIPTLVKDISNVGEVSCGSSHTIALSK.D
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Protein 385: protein LAP2 isoform 7 [Homo sapiens]
Accession: gi|55770895 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 146.0
Database Date: 2015-11-30 pI: 5.0

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

2597 1 913.4719 -133.82 1 63.1 13.2 2 1209-
1215

K.LEKIRVR.V
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Protein 386: vitamin D3 receptor isoform VDRA [Homo sapiens]
Accession: gi|4507883 Score: 25.0
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

2656 1 673.3675 125.73 2 64.2 12.0 0 403-413 R.CLSFQPECSMK.L Carbamidomethyl: 1; 
Oxidation: 10

2332 3 665.1572 -192.83 2 59.6 12.9 0 403-413 R.CLSFQPECSMK.L Carbamidomethyl: 1
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Protein 387: SKI family transcriptional corepressor 1 [Homo sapiens]
Accession: gi|384407369 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.7
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 4.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2243 1 945.9550 -39.77 2 58.5 11.7 0 454-477 R.GLGLATGASGPAGPGGPGGGAGVR.S

2760 1 729.3797 -5.05 2 65.6 13.2 1 759-770 K.DIENLAREELQK.L
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Protein 388: PREDICTED: tetratricopeptide repeat protein 13 isoform X7 [Homo sapiens]
Accession: gi|578802328 Score: 25.0
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

1705 2 820.8385 -139.02 2 49.9 10.6 1 234-247 R.SLSRGFNNHINLIR.G
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Protein 389: PREDICTED: coiled-coil domain-containing protein 38 isoform X1 [Homo sapiens]
Accession: gi|578823285 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.1
Database Date: 2015-11-30 pI: 6.0

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

353 1 676.4443 133.31 3 33.1 11.6 1 279-297 K.VCIGDAEDDGLNPIQKLVK.V
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Protein 390: PREDICTED: KN motif and ankyrin repeat domain-containing protein 3 isoform X2 
[Homo sapiens]

Accession: gi|530427478 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.0
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl 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

428 1 1293.7593 91.80 2 34.0 12.9 2 1-25 -.MCGGRWLGGGELLGPVCLDSKAGPR.G Carbamidomethyl: 17
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Protein 391: PREDICTED: E3 ubiquitin-protein ligase UBR5 isoform X5 [Homo sapiens]
Accession: gi|530389110 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 308.4
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.96 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

1093 1 647.6752 -180.54 2 42.2 14.8 0 132-146 R.WSSGVGGSGGGSSGR.S QD:QU 0.96
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Protein 392: dnaJ homolog subfamily C member 14 [Homo sapiens]
Accession: gi|119943096 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.5
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.77 CV: 37.11 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2138 1 661.2888 -106.46 2 55.3 10.6 1 278-288 R.QLKSSDLDLFR.V QD:QU 0.53

1717 4 820.8378 -35.57 2 50.0 14.3 2 552-564 R.EPKSARYCAECNR.L Carbamidomethyl: 8, 11 QD:QU 1.10



Detailed Protein Report
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Protein 393: krev interaction trapped protein 1 isoform 2 [Homo sapiens]
Accession: gi|61742817 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.6
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 4.5
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
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Protein 394: PREDICTED: integrin beta-7 isoform X3 [Homo sapiens]
Accession: gi|578823673 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.0
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl 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

2949 1 1019.4212 -21.13 3 66.0 11.9 2 569-594 R.HEGILCGGFGRCQCGVCHCHANRTGR.A Carbamidomethyl: 6, 12, 
14, 17, 19

143 1 722.7732 -4.06 2 30.5 13.0 0 580-591 R.CQCGVCHCHANR.T Carbamidomethyl: 1, 3



Detailed Protein Report

584 / 1532

Protein 395: neuropeptides B/W receptor type 1 [Homo sapiens]
Accession: gi|53828924 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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 396: PREDICTED: ankyrin repeat domain-containing protein 12 isoform X6 [Homo sapiens]
Accession: gi|578832112 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 202.9
Database Date: 2015-11-30 pI: 6.5
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

110 1 1083.4576 -80.32 2 31.3 13.6 2 865-884 K.DAVSNRSQSVDTKNVMTLGK.S Oxidation: 16



Detailed Protein Report
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Protein 397: PREDICTED: plasma membrane calcium-transporting ATPase 2 isoform X9 [Homo 
sapiens]

Accession: gi|578806173 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.4
Database Date: 2015-11-30 pI: 6.0
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

336 1 625.9844 -32.51 3 34.2 10.9 2 568-583 K.VYTFNSVRKSMSTVIK.L Oxidation: 11



Detailed Protein Report
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Protein 398: beta-1,4 N-acetylgalactosaminyltransferase 2 isoform c [Homo sapiens]
Accession: gi|227497758 Score: 24.7
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

26 1 537.7695 -77.75 2 30.0 13.9 0 299-308 R.NLAISQVTTK.Y



Detailed Protein Report
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Protein 399: leucine-rich repeat and WD repeat-containing protein KIAA1239 [Homo sapiens]
Accession: gi|222418587 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.3
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

607 1 766.5212 180.82 2 36.2 10.1 0 1343-
1355

K.WNFSSGFIEAVFK.H



Detailed Protein Report
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Protein 400: spectrin beta chain, non-erythrocytic 1 isoform 2 [Homo sapiens]
Accession: gi|112382252 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 251.2
Database Date: 2015-11-30 pI: 5.3

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

Quantitation
QD:QU Median: 0.37 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

577 3 607.8304 -55.95 2 35.8 12.5 2 820-829 K.EVAELTRLRK.Q

601 2 548.1743 -250.21 2 36.1 12.2 0 1087-
1095

K.LLTQHENIK.N QD:QU 0.37



Detailed Protein Report
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Protein 401: RING finger protein 39 isoform 2 [Homo sapiens]
Accession: gi|297139767 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.2
Database Date: 2015-11-30 pI: 10.1

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

732 1 472.2592 -60.62 2 39.1 11.7 1 241-248 R.LLISADRR.S



Detailed Protein Report
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Protein 402: 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
Modification(s): Carbamidomethyl Sequence Coverage [%]: 21.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2793 1 846.4331 4.83 2 66.1 13.0 2 34-47 R.RSHHPESGCRTVLR.L Carbamidomethyl: 9

2006 1 1044.9286 -117.90 2 55.5 11.6 1 134-151 R.VYNVSQKLYAEHSLLDLP.-



Detailed Protein Report
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Protein 403: 1-phosphatidylinositol 3-phosphate 5-kinase isoform 2 [Homo sapiens]
Accession: gi|121583483 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 237.0
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.3
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

596 1 656.3887 96.05 2 36.0 14.0 1 112-123 R.KAEPTFGGHDPR.T

1652 1 911.3660 -108.75 2 50.9 10.6 0 2024-
2039

R.DDTSNELVVGIIDYIR.T



Detailed Protein Report
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Protein 404: 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



Detailed Protein Report
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Protein 405: up-regulator of cell proliferation isoform 2 [Homo sapiens]
Accession: gi|117968345 Score: 24.6
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

1901 12 698.8088 27.42 2 52.3 14.5 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 406: PREDICTED: protein Shroom4 isoform X2 [Homo sapiens]
Accession: gi|578838225 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.5
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.25 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

43 1 750.8112 -65.69 2 30.4 14.4 1 557-569 K.AHAHCGVRGGHWR.W Carbamidomethyl: 5 QD:QU 0.25

2564 1 731.7179 -190.01 2 60.7 10.2 2 822-834 R.KTSQSGREMAHSK.T Oxidation: 9



Detailed Protein Report
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Protein 407: 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: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1604 1 783.2767 -145.45 2 50.3 12.9 0 250-263 K.VSHPQEPMLTASPR.M Oxidation: 8



Detailed Protein Report
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Protein 408: smoothelin isoform e [Homo sapiens]
Accession: gi|333360860 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.8
Database Date: 2015-11-30 pI: 9.9
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

2098 2 938.2855 -133.64 2 54.8 13.7 0 1-19 -.MGGMGTPGDLHAACPSTTR.R Oxidation: 1



Detailed Protein Report
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Protein 409: PREDICTED: PDZ domain-containing protein 2 isoform X8 [Homo sapiens]
Accession: gi|578809880 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 289.4
Database Date: 2015-11-30 pI: 7.4

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

892 1 675.8467 18.44 4 41.2 12.0 1 76-100 K.ELGDTETVGLSFGNIPVFGDYGEKR.R



Detailed Protein Report
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Protein 410: zinc finger protein 99 [Homo sapiens]
Accession: gi|339418230 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.7
Database Date: 2015-11-30 pI: 10.5

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

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 411: PREDICTED: protein transport protein Sec16A isoform X5 [Homo sapiens]
Accession: gi|530426857 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.9
Database Date: 2015-11-30 pI: 5.7

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

2846 2 607.3426 -19.17 2 64.7 10.1 2 2001-
2011

K.RPGQAAKKETK.E



Detailed Protein Report
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Protein 412: putative RNA-binding protein 15B [Homo sapiens]
Accession: gi|54607124 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.1
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

609 1 666.9243 159.05 2 36.2 14.3 1 604-614 R.GRTTHSPYEER.S



Detailed Protein Report

610 / 1532

Protein 413: prolactin-inducible protein precursor [Homo sapiens]
Accession: gi|4505821 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.6
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2317 1 805.9036 -28.46 2 57.6 24.3 0 119-133 R.ELGICPDDAAVIPIK.N Carbamidomethyl: 5



Detailed Protein Report
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Protein 414: xylosyltransferase 1 precursor [Homo sapiens]
Accession: gi|28269693 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.5
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation 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

87 1 669.7442 115.37 3 29.8 12.8 2 68-91 R.RDLPAEPAAARGGGGGGGGGGGGR.G

2175 1 701.2622 -127.85 3 57.6 11.6 0 388-406 R.MATIWGGASLLSTYLQSMR.D Oxidation: 18



Detailed Protein Report
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Protein 415: PREDICTED: E3 ubiquitin-protein ligase MIB2 isoform X7 [Homo sapiens]
Accession: gi|578798430 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.6
Database Date: 2015-11-30 pI: 10.4

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

2600 1 835.4660 80.35 2 63.2 12.9 0 401-414 R.MAEHHSFWVGDVVR.V

1170 1 713.1709 -414.81 1 43.1 11.4 0 562-567 R.LLLQAR.A



Detailed Protein Report
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Protein 416: 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
QD:QU Median: 2.58 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

236 1 862.4518 -58.13 2 32.9 10.3 2 853-867 K.VANAVINLRHFKDVK.L QD:QU 2.58



Detailed Protein Report
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Protein 417: PREDICTED: E3 ubiquitin-protein ligase DTX4 isoform X1 [Homo sapiens]
Accession: gi|578821243 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.2
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Quantitation
QD:QU Median: 2.11 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

690 1 564.6885 -259.06 2 37.2 10.9 2 280-289 K.KGKTPEEVLK.K QD:QU 2.11



Detailed Protein Report
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Protein 418: 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 419: PREDICTED: pecanex-like protein 3 isoform X4 [Homo sapiens]
Accession: gi|530396772 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.4
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

1593 1 1172.1148 -1.72 2 50.1 24.2 2 161-181 R.DIKELVREQGSNNVIVTSADR.E



Detailed Protein Report
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Protein 420: myosin light chain kinase, smooth muscle isoform 3B [Homo sapiens]
Accession: gi|116008190 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.3
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.7
No. of unique Peptides: 2

Quantitation
QD:QU Median: 0.93 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

678 1 670.8078 -108.06 2 38.5 14.1 1 2-14 M.GDVKLVASSHISK.T QD:QU 0.93

2643 1 995.0088 -31.93 2 63.9 10.1 1 180-196 R.FSCKITGRPQPQVTWLK.G



Detailed Protein Report

619 / 1532

Protein 421: 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 422: 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 423: titin isoform novex-3 [Homo sapiens]
Accession: gi|110349721 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 631.2
Database Date: 2015-11-30 pI: 5.4

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

2534 1 921.5697 156.01 2 62.3 13.8 1 4501-
4516

R.ESRSSNLNANMYQAEK.M



Detailed Protein Report
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Protein 424: PREDICTED: centrosomal protein of 164 kDa isoform X10 [Homo sapiens]
Accession: gi|530397903 Score: 24.1
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 425: PREDICTED: zinc finger CCCH domain-containing protein 3 isoform X7 [Homo 
sapiens]

Accession: gi|578815908 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.0
Database Date: 2015-11-30 pI: 12.1

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

2689 1 701.3840 39.36 2 64.7 10.2 0 32-44 R.VAMTSWGPGRPSR.T



Detailed Protein Report
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Protein 426: 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: 1

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



Detailed Protein Report
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Protein 427: PREDICTED: focal adhesion kinase 1 isoform X12 [Homo sapiens]
Accession: gi|530389222 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.1
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

2292 1 920.6271 128.21 2 59.1 13.3 2 256-272 R.ALPSIPKLANSEKQGMR.T

2062 1 720.2626 -173.22 2 54.3 10.7 0 922-935 K.QMLTAAHALAVDAK.N



Detailed Protein Report
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Protein 428: 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 429: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2294 1 841.8204 -110.73 2 59.1 12.2 0 615-630 R.SVMTQMSSSLVSAAQR.A



Detailed Protein Report
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Protein 430: zinc finger homeobox protein 3 isoform B [Homo sapiens]
Accession: gi|258613987 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 306.5
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

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

2629 1 973.4760 -77.59 2 61.6 11.7 1 1730-
1745

R.LRTTITPEQLEILYQK.Y

2712 1 1006.4372 -42.21 3 65.0 12.3 2 2097-
2122

K.HFGINQTSYEGPKTECTLCGIKYSAR.L Carbamidomethyl: 16, 19
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Protein 431: PREDICTED: rotatin isoform X3 [Homo sapiens]
Accession: gi|578832429 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 229.9
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.0

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



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

10 1 1205.0326 -122.89 2 29.6 12.9 1 71-92 R.LVKYPPAVQHLVDVGAVEFLSK.L

2647 1 753.6332 -97.01 3 61.9 11.1 2 1877-
1895

R.AQKHALKANLIDNCMEQMK.H Carbamidomethyl: 14; 
Oxidation: 15



Detailed Protein Report
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Protein 432: tubulin polyglutamylase TTLL5 [Homo sapiens]
Accession: gi|50658079 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.5
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

2086 1 720.2523 -137.01 2 54.7 11.9 0 1024-
1035

R.YNQSMVTAELQR.L



Detailed Protein Report
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Protein 433: peroxisome biogenesis factor 1 isoform 3 [Homo sapiens]
Accession: gi|544186104 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.5
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

1391 1 1207.8676 86.30 1 45.9 12.7 2 233-242 K.IPRSLKLQPR.E



Detailed Protein Report
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Protein 434: short transient receptor potential channel 7 isoform 3 [Homo sapiens]
Accession: gi|262399375 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.2
Database Date: 2015-11-30 pI: 8.4

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

81 1 1120.1328 21.81 2 30.9 11.6 1 117-136 K.GYVRIVEAILNHPAFAQGQR.L



Detailed Protein Report
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Protein 435: phosphoglycolate phosphatase [Homo sapiens]
Accession: gi|108796653 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.0
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

44 1 634.4553 188.58 2 29.2 13.2 0 42-54 R.GETAVPGAPEALR.A

2202 1 1057.5324 -23.37 3 56.1 10.7 2 81-110 K.LRRLGFGGPAGPGASLEVFGTAYCTALYLR.Q Carbamidomethyl: 24



Detailed Protein Report
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Protein 436: PREDICTED: probable phospholipid-transporting ATPase IG isoform X3 [Homo 
sapiens]

Accession: gi|578838665 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.6
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 2
Quantitation
QD:QU Median: 0.67 CV: 88.43 % No. of Peptides: 2

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 QD:QU 1.44

223 1 491.6240 -189.17 2 31.5 12.8 0 782-789 K.CTAVLCCR.M Carbamidomethyl: 1, 6 QD:QU 0.32



Detailed Protein Report
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Protein 437: tubulin-specific chaperone E isoform a [Homo sapiens]
Accession: gi|4507375 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.3
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|118442828 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
tubulin-specific chaperone E isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

486 1 535.7503 -186.51 2 34.7 13.3 1 443-451 K.NQLLTLKIK.Y



Detailed Protein Report
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Protein 438: PREDICTED: ankyrin repeat domain-containing protein SOWAHC-like [Homo sapiens]
Accession: gi|341914886 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.7
Database Date: 2015-11-30 pI: 12.2

Sequence Coverage [%]: 7.8
No. of unique Peptides: 1

Quantitation
QD:QU 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

1819 1 719.7489 -178.16 2 51.3 10.6 0 106-120 R.NLCPGGSSLGAPPLR.T QD:QU 0.78



Detailed Protein Report
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Protein 439: reticulon-4 receptor-like 1 precursor [Homo sapiens]
Accession: gi|30425553 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.0
Database Date: 2015-11-30 pI: 10.3
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

2008 1 687.3490 4.76 2 55.5 10.2 0 275-288 R.GSSSAVPCVSPGLR.H Carbamidomethyl: 8



Detailed Protein Report
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Protein 440: 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



Detailed Protein Report
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Protein 441: PREDICTED: type I inositol 3,4-bisphosphate 4-phosphatase isoform X4 [Homo 
sapiens]

Accession: gi|578804269 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.5
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 2
Quantitation
QD:QU 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

2694 1 963.8006 5.32 3 64.8 12.9 1 615-639 R.
EWSEALYPLLTTLTDCVAMMSDKAK.
K

Carbamidomethyl: 16; 
Oxidation: 19

675 1 562.6665 -233.07 2 37.0 10.7 1 877-886 R.LNGVRFTSCK.S QD:QU 0.50



Detailed Protein Report
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Protein 442: PREDICTED: allograft inflammatory factor 1 isoform X2 [Homo sapiens]
Accession: gi|530381505 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.9
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 8.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530429518 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  allograft  inflammatory  factor  1  isoform  X2  [Homo  
sapiens]

gi|530429177 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  allograft  inflammatory  factor  1  isoform  X2  [Homo  
sapiens]

gi|530428888 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  allograft  inflammatory  factor  1  isoform  X2  [Homo  
sapiens]

gi|530428260 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  allograft  inflammatory  factor  1  isoform  X2  [Homo  
sapiens]

gi|530427928 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  allograft  inflammatory  factor  1  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1677 1 619.9559 5.16 3 51.2 23.6 1 54-69 K.YMEFDLNGNGDIGEKR.V



Detailed Protein Report
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Protein 443: probable ubiquitin carboxyl-terminal hydrolase FAF-Y [Homo sapiens]
Accession: gi|74319833 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 290.9
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.6

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

387 1 1294.0546 -51.53 2 34.8 12.0 0 2391-
2413

K.CMVALFSSCPVAYQILQGNGDLK.R Carbamidomethyl: 1, 9; 
Oxidation: 2



Detailed Protein Report
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Protein 444: 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



Detailed Protein Report
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Protein 445: 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



Detailed Protein Report
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Protein 446: PREDICTED: metabotropic glutamate receptor 4 isoform X1 [Homo sapiens]
Accession: gi|578811622 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.9
Database Date: 2015-11-30 pI: 9.8

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

1390 1 977.5200 -44.32 2 47.5 12.4 1 270-287 R.RIFLGLGMSISYAALLTK.T



Detailed Protein Report
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Protein 447: deoxyribonuclease-2-beta isoform 1 precursor [Homo sapiens]
Accession: gi|194473657 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 9.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2252 1 569.2585 -75.58 3 56.8 10.9 2 75-89 R.KSEQLMNDTKSVLGR.T

2758 1 1086.0280 -8.69 2 65.6 12.6 2 317-334 K.NRWTCIGDLNRSPHQAFR.S



Detailed Protein Report
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Protein 448: dual specificity protein kinase TTK isoform 2 [Homo sapiens]
Accession: gi|262399361 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.9
Database Date: 2015-11-30 pI: 9.2
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

309 1 936.1804 52.20 3 32.6 11.1 2 391-414 K.RKSECINQNPAASSNHWQIPELAR.K Carbamidomethyl: 5



Detailed Protein Report

655 / 1532

Protein 449: 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

Quantitation
QD:QU 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

333 1 734.3935 -67.03 2 34.1 13.3 0 1033-
1045

R.VPVLDTLIELVTR.G QD:QU 0.78

1877 1 1059.3256 -215.69 1 53.8 10.2 1 1400-
1408

K.RDGINSLER.K



Detailed Protein Report
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Protein 450: protein phosphatase 1 regulatory subunit 29 precursor [Homo sapiens]
Accession: gi|116268101 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.6
Database Date: 2015-11-30 pI: 8.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578836905 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein phosphatase 1 regulatory subunit 29 isoform X3 
[Homo sapiens]

gi|578836903 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 29 isoform X2 
[Homo sapiens]

gi|530419503 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 29 isoform X1 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1279 1 955.9599 -14.52 2 46.1 12.2 2 366-380 R.NSRRFNHTCLTFTTR.D Carbamidomethyl: 9



Detailed Protein Report
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Protein 451: 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



Detailed Protein Report
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Protein 452: PREDICTED: zinc finger and BTB domain-containing protein 38 isoform X2 [Homo 
sapiens]

Accession: gi|530374206 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.3
Database Date: 2015-11-30 pI: 9.3
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

2863 1 922.9727 -41.66 2 65.0 11.0 1 29-44 R.IRGILCDVTIIVEDTK.F Carbamidomethyl: 6



Detailed Protein Report
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Protein 453: PREDICTED: interferon regulatory factor 2 isoform X2 [Homo sapiens]
Accession: gi|530377663 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.1
Database Date: 2015-11-30 pI: 7.8
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

513 1 587.1711 -250.83 2 35.0 11.4 0 111-120 R.MLPLSERPSK.K Oxidation: 1



Detailed Protein Report
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Protein 454: protocadherin Fat 1 precursor [Homo sapiens]
Accession: gi|66346693 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 506.0
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578808907 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protocadherin Fat 1 isoform X3 [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

2147 1 719.8600 -56.51 2 55.4 10.9 1 1300-
1312

K.FFIEPKTGVVSSK.R



Detailed Protein Report
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Protein 455: PREDICTED: autophagy-related protein 2 homolog B isoform X1 [Homo sapiens]
Accession: gi|578825925 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.5
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.3
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

1611 1 621.3254 12.46 2 50.4 11.2 2 1590-
1601

R.HGRNTVCGGKGR.N



Detailed Protein Report
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Protein 456: low-density lipoprotein receptor-related protein 1B precursor [Homo sapiens]
Accession: gi|93102379 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 515.2
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation 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

2037 2 977.3860 -129.29 2 54.0 11.5 1 1364-
1381

K.LDGSLRTTLIAGAMEHPR.A Oxidation: 14
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668 / 1532

Protein 457: ectoderm-neural cortex protein 1 isoform 2 [Homo sapiens]
Accession: gi|375268727 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1958 2 948.3829 -82.11 2 53.0 13.0 0 220-236 K.TGHALFLLGGQTFMCDK.L Carbamidomethyl: 15
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Protein 458: tripartite motif-containing protein 5 isoform alpha [Homo sapiens]
Accession: gi|283046694 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.3
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 5.9

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530395903 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tripartite  motif-containing  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

1780 1 945.9067 -62.20 2 50.8 10.3 2 85-101 K.LSPEGQKVDHCARHGEK.L

1800 1 599.2749 39.82 2 52.8 12.9 0 482-493 K.CGVPMTLCSPSS.- Oxidation: 5
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Protein 459: 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
QD:QU 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

205 1 854.9273 -8.70 2 32.5 10.1 2 355-368 R.HLDDMVHCQQKKVK.Q QD:QU 0.67



Detailed Protein Report
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Protein 460: PREDICTED: arf-GAP with GTPase, ANK repeat and PH domain-containing protein 3 
isoform X2 [Homo sapiens]

Accession: gi|530386889 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.7
Database Date: 2015-11-30 pI: 11.8

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

1530 1 873.6409 147.98 2 47.7 10.1 1 345-359 K.KEIVVDGQSYLLLIR.D



Detailed Protein Report
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Protein 461: PREDICTED: serine/arginine-rich splicing factor 4 isoform X1 [Homo sapiens]
Accession: gi|578799577 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.4
Database Date: 2015-11-30 pI: 12.5

Sequence Coverage [%]: 6.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578799579 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: serine/arginine-rich splicing factor 4 isoform X2 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2024 1 788.7867 -118.83 2 53.8 11.0 1 1-14 -.MRQAGEVTYADAHK.G
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673 / 1532

Protein 462: transcriptional protein SWT1 [Homo sapiens]
Accession: gi|157502207 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 3.4
No. of unique Peptides: 2

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

69 1 665.8831 -34.85 2 29.6 12.5 2 515-527 R.NKGLISGVKSLSK.E



Detailed Protein Report
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Protein 463: nuclear receptor corepressor 2 isoform 2 [Homo sapiens]
Accession: gi|331284176 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 267.9
Database Date: 2015-11-30 pI: 8.0
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1
Quantitation
QD:QU Median: 0.07 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

1282 1 530.6426 -232.27 2 44.5 10.1 1 441-448 R.EKFMQHPK.N Oxidation: 4 QD:QU 0.07



Detailed Protein Report
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Protein 464: PREDICTED: immunoglobulin-like and fibronectin type III domain-containing protein 1 
isoform X3 [Homo sapiens]

Accession: gi|578801693 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 355.2
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 2
Quantitation
QD:QU 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

548 1 512.1851 -91.29 2 35.5 10.1 0 468-476 R.HGYSLMGDK.G Oxidation: 6 QD:QU 1.75

765 1 937.7156 -58.56 3 38.1 12.9 1 2411-
2439

R.
ETRLVDGAGPGVEPGMAGMPGTAGGMAHR.
D

Oxidation: 16, 19



Detailed Protein Report
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Protein 465: 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 466: PREDICTED: thyroid receptor-interacting protein 11 isoform X2 [Homo sapiens]
Accession: gi|530404931 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.3
Database Date: 2015-11-30 pI: 5.1

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

2902 1 836.7384 -37.57 3 65.4 10.0 2 1092-
1112

K.SMQEKTVVFQQERDQVMLALK.Q
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Protein 467: cadherin-6 preproprotein [Homo sapiens]
Accession: gi|4826673 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.3
Database Date: 2015-11-30 pI: 4.6

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

2713 2 701.4134 71.40 2 65.0 11.3 2 702-713 R.RTPTARDNTDVR.D
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683 / 1532

Protein 468: PREDICTED: ubiquilin-4 isoform X3 [Homo sapiens]
Accession: gi|530365094 Score: 22.9
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: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2774 2 937.4636 35.15 2 63.8 12.4 0 217-231 R.HMIMANPQMQQLMER.N Oxidation: 13

1812 1 916.3298 -105.96 2 53.0 10.4 1 284-298 R.RMYTDIQEPMFSAAR.E Oxidation: 2
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Protein 469: 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
QD:QU Median: 1.22 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

1252 1 918.2353 -276.27 1 45.8 10.9 0 54-61 K.TVQVEQSK.V

150 1 894.4204 -71.26 2 31.8 11.9 2 381-395 R.ILEQQNSSRTLEKNK.K QD:QU 1.22
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Protein 470: PREDICTED: histone-lysine N-methyltransferase EHMT1 isoform X7 [Homo sapiens]
Accession: gi|530426806 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.7
Database Date: 2015-11-30 pI: 5.5
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

1764 1 990.9536 23.24 2 50.6 10.5 1 621-638 R.VNNASYCPHCGEESSKAK.E Carbamidomethyl: 7
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Protein 471: otogelin precursor [Homo sapiens]
Accession: gi|471270262 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 314.6
Database Date: 2015-11-30 pI: 5.5
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

2044 1 1135.9200 78.97 3 54.1 22.8 1 921-951 R.GPCLSGCACPQGLLRHGDACFLPEECPCTWK.G Carbamidomethyl: 7, 9
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Protein 472: round spermatid basic protein 1-like protein [Homo sapiens]
Accession: gi|158534055 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.8
Database Date: 2015-11-30 pI: 9.6

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

1767 4 627.2880 -110.44 2 50.6 22.8 2 330-339 K.EPRVQNNLKR.L
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Protein 473: PREDICTED: arf-GAP with GTPase, ANK repeat and PH domain-containing protein 1 
isoform X8 [Homo sapiens]

Accession: gi|578803598 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.9
Database Date: 2015-11-30 pI: 9.8

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

139 1 768.0380 181.88 2 30.5 12.7 0 528-541 R.LTSQSEAMALQSIR.N
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Protein 474: PREDICTED: LOW QUALITY PROTEIN: hemicentin-2 [Homo sapiens]
Accession: gi|578818143 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 546.0
Database Date: 2015-11-30 pI: 5.5

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

61 1 623.8088 95.46 5 29.5 12.6 2 866-895 R.NVFGKVQAEARLIVTGHAPPQIASSAPTVR.V



Detailed Protein Report
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Protein 475: rap1 GTPase-activating protein 1 isoform c [Homo sapiens]
Accession: gi|224809582 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.3
Database Date: 2015-11-30 pI: 5.5

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

2007 1 660.8874 -123.62 3 53.6 11.5 1 534-551 K.SENSSTQSSPEMPTTKNR.A
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Protein 476: PREDICTED: protein aurora borealis isoform X1 [Homo sapiens]
Accession: gi|578825016 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.2
Database Date: 2015-11-30 pI: 4.6
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

1061 1 660.1801 -190.79 2 41.8 10.0 0 284-294 R.LQMYSGGTQYR.T Oxidation: 3
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Protein 477: E3 ubiquitin-protein ligase listerin [Homo sapiens]
Accession: gi|231573214 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 205.0
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

48 1 1097.0025 -131.66 2 30.5 11.6 2 1127-
1145

R.SREHGTLWSLIIAKLILSR.S
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Protein 478: coiled-coil domain-containing protein 171 [Homo sapiens]
Accession: gi|38348729 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.7
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

151 1 773.9066 22.69 2 31.9 12.1 1 541-554 K.EKAQAAQSESELQK.L
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Protein 479: CUB and sushi domain-containing protein 3 isoform 3 [Homo sapiens]
Accession: gi|205277354 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 387.1
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl 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

1304 1 661.3930 144.57 1 46.4 11.2 0 2937-
2941

R.QPECK.A Carbamidomethyl: 4



Detailed Protein Report
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Protein 480: PREDICTED: fatty-acid amide hydrolase 2 isoform X4 [Homo sapiens]
Accession: gi|530426388 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.2
Database Date: 2015-11-30 pI: 9.3

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

701 1 1099.6923 17.73 2 38.7 22.7 2 249-268 K.KVVVHLETILGASVQHVKLK.K
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Protein 481: PREDICTED: NAD-dependent protein deacylase sirtuin-5, mitochondrial isoform X3 
[Homo sapiens]

Accession: gi|530381706 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.7
Database Date: 2015-11-30 pI: 11.1
Modification(s): Oxidation Sequence Coverage [%]: 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

605 1 730.9957 75.86 2 36.2 11.8 1 255-266 R.LFLKPLPVMKMK.L Oxidation: 9



Detailed Protein Report
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Protein 482: multiple epidermal growth factor-like domains protein 8 isoform 2 precursor [Homo 
sapiens]

Accession: gi|145701025 Score: 22.7
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 [%]: 1.6

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

2125 1 1023.8906 -13.46 3 57.0 12.4 2 1-31 -.MALGKVLAMALVLALAVLGSLSPGARAGDCK.G Carbamidomethyl: 30; 
Oxidation: 1

1779 1 820.8211 -36.25 2 50.8 10.3 1 1000-
1012

R.WAYARCPDVDECR.L Carbamidomethyl: 12
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Protein 483: staphylococcal nuclease domain-containing protein 1 [Homo sapiens]
Accession: gi|77404397 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.9
Database Date: 2015-11-30 pI: 6.8
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

349 1 626.3170 35.99 3 34.4 11.5 1 733-747 R.GEFCIAKFVDGEWYR.A Carbamidomethyl: 4
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Protein 484: azurocidin preproprotein [Homo sapiens]
Accession: gi|11342670 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 11.9

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

2226 3 753.2849 -148.34 2 56.5 22.6 0 37-49 R.QFPFLASIQNQGR.H



Detailed Protein Report
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Protein 485: PREDICTED: tyrosine-protein phosphatase non-receptor type 11 isoform X2 [Homo 
sapiens]

Accession: gi|578824047 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
Database Date: 2015-11-30 pI: 7.9
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

360 1 559.1189 -258.27 2 33.2 10.9 0 449-458 K.GVDCDIDVPK.T Carbamidomethyl: 4
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Protein 486: zinc finger and SCAN domain-containing protein 29 [Homo sapiens]
Accession: gi|109715825 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.7
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.45 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 QD:QU 0.45



Detailed Protein Report
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Protein 487: 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 488: 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
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

1973 1 902.8715 -0.36 2 55.1 10.4 0 861-876 R.TPVSDDAESTSMFDMR.C Oxidation: 12



Detailed Protein Report

712 / 1532

Protein 489: dynein heavy chain 6, axonemal [Homo sapiens]
Accession: gi|194353966 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 475.7
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.6
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]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2662 1 698.0710 213.61 2 62.1 10.4 0 1359-
1372

R.LNALAAIVQGSLPK.L



Detailed Protein Report
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Protein 490: 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
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Protein 491: PAS domain-containing protein 1 [Homo sapiens]
Accession: gi|157785548 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.4
Database Date: 2015-11-30 pI: 4.8
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

2772 1 557.6353 40.20 3 65.8 22.5 1 451-465 K.DVKCFCGLSLSNSLK.N Carbamidomethyl: 4
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Protein 492: 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
Modification(s): Oxidation Sequence Coverage [%]: 10.4

No. of unique Peptides: 2
Quantitation
QD:QU 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

1653 1 698.3330 -119.22 3 50.9 11.2 1 2-23 M.
AVATAAAVLAALGGALWLAARR.
F

865 1 705.2586 -165.25 2 40.9 11.2 2 32-44 R.LRRGGDPGLMHGK.T Oxidation: 10 QD:QU 0.73



Detailed Protein Report
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Protein 493: 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 494: neuropathy target esterase isoform c [Homo sapiens]
Accession: gi|260656039 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.3
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

55 1 699.0697 59.10 3 29.4 10.8 0 1206-
1225

R.ADVLAFPSSGFTDLAEIVSR.I



Detailed Protein Report
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Protein 495: coiled-coil domain-containing protein 78 [Homo sapiens]
Accession: gi|199559954 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.5
Database Date: 2015-11-30 pI: 9.3
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

1714 1 917.4108 -54.09 2 50.0 11.5 1 1-17 -.MEHAATTGPRPGPPSRR.V Oxidation: 1



Detailed Protein Report
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Protein 496: 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: 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

1490 1 719.8392 -53.72 2 48.8 11.2 1 1445-
1456

R.HRAACLIQAHYR.G



Detailed Protein Report
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Protein 497: janus kinase and microtubule-interacting protein 3 [Homo sapiens]
Accession: gi|157502225 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.5
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 3.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578819295 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  janus  kinase  and  microtubule-interacting  protein  3  
isoform X7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2340 1 899.3808 -154.38 2 59.7 11.2 1 167-182 R.QVEEALTLVIQADKIK.A



Detailed Protein Report
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Protein 498: PREDICTED: sickle tail protein homolog isoform X17 [Homo sapiens]
Accession: gi|530392291 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 162.3
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
QD:QU Median: 6.19 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

588 1 581.7946 6.95 2 35.9 10.0 0 1008-
1017

R.LTESSVHDFK.T QD:QU 6.19



Detailed Protein Report
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Protein 499: PREDICTED: cyclin-dependent kinase 7 isoform X1 [Homo sapiens]
Accession: gi|530379082 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 8.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530430719 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cyclin-dependent kinase 7 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

50 1 662.2443 -185.28 2 29.3 10.8 0 47-58 K.DNSLVLTPSHIK.A



Detailed Protein Report
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Protein 500: PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X6 
[Homo sapiens]

Accession: gi|578823772 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 201.3
Database Date: 2015-11-30 pI: 10.2

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

52 1 717.7555 -144.48 2 30.5 11.1 0 1531-
1544

K.EASSPPAVTPSTYK.G



Detailed Protein Report
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Protein 501: PREDICTED: FERM domain-containing protein 4A isoform X7 [Homo sapiens]
Accession: gi|530392249 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.9
Database Date: 2015-11-30 pI: 9.6
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

2251 1 952.9306 -31.49 2 56.8 10.2 1 627-643 R.MPQMCKATSAALPQSQR.S Carbamidomethyl: 5



Detailed Protein Report
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Protein 502: 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 503: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2052 1 840.8203 -18.08 2 56.0 10.4 0 168-182 K.YMGQMCGLCGNFDGK.V Carbamidomethyl: 6



Detailed Protein Report
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Protein 504: metallothionein-4 [Homo sapiens]
Accession: gi|14269578 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.4
Database Date: 2015-11-30 pI: 10.8
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

1709 1 892.3390 4.69 2 51.7 11.6 1 33-47 K.SCCPCCPPGCAKCAR.G Carbamidomethyl: 2, 3, 6, 
10, 13



Detailed Protein Report
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Protein 505: PREDICTED: splicing factor, suppressor of white-apricot homolog isoform X1 [Homo 
sapiens]

Accession: gi|578824119 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.4
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

2815 1 698.3601 23.69 2 64.3 10.1 1 1-13 -.MYGASGGRAKPER.K Oxidation: 1



Detailed Protein Report
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Protein 506: cullin-4A isoform 2 [Homo sapiens]
Accession: gi|11140811 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.8
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|511772961 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
cullin-4A isoform 2 [Homo sapiens]

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 1 332-341 R.TLDKIMILFR.F

2723 1 774.4242 -43.85 2 63.0 11.3 2 564-575 K.LFRIKINQIQMK.E Oxidation: 11



Detailed Protein Report
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Protein 507: 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: 2
Quantitation
QD:QU 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

1190 3 644.3159 -45.97 2 45.0 10.9 1 64-74 K.CITIPRSLDGR.L Carbamidomethyl: 1 QD:QU 1.36

2171 1 862.9449 30.12 2 57.5 11.0 1 410-425 K.VLTQMGSPSIRCSSVS.- Carbamidomethyl: 12; 
Oxidation: 5



Detailed Protein Report
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Protein 508: rho guanine nucleotide exchange factor 19 [Homo sapiens]
Accession: gi|40255149 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.1
Database Date: 2015-11-30 pI: 8.0

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

2498 1 673.3379 -69.90 2 61.8 10.5 1 636-647 K.ELGKFAVFVHAK.M



Detailed Protein Report

736 / 1532

Protein 509: PREDICTED: zinc finger protein basonuclin-1 isoform X2 [Homo sapiens]
Accession: gi|578827289 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.6
Database Date: 2015-11-30 pI: 6.5
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

1802 1 990.7899 -140.63 2 51.0 10.5 1 2-17 M.CYCIGPQSRCSNNFFK.N Carbamidomethyl: 1, 10



Detailed Protein Report
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Protein 510: rho-associated protein kinase 2 [Homo sapiens]
Accession: gi|41872583 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2066 1 1044.9156 -114.45 2 56.2 11.5 2 583-600 R.KTQAESSKQIQQLESNNR.D

302 1 409.4394 -221.40 3 32.5 10.3 2 730-739 K.SEAMKEMEKK.L Oxidation: 7



Detailed Protein Report
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Protein 511: transcription factor SOX-6 isoform 3 [Homo sapiens]
Accession: gi|224967050 Score: 21.8
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1137 4 500.6373 -249.35 2 42.7 11.7 0 232-239 R.QQQEQIAR.Q

1327 1 660.9680 -58.76 3 46.7 10.1 0 344-363 K.MPSTPQPPNTAGTVSPTGIK.N



Detailed Protein Report
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Protein 512: 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
QD:QU Median: 0.82 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]



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

500 1 630.6311 -18.35 3 36.2 11.0 1 984-999 R.LRAALMESQGQQQEER.G Oxidation: 6 QD:QU 0.82

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 513: 2-oxoglutarate dehydrogenase-like, mitochondrial isoform c [Homo sapiens]
Accession: gi|221316669 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.2
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
QD:QU 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

865 1 676.8710 -83.95 2 39.3 10.8 2 91-102 R.GRLNVLANVIRK.D QD:QU 1.31



Detailed Protein Report
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Protein 514: protein MRVI1 isoform b [Homo sapiens]
Accession: gi|154091332 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.7
Database Date: 2015-11-30 pI: 5.7

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

2109 1 1065.5116 -99.60 2 54.9 11.2 2 181-199 R.LAPRPPPVEKSKEIAIEQK.E



Detailed Protein Report
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Protein 515: nischarin isoform 1 [Homo sapiens]
Accession: gi|66472382 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.5
Database Date: 2015-11-30 pI: 4.9

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

2021 1 890.3901 -125.48 2 55.7 10.8 0 359-375 K.TLNLAGNLLESLSGLHK.L



Detailed Protein Report
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Protein 516: phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1 isoform b [Homo sapiens]
Accession: gi|40254823 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.1
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Quantitation
QD:QU 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

623 1 584.8181 3.43 2 36.4 21.6 0 79-87 K.LDQLIEFYK.K QD:QU 0.90



Detailed Protein Report
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Protein 517: 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 [%]: 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

1765 1 917.4139 -26.15 2 50.6 11.4 2 242-257 K.NARNNKSEEAIDTESR.L



Detailed Protein Report
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Protein 518: 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



Detailed Protein Report
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Protein 519: PREDICTED: cleavage and polyadenylation specificity factor subunit 7 isoform X5 
[Homo sapiens]

Accession: gi|530397403 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 7.1
No. of unique Peptides: 2

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

1937 1 794.7610 -177.32 2 54.6 10.1 0 36-50 K.GYAEVVVASENSVHK.L

2417 1 572.6438 -211.80 2 58.9 11.5 0 317-328 K.SYSVGASGSSSR.K



Detailed Protein Report
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Protein 520: protein FAM83F [Homo sapiens]
Accession: gi|156564372 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.5
Database Date: 2015-11-30 pI: 9.2

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

1194 1 628.4650 156.14 3 43.4 11.0 2 310-326 R.VGLHYSSTVARKLINPK.Y



Detailed Protein Report
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Protein 521: inhibitor of nuclear factor kappa-B kinase subunit alpha [Homo sapiens]
Accession: gi|62241001 Score: 21.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.6
Database Date: 2015-11-30 pI: 6.3
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

2406 1 665.3146 -54.38 2 60.5 21.5 0 366-377 R.KPASQCVLDGVR.G Carbamidomethyl: 6



Detailed Protein Report
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Protein 522: transcription initiation factor TFIID subunit 4B [Homo sapiens]
Accession: gi|148792970 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.0
Database Date: 2015-11-30 pI: 10.4
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

2538 3 913.4572 17.18 2 62.4 21.4 1 835-848 R.ICLRDLIFCMEQER.E Carbamidomethyl: 2



Detailed Protein Report
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Protein 523: PREDICTED: uncharacterized protein LOC102725205, partial [Homo sapiens]
Accession: gi|578845222 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 3.8
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1138 1 983.4246 -85.91 2 44.4 11.1 1 82-103 R.TAVVGRIPGAGMPAGAGGPACR.C

992 1 647.6724 -181.96 2 40.9 10.3 0 614-625 K.VEYADGGMPEAR.L



Detailed Protein Report
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Protein 524: ubiquitin-associated and SH3 domain-containing protein A isoform 3 [Homo sapiens]
Accession: gi|343478263 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.1
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 8.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

869 1 955.4602 -71.25 3 39.3 10.1 1 20-47 R.SSPSLLEPLLAMGFPVHTALKALAATGR.K Oxidation: 12

2807 1 937.4543 -19.47 2 64.2 11.3 0 217-233 R.AIPLGHSCQWTAALYSR.D



Detailed Protein Report
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Protein 525: 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
Quantitation
QD:QU Median: 0.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

88 1 877.8653 -84.40 2 31.0 21.3 2 193-208 K.IMHPSSRSPQNSGGRK.S Oxidation: 2 QD:QU 0.82
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Protein 526: PREDICTED: CAS1 domain-containing protein 1 isoform X2 [Homo sapiens]
Accession: gi|578814529 Score: 21.3
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: 1
Quantitation
QD:QU Median: 1.91 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

175 2 793.8315 -49.90 2 32.2 21.3 1 160-173 R.RQPQCCPCAAPLSR.S Carbamidomethyl: 8 QD:QU 1.91
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Protein 527: 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 528: PREDICTED: zinc finger protein 451 isoform X2 [Homo sapiens]
Accession: gi|530381758 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.8
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 1
Quantitation
QD:QU 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

2396 1 832.2427 -131.97 2 58.6 10.3 0 610-622 R.ICEDMFDSQEYVK.Q Carbamidomethyl: 2 QD:QU 0.71
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Protein 529: PDZ domain-containing RING finger protein 4 isoform 2 [Homo sapiens]
Accession: gi|142976783 Score: 21.3
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
QD:QU 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

1046 1 639.3055 -106.40 2 41.6 11.1 2 369-378 R.FRQLLELKCK.I QD:QU 0.46



Detailed Protein Report

759 / 1532

Protein 530: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

814 1 737.3793 37.51 3 40.2 10.9 0 164-186 K.GIGMGNIGPAGMGMEGIGFGINK.M Oxidation: 4, 12
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760 / 1532

Protein 531: noelin isoform 2 precursor [Homo sapiens]
Accession: gi|5453547 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 10.2
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

2540 1 856.9279 52.38 2 62.4 10.2 0 55-69 R.CICTVVAPQQTMCSR.D Carbamidomethyl: 1; 
Oxidation: 12

1127 1 759.8346 -63.26 2 44.2 11.0 0 83-95 K.VQNMSQSIEVLDR.R



Detailed Protein Report
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Protein 532: 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

Quantitation
QD:QU 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

1179 1 941.4167 -103.81 2 44.9 10.9 1 193-208 R.MRVDIEVDPLQLLGQR.A QD:QU 0.87



Detailed Protein Report
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Protein 533: 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



Detailed Protein Report
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Protein 534: 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



Detailed Protein Report
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Protein 535: PREDICTED: apolipophorins-like [Homo sapiens]
Accession: gi|578797156 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.4
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578828430 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: apolipophorins-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2604 1 913.4894 86.61 2 63.2 21.0 0 657-673 R.HVPGPSEVQSCTGEEGR.Q Carbamidomethyl: 11
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Protein 536: kinesin-like protein KIF20B isoform 2 [Homo sapiens]
Accession: gi|46049114 Score: 21.0
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 [%]: 2.0

No. of unique Peptides: 1

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]

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 537: 2'-5'-oligoadenylate synthase 2 isoform 1 [Homo sapiens]
Accession: gi|74229019 Score: 21.0
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: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2142 2 596.7577 -225.65 2 57.2 10.2 2 556-566 R.KLKPKGSLPPK.Y

1541 1 669.8176 -79.84 2 49.5 10.7 2 707-717 R.SHRILNNNSKR.N
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Protein 538: 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 539: PREDICTED: membrane-associated guanylate kinase, WW and PDZ domain-
containing protein 2 isoform X1 [Homo sapiens]

Accession: gi|530386693 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.1
Database Date: 2015-11-30 pI: 5.9

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

301 1 638.3361 5.51 2 33.8 10.3 0 374-384 R.TQFENPVLEAK.R



Detailed Protein Report
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Protein 540: PREDICTED: ataxin-7-like protein 1 isoform X1 [Homo sapiens]
Accession: gi|530385637 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
Database Date: 2015-11-30 pI: 10.5
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

92 1 726.3490 -5.83 3 31.1 10.2 1 121-140 R.RHGSMCRPSPSPVSPASNPR.T Carbamidomethyl: 6
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Protein 541: glycolipid transfer protein domain-containing protein 2 precursor [Homo sapiens]
Accession: gi|304571945 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.6
Database Date: 2015-11-30 pI: 11.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.7

No. of unique Peptides: 2
Quantitation
QD:QU 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

2172 1 900.3349 -132.49 2 55.8 10.4 2 72-87 K.QPPCLGPRGMLGRMMR.R

366 1 800.8792 -30.48 2 34.5 10.5 0 247-261 R.LLELACPGATEAEAR.A Carbamidomethyl: 6 QD:QU 1.44
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Protein 542: 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 543: PREDICTED: centrosomal protein of 290 kDa isoform X4 [Homo sapiens]
Accession: gi|530400856 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 234.7
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.77 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

1299 1 500.8071 -19.25 2 46.4 10.4 2 2-9 M.QKLSLRQK.S QD:QU 0.77
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776 / 1532

Protein 544: PREDICTED: ribosomal protein S6 kinase-like 1 isoform X5 [Homo sapiens]
Accession: gi|530404733 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.3
Database Date: 2015-11-30 pI: 7.0
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

2112 1 1072.4083 -80.50 2 56.8 10.0 0 2-21 M.SLVACECLPSPGLEPEPCSR.A Carbamidomethyl: 18
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Protein 545: NF-X1-type zinc finger protein NFXL1 [Homo sapiens]
Accession: gi|89363020 Score: 20.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.3
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

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



Detailed Protein Report
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Protein 546: cytoskeleton-associated protein 2 isoform 3 [Homo sapiens]
Accession: gi|557878731 Score: 20.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.2
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

2617 1 732.5346 128.71 1 63.5 10.7 0 572-577 K.FLTPVR.R



Detailed Protein Report
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Protein 547: 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
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Protein 548: PREDICTED: transmembrane and coiled-coil domains protein 2 isoform X7 [Homo 
sapiens]

Accession: gi|530365798 Score: 20.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 5.5

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

1834 1 682.2742 -131.55 3 53.3 10.2 1 146-167 K.DVGANVRAGISGFGGGVVEGVK.G



Detailed Protein Report
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Protein 549: PREDICTED: monocarboxylate transporter 8 isoform X1 [Homo sapiens]
Accession: gi|530421807 Score: 20.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
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

2201 1 916.4855 -5.38 2 56.1 20.5 0 355-371 K.ETWVLLVCIGATSGLGR.L Carbamidomethyl: 8
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Protein 550: 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: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

114 1 1234.5408 -47.71 2 31.4 10.3 1 9-30 R.LGHCHPLRIMGSVDQEEPNAHK.V

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 551: PREDICTED: zinc finger protein 717 isoform X8 [Homo sapiens]
Accession: gi|578805503 Score: 20.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.9
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl 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

2173 1 1273.4977 -108.18 2 55.8 10.1 1 245-267 K.ACNNSAVIVQVITQVGQPTCCRK.S Carbamidomethyl: 2, 21
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Protein 552: PREDICTED: serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A 
beta isoform isoform X5 [Homo sapiens]

Accession: gi|578822285 Score: 20.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.9
Database Date: 2015-11-30 pI: 5.3

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

49 1 776.2880 -178.77 2 30.5 10.1 2 46-58 R.DRNAAPQLRLNQR.G

2800 1 942.9802 -36.08 2 64.1 10.2 0 436-452 R.LNIISNLDCVNEVIGIR.Q



Detailed Protein Report
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Protein 553: PREDICTED: lipopolysaccharide-responsive and beige-like anchor protein isoform X6 
[Homo sapiens]

Accession: gi|530378481 Score: 20.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 173.9
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.5
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1142 1 555.2290 -64.32 2 44.4 10.2 0 803-812 K.QHPDPDSSVK.I

1642 1 698.8555 -54.14 2 50.8 10.1 0 1488-
1501

K.SPVDIVTGGISPVR.D



Detailed Protein Report
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Protein 554: Down syndrome cell adhesion molecule-like protein 1 [Homo sapiens]
Accession: gi|21359935 Score: 20.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 230.5
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 0.9
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

2598 1 728.7090 -26.65 3 61.1 20.2 2 867-884 K.ELNCTARGERPIIIRWEK.G



Detailed Protein Report
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Protein 555: PREDICTED: uncharacterized protein C4orf50 [Homo sapiens]
Accession: gi|530358255 Score: 20.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.6
Database Date: 2015-11-30 pI: 5.4

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

1707 5 1273.8380 122.41 1 51.6 20.2 0 449-459 K.DIVLGIEDMIR.A
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Protein 556: 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 557: 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 558: replication factor C subunit 4 [Homo sapiens]
Accession: gi|4506491 Score: 19.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.7
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|31881687 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
replication factor C subunit 4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1817 2 727.2971 -204.84 2 51.2 19.9 2 206-217 K.IQQQRLLDIAKK.E



Detailed Protein Report

794 / 1532

Protein 559: 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
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Protein 560: 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 561: PREDICTED: myotubularin-related protein 12 isoform X5 [Homo sapiens]
Accession: gi|530378841 Score: 19.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.8
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

1197 1 662.2827 -107.94 1 45.1 19.7 0 278-283 K.MSALPK.E Oxidation: 1



Detailed Protein Report

797 / 1532

Protein 562: 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 563: 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
QD:QU Median: 0.96 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

864 1 647.7154 -186.04 2 40.9 19.5 0 1-12 -.MNLVAVMGAFNK.G QD:QU 0.96



Detailed Protein Report
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Protein 564: PREDICTED: alpha-(1,3)-fucosyltransferase 11 isoform X4 [Homo sapiens]
Accession: gi|578819000 Score: 19.5
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

508 2 464.6701 -41.63 2 35.0 19.5 0 343-349 K.NDEEYMK.Y



Detailed Protein Report
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Protein 565: calcium/calmodulin-dependent protein kinase type II subunit delta isoform 2 [Homo 
sapiens]

Accession: gi|26667189 Score: 19.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1
Quantitation
QD:QU 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

681 1 625.0022 -34.99 3 38.5 19.4 2 252-268 K.MLTINPAKRITASEALK.H Oxidation: 1 QD:QU 0.40



Detailed Protein Report
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Protein 566: 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

Quantitation
QD:QU Median: 11.07 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

217 2 728.3427 -30.59 2 32.7 19.4 0 26-38 K.LGHPDTLNQGEFK.E QD:QU 11.07



Detailed Protein Report
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Protein 567: PREDICTED: zinc finger transcription factor Trps1 isoform X4 [Homo sapiens]
Accession: gi|530389293 Score: 19.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.4
Database Date: 2015-11-30 pI: 8.3
Modification(s): Carbamidomethyl, 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

1488 1 955.7431 8.20 3 47.1 19.3 2 508-531 K.KDFSSKGAEDNMVTSYNCQFCDFR.Y Carbamidomethyl: 21; 
Oxidation: 12



Detailed Protein Report
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Protein 568: zinc finger protein 19 [Homo sapiens]
Accession: gi|38045956 Score: 19.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.4
Database Date: 2015-11-30 pI: 9.1
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

2142 1 882.4021 13.71 2 55.4 19.2 0 350-364 R.IHSEEKPFDCVDCGK.A Carbamidomethyl: 13



Detailed Protein Report
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Protein 569: uncharacterized protein KIAA1107 [Homo sapiens]
Accession: gi|197245440 Score: 19.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.4
Database Date: 2015-11-30 pI: 5.8
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

2225 1 916.3247 -158.70 2 56.5 19.1 2 273-290 K.KATGKDSPCLSIAGPSSR.S Carbamidomethyl: 9



Detailed Protein Report

805 / 1532

Protein 570: putative sodium-coupled neutral amino acid transporter 10 isoform a [Homo sapiens]
Accession: gi|83921602 Score: 19.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.7
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

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 571: PREDICTED: nucleolar complex protein 3 homolog isoform X1 [Homo sapiens]
Accession: gi|530394138 Score: 19.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.7
Database Date: 2015-11-30 pI: 10.1

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

2876 1 1132.6192 -5.27 2 65.1 19.1 2 215-235 K.KMHIAALASAILSDPENNIKK.L



Detailed Protein Report
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Protein 572: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1080 1 795.3895 26.37 3 43.6 18.6 1 208-227 R.IHTGEKPFQCNECGKAFFDR.S Carbamidomethyl: 10



Detailed Protein Report

808 / 1532

Protein 573: 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 574: 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 575: PREDICTED: orofacial cleft 1 candidate gene 1 protein [Homo sapiens]
Accession: gi|530358739 Score: 18.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530435542 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  orofacial  cleft  1  candidate  gene  1  protein  [Homo  
sapiens]

gi|530382966 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  orofacial  cleft  1  candidate  gene  1  protein  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

48 1 630.8632 146.24 2 29.3 18.3 0 206-217 R.FSVCCSSVADSR.Y



Detailed Protein Report
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Protein 576: PREDICTED: period circadian protein homolog 1 isoform X2 [Homo sapiens]
Accession: gi|530410420 Score: 18.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.2
Database Date: 2015-11-30 pI: 5.7
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

2488 1 673.3201 -14.80 3 61.7 18.2 1 1081-
1097

R.VMMTYQVPSRDMTSVLK.Q Oxidation: 2, 12



Detailed Protein Report
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Protein 577: macrophage mannose receptor 1 precursor [Homo sapiens]
Accession: gi|4505245 Score: 18.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.9
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

1638 1 1069.9824 -53.73 2 49.0 18.2 2 324-341 K.NAKWENLECVQKLGYICK.K



Detailed Protein Report
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Protein 578: protein phosphatase 1 regulatory subunit 26 [Homo sapiens]
Accession: gi|45387958 Score: 18.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique 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]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1803 1 590.7798 -21.71 2 52.9 18.1 0 881-891 K.EPAPPPGVCTR.S Carbamidomethyl: 9



Detailed Protein Report
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Protein 579: PREDICTED: transmembrane 7 superfamily member 3 isoform X1 [Homo sapiens]
Accession: gi|530399194 Score: 18.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.7
Database Date: 2015-11-30 pI: 6.4
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

2409 1 954.4178 -134.28 2 58.8 18.1 2 214-230 K.HLQRMVSVPQVKASALK.V Oxidation: 5



Detailed Protein Report
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Protein 580: PREDICTED: putative L-type amino acid transporter 1-like protein MLAS-like [Homo 
sapiens]

Accession: gi|578846041 Score: 18.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 8.9

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

1084 1 705.1875 -311.96 1 42.0 18.1 1 26-31 K.MLASKR.A



Detailed Protein Report
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Protein 581: PREDICTED: protein DBF4 homolog B isoform X7 [Homo sapiens]
Accession: gi|578831452 Score: 18.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.4
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl 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

1527 2 472.2297 42.07 2 49.3 18.1 0 440-448 K.LLCPGGHSC.- Carbamidomethyl: 9



Detailed Protein Report
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Protein 582: 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

818 / 1532

Protein 583: 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

819 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



Detailed Protein Report

820 / 1532

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

821 / 1532

Protein 584: PREDICTED: SCAN domain-containing protein 3 isoform X1 [Homo sapiens]
Accession: gi|578840800 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.8
Database Date: 2015-11-30 pI: 7.5
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

1614 1 873.9372 77.88 2 48.7 17.9 0 362-377 R.SMQQTPCESAFSSEAK.L Oxidation: 2



Detailed Protein Report

822 / 1532

Protein 585: 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 586: mesencephalic astrocyte-derived neurotrophic factor precursor [Homo sapiens]
Accession: gi|299523086 Score: 17.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.7
Database Date: 2015-11-30 pI: 9.8

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

2038 2 696.9685 -53.02 3 55.9 17.7 2 69-87 R.GKENRLCYYIGATDDAATK.I



Detailed Protein Report

824 / 1532

Protein 587: 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 588: 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 589: aldo-keto reductase family 1 member C2 isoform 2 [Homo sapiens]
Accession: gi|207028673 Score: 17.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.7
Database Date: 2015-11-30 pI: 8.9

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

2935 1 859.1202 17.35 3 65.9 17.7 1 10-33 K.LNDGHFMPVLGFGTYAPAEVPKSK.A



Detailed Protein Report
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Protein 590: potassium channel subfamily K member 10 isoform 2 [Homo sapiens]
Accession: gi|20143944 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.3
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

1557 2 494.2527 -64.89 2 49.7 17.6 1 3-10 K.FPIETPRK.Q



Detailed Protein Report
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Protein 591: PREDICTED: suppression of tumorigenicity 18 protein isoform X4 [Homo sapiens]
Accession: gi|578815754 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.1
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation 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

1743 1 560.7234 -123.45 2 52.1 17.6 1 341-350 R.QTKVIDMGGR.Q Oxidation: 7



Detailed Protein Report
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Protein 592: 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 593: uncharacterized protein KIAA0930 isoform b [Homo sapiens]
Accession: gi|57863295 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 5.9
No. of unique Peptides: 1

Quantitation
QD:QU 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

169 1 826.3632 22.55 3 30.9 17.2 0 261-284 R.
VSTGDTSPCGTEEDSSPASPMHER.
V

QD:QU 1.83



Detailed Protein Report
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Protein 594: histone demethylase UTY isoform 1 [Homo sapiens]
Accession: gi|33188429 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, 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

1890 1 1036.8846 -114.40 2 54.0 17.2 1 1-20 -.MKSCAVSLTTAAVAFGDEAK.K Carbamidomethyl: 4; 
Oxidation: 1



Detailed Protein Report
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Protein 595: 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
Quantitation
QD:QU Median: 0.43 CV: 0.00 % No. of 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 Ratios

1 1 819.8504 -66.08 2 29.4 17.2 2 94-105 K.EMMKETFKYFLR.E Oxidation: 2 QD:QU 0.43



Detailed Protein Report
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Protein 596: probable RNA-binding protein 46 isoform 3 [Homo sapiens]
Accession: gi|461496493 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.2
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578808850 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  probable  RNA-binding  protein  46  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2007 2 719.2958 -4.73 2 55.5 17.2 0 2-14 M.NEENIDGTNGCSK.V Carbamidomethyl: 11



Detailed Protein Report

834 / 1532

Protein 597: probable G-protein coupled receptor 179 precursor [Homo sapiens]
Accession: gi|93352554 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 257.2
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.42 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

881 4 509.2453 -102.22 2 41.1 17.2 1 1195-
1204

R.AGKTGLAMLR.Q QD:QU 0.42



Detailed Protein Report
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Protein 598: ankyrin repeat domain-containing protein SOWAHB [Homo sapiens]
Accession: gi|71274172 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.7
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

1748 1 945.9280 -39.73 2 50.4 17.1 1 91-111 R.EPPAAAPSAGGAAPCSPRGAR.R



Detailed Protein Report
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Protein 599: PREDICTED: SH3 domain-containing RING finger protein 3 isoform X2 [Homo sapiens]
Accession: gi|578804249 Score: 17.1
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
Quantitation
QD:QU 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

738 1 705.1981 -212.15 2 37.8 17.1 1 493-503 R.VLEKCQDGWFK.G Carbamidomethyl: 5 QD:QU 0.35



Detailed Protein Report

839 / 1532

Protein 600: centromere protein X isoform 3 [Homo sapiens]
Accession: gi|401871068 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.5
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 17.2
No. of unique Peptides: 1

Quantitation
QD:QU 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

685 1 566.7912 -18.08 2 37.1 17.0 2 25-34 K.DDKTKEAAVR.G QD:QU 0.49



Detailed Protein Report
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Protein 601: zinc finger protein 586 isoform b [Homo sapiens]
Accession: gi|116812602 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.8
Database Date: 2015-11-30 pI: 10.5
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

2516 1 715.3738 -22.06 2 62.0 17.0 0 190-203 R.GLMSAVNVGDPLLK.T Oxidation: 3



Detailed Protein Report
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Protein 602: conserved oligomeric Golgi complex subunit 1 [Homo sapiens]
Accession: gi|21237783 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.9
Database Date: 2015-11-30 pI: 7.1

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

2511 1 941.9690 8.39 2 62.0 16.9 1 72-89 R.CAVGLVDAVKATDQYCAR.L



Detailed Protein Report
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Protein 603: probable G-protein coupled receptor 116 precursor [Homo sapiens]
Accession: gi|148719671 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.4
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|148719673 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
probable G-protein coupled receptor 116 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2911 1 671.8322 16.14 2 65.6 16.9 0 133-142 R.CLHNLICQER.D Carbamidomethyl: 1, 7



Detailed Protein Report
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Protein 604: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2170 1 682.3011 -106.73 3 57.5 16.9 2 81-97 K.YLTSLKNLHLSGNRICR.F Carbamidomethyl: 16



Detailed Protein Report

844 / 1532

Protein 605: PREDICTED: iron-sulfur cluster assembly enzyme ISCU, mitochondrial isoform X1 
[Homo sapiens]

Accession: gi|530400013 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.9
Database Date: 2015-11-30 pI: 10.5
Modification(s): Oxidation Sequence Coverage [%]: 10.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2964 1 619.9693 5.46 3 66.2 16.9 2 141-156 R.KEGMRNISLNASMEVY.- Oxidation: 4



Detailed Protein Report
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Protein 606: dynein heavy chain 12, axonemal isoform 1 [Homo sapiens]
Accession: gi|194440727 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 356.7
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 0.4
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

1721 1 646.7566 -109.88 2 51.8 16.9 1 1602-
1612

R.EFALSETPDRK.W



Detailed Protein Report
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Protein 607: 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
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Protein 608: 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
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Protein 609: 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
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Protein 610: tubby-related protein 4 isoform 1 [Homo sapiens]
Accession: gi|55953100 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.9
Database Date: 2015-11-30 pI: 8.3

Sequence Coverage [%]: 1.2
No. of unique 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]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2366 1 649.2906 -70.12 3 60.0 16.8 2 1340-
1357

K.RLDSRAEEGSVQAITEGK.V



Detailed Protein Report

852 / 1532

Protein 611: 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
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Protein 612: E3 ubiquitin-protein ligase RNF128 isoform 2 precursor [Homo sapiens]
Accession: gi|37588871 Score: 16.8
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

1366 2 1207.8238 107.80 2 45.6 16.8 2 150-171 K.GTKILQSIQRGIQVTMVIEVGK.K Oxidation: 16



Detailed Protein Report
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Protein 613: von Willebrand factor D and EGF domain-containing protein precursor [Homo sapiens]
Accession: gi|209571555 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.7
Database Date: 2015-11-30 pI: 5.3
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

2213 1 916.8887 8.94 2 56.3 16.8 0 165-181 R.LHPCGSDETETGGDCVR.Q Carbamidomethyl: 15



Detailed Protein Report
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Protein 614: 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
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Protein 615: PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein LOC100129528 [Homo 
sapiens]

Accession: gi|530401977 Score: 16.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.6
Database Date: 2015-11-30 pI: 12.2

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530437161 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  LOW  QUALITY  PROTEIN:  uncharacterized  protein  
LOC100129528 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2039 1 942.3107 -153.18 2 54.0 16.7 0 35-53 K.GPGSTSCPRPLQEGTPGSR.A



Detailed Protein Report
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Protein 616: PREDICTED: E3 ubiquitin-protein ligase Hakai isoform X1 [Homo sapiens]
Accession: gi|578814630 Score: 16.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.8
Database Date: 2015-11-30 pI: 9.6

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

2201 1 753.7596 78.65 3 57.9 16.7 2 34-53 R.IEQCTRGSLFMCSIVQGCKR.T



Detailed Protein Report
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Protein 617: poly(A)-specific ribonuclease PARN-like domain-containing protein 1 isoform 2 
precursor [Homo sapiens]

Accession: gi|27735155 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.1
Database Date: 2015-11-30 pI: 9.6
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

1449 1 405.2085 15.16 2 48.3 16.6 0 442-447 K.FQNLCK.F Carbamidomethyl: 5



Detailed Protein Report
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Protein 618: prolargin precursor [Homo sapiens]
Accession: gi|4506041 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.8
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|41349454 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
prolargin precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1136 1 1207.6290 -47.21 3 44.3 16.6 2 2-34 M.RSPLCWLLPLLILASVAQGQPTRRPRPGTGPGR.R Carbamidomethyl: 5



Detailed Protein Report
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Protein 619: olfactory receptor 51A2 [Homo sapiens]
Accession: gi|52317146 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.1
Database Date: 2015-11-30 pI: 10.0

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

2802 1 665.3571 -56.63 2 64.1 16.5 2 302-312 R.VRVVAKLCQWK.I



Detailed Protein Report
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Protein 620: SLAM family member 7 isoform g [Homo sapiens]
Accession: gi|543583727 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1671 1 1058.9456 -92.93 2 51.2 16.5 2 97-114 R.NFSSPILARKLCEENNPK.G Carbamidomethyl: 12



Detailed Protein Report
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Protein 621: interferon-related developmental regulator 2 [Homo sapiens]
Accession: gi|197333755 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.8
Database Date: 2015-11-30 pI: 9.3

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

1054 1 849.7307 -100.08 3 41.7 16.5 2 193-218 K.KGKGEEQALAAAVLGLLCVQLGPGPK.G



Detailed Protein Report
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Protein 622: 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
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Protein 623: PREDICTED: zinc finger protein 646 isoform X3 [Homo sapiens]
Accession: gi|530409439 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 198.5
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.4

No. of unique Peptides: 1

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]

1417 7 1023.6578 178.56 1 47.9 16.5 0 1557-
1564

R.HYCLLCSK.E Carbamidomethyl: 3



Detailed Protein Report
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Protein 624: PREDICTED: nuclear pore complex protein Nup214 isoform X4 [Homo sapiens]
Accession: gi|530427224 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 209.0
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 0.9
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



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

1945 2 1023.3932 -98.93 2 54.7 16.5 2 670-687 R.TSKACFQVGTSEEMKMLR.T



Detailed Protein Report
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Protein 625: lipocalin-1 isoform 3 precursor [Homo sapiens]
Accession: gi|357933621 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.1
Database Date: 2015-11-30 pI: 9.9

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

362 1 529.2876 15.71 3 34.5 16.5 1 130-142 R.GAETPRTTWKPWR.T



Detailed Protein Report
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Protein 626: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

719 1 690.8999 -31.62 2 39.0 16.5 2 402-413 R.TFLRAVTKLGFK.I



Detailed Protein Report
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Protein 627: 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

872 / 1532

Protein 628: 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
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Protein 629: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1924 1 768.8264 -78.40 2 54.4 16.4 0 43-57 K.CVFVGEMAAQVGAVR.V



Detailed Protein Report
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Protein 630: zinc finger and SCAN domain-containing protein 30 isoform 2 [Homo sapiens]
Accession: gi|569026709 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.5
Database Date: 2015-11-30 pI: 10.1

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

1677 1 956.4573 -48.17 2 49.5 16.4 2 51-68 K.QKGNAAGNKISQLPSQDR.H



Detailed Protein Report
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Protein 631: bone morphogenetic protein 1 isoform 1 precursor [Homo sapiens]
Accession: gi|4502421 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.8
Database Date: 2015-11-30 pI: 9.7

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

2634 3 753.8426 -101.90 2 61.7 16.4 1 525-537 R.LWLKFVSDGSINK.A



Detailed Protein Report
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Protein 632: protein-glutamine gamma-glutamyltransferase 5 isoform 2 [Homo sapiens]
Accession: gi|4759230 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.9
Database Date: 2015-11-30 pI: 5.9
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

2196 1 961.3531 -82.76 2 56.1 16.4 0 193-208 R.YGQCWVFAAVMCTVMR.C Carbamidomethyl: 4



Detailed Protein Report
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Protein 633: 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
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Protein 634: 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
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Protein 635: PREDICTED: synaptojanin-2 isoform X3 [Homo sapiens]
Accession: gi|530384175 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.5
Database Date: 2015-11-30 pI: 6.9

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

1895 1 643.2981 -123.24 2 54.1 16.3 0 28-39 K.TLGLSSKPIVDR.F



Detailed Protein Report
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Protein 636: zinc finger C3H1 domain-containing protein [Homo sapiens]
Accession: gi|87116683 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 226.2
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 1.2

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

750 1 937.7415 -84.31 3 37.9 16.3 1 1135-
1157

K.TMEVKPCPFRPYHSPLLVFKSYR.F Oxidation: 2



Detailed Protein Report
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Protein 637: 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
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Protein 638: peptidyl-prolyl cis-trans isomerase D [Homo sapiens]
Accession: gi|4826932 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.7
Database Date: 2015-11-30 pI: 6.9

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

920 1 678.9535 63.37 2 40.0 16.2 0 32-43 R.IVLELFADIVPK.T



Detailed Protein Report
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Protein 639: 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
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Protein 640: 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

Quantitation
QD:QU 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

463 1 717.8711 -17.46 2 35.8 16.2 1 23-35 K.ARDPHSGHFVALK.S QD:QU 1.06



Detailed Protein Report
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Protein 641: 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
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Protein 642: PREDICTED: zinc finger protein 831 isoform X4 [Homo sapiens]
Accession: gi|530417824 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.1
Database Date: 2015-11-30 pI: 9.2
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

1981 3 1023.8811 -103.16 2 55.2 16.2 1 258-276 K.NLDVRTEAAPCPGSAFADR.E Carbamidomethyl: 11



Detailed Protein Report
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Protein 643: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1720 1 892.3075 -96.70 2 51.8 16.1 0 249-264 K.RPDEVPDDDEPAGPMK.T Oxidation: 15



Detailed Protein Report
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Protein 644: cytoplasmic phosphatidylinositol transfer protein 1 isoform b [Homo sapiens]
Accession: gi|32307142 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.7
Database Date: 2015-11-30 pI: 5.3

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

38 1 918.9134 2.10 2 29.2 16.1 1 171-185 R.EGWRDSHQPIMCSYK.L



Detailed Protein Report
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Protein 645: 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
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Protein 646: PREDICTED: guanine nucleotide exchange factor VAV3 isoform X4 [Homo sapiens]
Accession: gi|530361574 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.1
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
QD:QU 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

877 1 705.9834 77.48 2 41.0 16.1 1 322-333 R.DLLVVPMQRVLK.Y QD:QU 1.40



Detailed Protein Report
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Protein 647: ras and Rab interactor 2 isoform 2 [Homo sapiens]
Accession: gi|18466802 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.1
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578835435 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: ras and Rab interactor 2 isoform X10 [Homo sapiens]

gi|578835433 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: ras and Rab interactor 2 isoform X9 [Homo sapiens]

gi|578835431 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: ras and Rab interactor 2 isoform X8 [Homo sapiens]

gi|578835429 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: ras and Rab interactor 2 isoform X7 [Homo sapiens]

gi|530425753 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: ras and Rab interactor 2 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2319 1 719.3506 -2.64 2 57.7 16.1 1 1-13 -.MTAWTMGARGLDK.R



Detailed Protein Report
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Protein 648: phosphatidylethanolamine N-methyltransferase isoform 4 [Homo sapiens]
Accession: gi|388890235 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.7
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 8.4

No. of unique Peptides: 1
Quantitation
QD:QU 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

1867 3 993.3614 -92.34 2 51.9 16.1 2 1-18 -.MKRSGNPGAEADFCVMTR.L Oxidation: 1 QD:QU 0.88



Detailed Protein Report
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Protein 649: 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
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Protein 650: 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
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Protein 651: mucin-12 precursor [Homo sapiens]
Accession: gi|256600257 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 542.4
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.2

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

710 1 661.8474 -3.38 2 38.9 16.0 2 5182-
5193

K.LACVNKCTKGTK.S Carbamidomethyl: 7



Detailed Protein Report
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Protein 652: intraflagellar transport protein 80 homolog isoform a [Homo sapiens]
Accession: gi|46409657 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.0
Database Date: 2015-11-30 pI: 8.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1
Quantitation
QD:QU 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

870 1 663.6930 -210.56 2 40.9 16.0 0 101-113 K.SVEAHCGAVLAGR.W Carbamidomethyl: 6 QD:QU 1.47



Detailed Protein Report
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Protein 653: transcription intermediary factor 1-alpha isoform b [Homo sapiens]
Accession: gi|47419909 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.9
Database Date: 2015-11-30 pI: 6.4

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

1407 1 637.4446 122.09 2 46.1 16.0 0 459-469 K.FPTQISLAQLR.L



Detailed Protein Report
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Protein 654: 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
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Protein 655: AP-1 complex subunit mu-2 [Homo sapiens]
Accession: gi|9506797 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.1
Database Date: 2015-11-30 pI: 8.9
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

1641 1 873.4079 -31.68 2 49.0 15.9 1 230-243 K.SVELEDVKFHQCVR.L Carbamidomethyl: 12



Detailed Protein Report
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Protein 656: cadherin-related family member 4 precursor [Homo sapiens]
Accession: gi|203097724 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.8
Database Date: 2015-11-30 pI: 5.1
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

1960 1 1029.3192 -117.25 2 53.0 15.9 0 749-766 K.MEMSQAPSSVMSLHFDGR.A Oxidation: 1, 3, 11



Detailed Protein Report
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Protein 657: oxysterol-binding protein-related protein 10 isoform 2 [Homo sapiens]
Accession: gi|291327480 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.2
Database Date: 2015-11-30 pI: 8.5

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

1650 1 1070.0254 31.14 2 49.1 15.9 2 2-23 M.ERAVQGTDGGGGSNSSSRSSSR.A



Detailed Protein Report
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Protein 658: beta-defensin 118 precursor [Homo sapiens]
Accession: gi|16905373 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.6
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl 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

2473 1 753.2385 -177.83 2 59.6 15.9 2 40-52 K.DGEAVKDTCKNLR.A Carbamidomethyl: 9



Detailed Protein Report
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Protein 659: 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
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Protein 660: olfactory receptor 6Y1 [Homo sapiens]
Accession: gi|52353280 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.6
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

2724 1 856.9336 -33.77 2 65.2 15.8 0 2-16 M.TTIILEVDNHTVTTR.F



Detailed Protein Report
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Protein 661: 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
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Protein 662: G-protein coupled receptor 55 [Homo sapiens]
Accession: gi|33695107 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.6
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530371161 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  G-protein  coupled  receptor  55  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2405 1 739.6886 40.20 3 58.8 15.8 0 1-20 -.MSQQNTSGDCLFDGVNELMK.T



Detailed Protein Report

910 / 1532

Protein 663: MAM domain-containing glycosylphosphatidylinositol anchor protein 2 isoform 2 
[Homo sapiens]

Accession: gi|38158013 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.3
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

134 1 876.6061 150.69 2 30.4 15.8 2 327-341 R.SVTMSCRVLRAYPIR.V



Detailed Protein Report

911 / 1532

Protein 664: protein FAM154A isoform b [Homo sapiens]
Accession: gi|559098458 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.8
Database Date: 2015-11-30 pI: 9.4
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

2413 1 1160.1933 96.65 2 58.9 15.7 2 43-61 K.DYNPYPVCRVDPIKPRDSK.Y Carbamidomethyl: 8



Detailed Protein Report

912 / 1532

Protein 665: 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

913 / 1532

Protein 666: olfactory receptor 9G9 [Homo sapiens]
Accession: gi|513788269 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.0
Database Date: 2015-11-30 pI: 9.2

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

2624 1 488.2210 -126.35 2 61.5 15.7 1 227-235 R.ISSSQGRLK.A



Detailed Protein Report

914 / 1532

Protein 667: 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
QD:QU Median: 1.41 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

226 1 739.8495 -36.72 2 32.8 15.7 2 481-491 K.CFRLYTEKAYK.T Carbamidomethyl: 1 QD:QU 1.41



Detailed Protein Report

915 / 1532

Protein 668: 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

916 / 1532

Protein 669: vacuolar protein sorting-associated protein 33A [Homo sapiens]
Accession: gi|18105056 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.6
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
QD:QU Median: 7.65 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

770 1 689.8846 21.29 2 38.1 15.7 1 301-313 R.DKNFNAVGSVLSK.K QD:QU 7.65



Detailed Protein Report

917 / 1532

Protein 670: pappalysin-2 isoform 2 precursor [Homo sapiens]
Accession: gi|116174734 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.1
Database Date: 2015-11-30 pI: 5.9

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

694 6 676.8503 -106.32 2 38.7 15.6 2 347-358 R.VKKATILISHSR.Y



Detailed Protein Report

918 / 1532

Protein 671: pre-mRNA-processing factor 17 [Homo sapiens]
Accession: gi|7706657 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.5
Database Date: 2015-11-30 pI: 6.7

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

1673 1 694.3984 86.12 2 51.2 15.6 1 227-238 K.GKQEEEKPGEEK.T



Detailed Protein Report

919 / 1532

Protein 672: 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

920 / 1532

Protein 673: G protein-regulated inducer of neurite outgrowth 1 [Homo sapiens]
Accession: gi|112821681 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.3
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530380833 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  G  protein-regulated  inducer  of  neurite  outgrowth  1  
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2305 1 853.3930 -63.26 2 57.5 15.6 2 225-239 K.TYTVSPRKEDPGSLR.K



Detailed Protein Report

921 / 1532

Protein 674: 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

922 / 1532

Protein 675: PREDICTED: kelch-like protein 18 isoform X4 [Homo sapiens]
Accession: gi|578805908 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.4
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

2688 1 645.8319 -38.25 2 64.7 15.6 2 459-470 R.RSRVSLVASCGR.L



Detailed Protein Report

923 / 1532

Protein 676: 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

924 / 1532

Protein 677: 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

925 / 1532

Protein 678: 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

926 / 1532

Protein 679: 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

927 / 1532

Protein 680: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

453 1 669.3289 -79.98 2 35.6 15.5 0 36-47 K.SQVLFAVVFTAR.Y



Detailed Protein Report

928 / 1532

Protein 681: DNA-(apurinic or apyrimidinic site) lyase 2 isoform 1 [Homo sapiens]
Accession: gi|18375507 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.4
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Quantitation
QD:QU 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

1941 1 695.2967 -51.70 2 54.6 15.5 1 75-87 R.NRSGYSGVATFCK.D QD:QU 0.83



Detailed Protein Report

929 / 1532

Protein 682: endothelial cell-specific molecule 1 isoform b precursor [Homo sapiens]
Accession: gi|208022668 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.5
Database Date: 2015-11-30 pI: 6.4

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

1903 1 643.3133 32.48 2 54.2 15.5 1 56-67 R.VCAAGRGETCYR.T



Detailed Protein Report

930 / 1532

Protein 683: 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

931 / 1532

Protein 684: 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 1 733.4795 128.10 3 38.6 15.5 1 643-661 K.DTGPDELRPMLAQNLMLKR.F



Detailed Protein Report

932 / 1532

Protein 685: PREDICTED: zinc finger protein 280C isoform X1 [Homo sapiens]
Accession: gi|578838699 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 10.2
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

2524 1 1044.0930 71.27 2 62.2 15.4 0 387-403 K.ICELSFETEHILLQHMK.D Oxidation: 16



Detailed Protein Report

933 / 1532

Protein 686: PREDICTED: leucine-rich repeat-containing protein 16C isoform X1 [Homo sapiens]
Accession: gi|530423607 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.1
Database Date: 2015-11-30 pI: 6.1

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

2608 1 698.3486 -78.93 2 61.3 15.4 2 425-437 R.ARTLRHLGLAGCK.L



Detailed Protein Report

934 / 1532

Protein 687: interleukin-21 isoform 1 precursor [Homo sapiens]
Accession: gi|11141875 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.6
Database Date: 2015-11-30 pI: 10.4

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

1445 1 977.1765 133.34 2 46.6 15.4 2 140-155 R.FKSLLQKMIHQHLSSR.T



Detailed Protein Report

935 / 1532

Protein 688: 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

936 / 1532

Protein 689: myeloperoxidase precursor [Homo sapiens]
Accession: gi|4557759 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.8
Database Date: 2015-11-30 pI: 10.1

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

1893 1 640.7817 -156.88 2 54.0 15.3 0 537-548 R.VVLEGGIDPILR.G



Detailed Protein Report

937 / 1532

Protein 690: 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

938 / 1532

Protein 691: uncharacterized protein C12orf45 [Homo sapiens]
Accession: gi|116256458 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.1
Database Date: 2015-11-30 pI: 5.0

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

1974 1 648.7898 -114.18 2 53.2 15.3 2 86-97 K.LRKEMAAAPPGR.F



Detailed Protein Report

939 / 1532

Protein 692: 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

940 / 1532

Protein 693: serine protease 58 precursor [Homo sapiens]
Accession: gi|48255915 Score: 15.2
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 [%]: 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

2776 1 862.7428 -25.62 3 65.9 15.2 2 167-188 R.DAYKTYNITENMLCVGIVPGRR.Q Carbamidomethyl: 14; 
Oxidation: 12



Detailed Protein Report

941 / 1532

Protein 694: bromodomain adjacent to zinc finger domain protein 1A isoform b [Homo sapiens]
Accession: gi|32967605 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.3
Database Date: 2015-11-30 pI: 6.4

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

1095 1 877.2623 -142.07 2 42.2 15.2 2 1124-
1139

R.KKGDAENMVLCDGCDR.G



Detailed Protein Report

942 / 1532

Protein 695: 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

943 / 1532

Protein 696: 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

944 / 1532

Protein 697: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

527 1 501.2730 30.20 2 36.6 15.2 0 466-474 R.NLTAPNPMK.D Oxidation: 8



Detailed Protein Report

945 / 1532

Protein 698: AP-3 complex subunit delta-1 isoform 2 [Homo sapiens]
Accession: gi|117553580 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.1
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Quantitation
QD:QU 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

545 1 592.3161 -55.37 2 35.4 15.2 1 17-26 K.NLQDLVRGIR.N QD:QU 0.21



Detailed Protein Report
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Protein 699: CDK5 regulatory subunit-associated protein 2 isoform c [Homo sapiens]
Accession: gi|440309853 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.5
Database Date: 2015-11-30 pI: 5.4

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

667 1 575.7990 -26.64 2 38.3 15.2 1 1558-
1566

K.LTLEEAYRR.L



Detailed Protein Report
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Protein 700: 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
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Protein 701: proline-, glutamic acid- and leucine-rich protein 1 isoform 2 [Homo sapiens]
Accession: gi|503774456 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.8
Database Date: 2015-11-30 pI: 4.1

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

1945 1 948.3890 -149.84 2 52.8 15.2 2 333-351 R.GSPDGSLQTGKPSAPKKLK.L



Detailed Protein Report
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Protein 702: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

189 1 652.8289 4.93 2 32.3 15.1 1 32-44 R.EGVSEELGGKGSR.R



Detailed Protein Report
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Protein 703: membrane-associated phosphatidylinositol transfer protein 1 isoform b [Homo 
sapiens]

Accession: gi|195927017 Score: 15.1
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

1596 2 598.6726 -241.40 2 48.5 15.1 0 1218-
1229

R.EGPGTPPTTLAR.G



Detailed Protein Report
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Protein 704: bcl-2-binding component 3 isoform 1 [Homo sapiens]
Accession: gi|187829730 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.5
Database Date: 2015-11-30 pI: 12.9

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

1119 1 555.1856 -228.33 2 44.1 15.1 1 39-49 R.TPGGQLPGARR.G



Detailed Protein Report
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Protein 705: 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
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Protein 706: homeobox protein Hox-C10 [Homo sapiens]
Accession: gi|24497533 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 9.3

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

1437 1 946.4677 34.49 2 46.5 15.1 2 233-250 K.ERAKAADSSPDTSDNEAK.E



Detailed Protein Report

954 / 1532

Protein 707: protein sidekick-2 precursor [Homo sapiens]
Accession: gi|222352127 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 239.2
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.0
No. of unique Peptides: 1



Detailed Protein Report
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Detailed Protein Report

956 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2022 1 1134.9008 -126.03 2 53.8 15.1 0 269-289 R.LTIPNPTGSDAGYYECEAVLR.S



Detailed Protein Report
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Protein 708: adenosylhomocysteinase isoform 2 [Homo sapiens]
Accession: gi|239937451 Score: 15.1
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

1431 2 918.1671 157.08 2 46.4 15.1 2 361-377 K.KLDEAVAEAHLGKLNVK.L



Detailed Protein Report
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Protein 709: 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
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Protein 710: 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

Quantitation
QD:QU Median: 0.66 CV: 0.00 % No. of 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 Ratios

1082 1 670.8357 -47.72 2 43.6 15.0 1 94-106 R.TSRITGGLPAPDR.K QD:QU 0.66



Detailed Protein Report
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Protein 711: E3 ubiquitin-protein ligase UHRF1 isoform 1 [Homo sapiens]
Accession: gi|115430235 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.8
Database Date: 2015-11-30 pI: 8.7

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

2699 1 973.4997 26.66 2 64.8 15.0 2 544-560 K.NSKYAPAEGNRYDGIYK.V



Detailed Protein Report

961 / 1532

Protein 712: PREDICTED: transcription elongation factor A protein 3 isoform X4 [Homo sapiens]
Accession: gi|578799689 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.0
Database Date: 2015-11-30 pI: 10.2

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

291 1 657.3457 -71.91 2 32.4 15.0 0 219-232 R.NVLSGAISAGLIAK.M



Detailed Protein Report
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Protein 713: complement C1q subcomponent subunit C precursor [Homo sapiens]
Accession: gi|56786155 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 5.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|166235903 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
complement C1q subcomponent subunit C precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2715 1 725.3796 0.07 2 65.1 15.0 1 185-198 R.SGVKVVTFCGHTSK.T



Detailed Protein Report

963 / 1532

Protein 714: PREDICTED: RNA-binding protein EWS isoform X3 [Homo sapiens]
Accession: gi|578837005 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.1
Database Date: 2015-11-30 pI: 9.7

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

6 1 1186.3900 -88.40 2 28.4 14.9 2 541-561 R.GCGNQNFAWRTECNQCGDRGR.G



Detailed Protein Report
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Protein 715: vasopressin-neurophysin 2-copeptin preproprotein [Homo sapiens]
Accession: gi|13259533 Score: 14.9
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



Detailed Protein Report
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Protein 716: RNA polymerase-associated protein RTF1 homolog [Homo sapiens]
Accession: gi|195976782 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.3
Database Date: 2015-11-30 pI: 8.9

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

90 1 650.3247 -10.31 3 29.8 14.9 2 624-642 K.YGSGVLPDAPKEMSKGQGK.D



Detailed Protein Report
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Protein 717: probable tRNA pseudouridine synthase 1 [Homo sapiens]
Accession: gi|21040257 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.2
Database Date: 2015-11-30 pI: 9.3
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

36 1 660.7253 -198.17 2 29.1 14.8 2 206-216 K.DGQRLSTLMKR.G Oxidation: 9



Detailed Protein Report
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Protein 718: 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 719: speckle-type POZ protein [Homo sapiens]
Accession: gi|4507183 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530412967 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: speckle-type POZ protein isoform X3 [Homo sapiens]

gi|530412965 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: speckle-type POZ protein isoform X2 [Homo sapiens]

gi|56117836 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

speckle-type POZ protein [Homo sapiens]

gi|56117834 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

speckle-type POZ protein [Homo sapiens]

gi|56117832 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

speckle-type POZ protein [Homo sapiens]

gi|56117830 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

speckle-type POZ protein [Homo sapiens]

gi|56117828 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

speckle-type POZ protein [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1325 1 508.1630 -228.12 2 45.1 14.8 1 67-74 K.WCLRVNPK.G



Detailed Protein Report
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Protein 720: PREDICTED: 39S ribosomal protein L20, mitochondrial isoform X2 [Homo sapiens]
Accession: gi|530360352 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.1
Database Date: 2015-11-30 pI: 12.4
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

1869 2 604.2765 -84.36 2 53.7 14.8 2 36-44 K.NRCYRLAVR.T Carbamidomethyl: 3



Detailed Protein Report

970 / 1532

Protein 721: 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
QD:QU Median: 4.01 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 QD:QU 4.01



Detailed Protein Report
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Protein 722: 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 723: inhibitor of growth protein 3 isoform 3 [Homo sapiens]
Accession: gi|38201659 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.3
Database Date: 2015-11-30 pI: 4.3
Modification(s): Oxidation Sequence Coverage [%]: 16.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

541 1 945.4099 -74.72 2 35.4 14.8 2 53-67 K.NKPEWREEQMASIKK.D Oxidation: 10



Detailed Protein Report

973 / 1532

Protein 724: 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

974 / 1532

Protein 725: formin-1 isoform c [Homo sapiens]
Accession: gi|472235321 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.8
Database Date: 2015-11-30 pI: 10.1

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

1018 1 920.4993 28.10 3 42.8 14.8 1 395-423 R.SSQSPAGETASISSVSASAEGAVNKVPLK.V



Detailed Protein Report

975 / 1532

Protein 726: PREDICTED: nardilysin isoform X1 [Homo sapiens]
Accession: gi|530362704 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.5
Database Date: 2015-11-30 pI: 5.4

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

923 1 512.2392 -109.51 2 41.6 14.7 0 816-824 R.LAHEIEALK.S



Detailed Protein Report

976 / 1532

Protein 727: 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

977 / 1532

Protein 728: epidermal growth factor receptor kinase substrate 8-like protein 3 isoform c [Homo 
sapiens]

Accession: gi|21071014 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.5
Database Date: 2015-11-30 pI: 8.7

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

2785 1 711.3716 26.32 3 66.0 14.7 1 44-62 R.VQGPEDALQKLFEMDAQGR.V



Detailed Protein Report

978 / 1532

Protein 729: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2397 1 805.8341 -70.08 2 60.4 14.7 0 580-593 K.LCFVGLMSMIDPPR.A Oxidation: 7, 9



Detailed Protein Report
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Protein 730: inosine triphosphate pyrophosphatase isoform a [Homo sapiens]
Accession: gi|15626999 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.4
Database Date: 2015-11-30 pI: 5.4

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

1227 1 786.7216 -67.73 3 43.9 14.6 2 19-39 K.KLEEVVQILGDKFPCTLVAQK.I



Detailed Protein Report
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Protein 731: 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 732: origin recognition complex subunit 6 [Homo sapiens]
Accession: gi|7657427 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.1
Database Date: 2015-11-30 pI: 9.8
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

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



Detailed Protein Report
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Protein 733: zinc finger and SCAN domain-containing protein 26 isoform b [Homo sapiens]
Accession: gi|161353483 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.2
Database Date: 2015-11-30 pI: 9.5

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

2927 1 1254.6046 -9.85 2 65.7 14.6 2 23-43 R.VVREDHYSTWEQGFKLQGNSK.G



Detailed Protein Report

983 / 1532

Protein 734: rho-related GTP-binding protein RhoF precursor [Homo sapiens]
Accession: gi|38016957 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.6
Database Date: 2015-11-30 pI: 9.7

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

171 1 614.7837 -164.46 2 30.9 14.6 2 187-198 R.EAAKVALSALKK.A



Detailed Protein Report

984 / 1532

Protein 735: Meckel syndrome type 1 protein isoform 2 [Homo sapiens]
Accession: gi|260064077 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.3
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

2128 1 938.2619 96.17 3 57.0 14.6 2 16-39 R.FRVHLQRITSSNFLHYQPAAELGK.D



Detailed Protein Report

985 / 1532

Protein 736: 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

Quantitation
QD:QU 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

1098 1 955.4548 -49.92 2 43.8 14.6 0 999-1015 K.VQGLDPLQDLQNTLAER.V QD:QU 0.61



Detailed Protein Report

986 / 1532

Protein 737: von Willebrand factor A domain-containing protein 3A precursor [Homo sapiens]
Accession: gi|218505703 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.9
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2766 1 645.8375 -40.89 2 63.6 14.6 0 292-301 R.DLIIHFITYR.C



Detailed Protein Report

987 / 1532

Protein 738: 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

988 / 1532

Protein 739: PREDICTED: signal-induced proliferation-associated 1-like protein 3 isoform X3 
[Homo sapiens]

Accession: gi|578834186 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.1
Database Date: 2015-11-30 pI: 9.7

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

2765 1 671.8356 35.13 2 63.6 14.6 1 710-721 R.DPPRQPSDMGSR.V



Detailed Protein Report

989 / 1532

Protein 740: kelch-like protein 23 [Homo sapiens]
Accession: gi|40255071 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|313151204 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
kelch-like protein 23 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2946 1 859.1210 79.00 3 66.0 14.6 1 498-520 R.RMECGAVIMNGCIYVTGGYSYSK.G Carbamidomethyl: 4; 
Oxidation: 2



Detailed Protein Report

990 / 1532

Protein 741: PREDICTED: transcription factor MafG isoform X1 [Homo sapiens]
Accession: gi|578832019 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.2
Database Date: 2015-11-30 pI: 10.5

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

2135 1 719.8043 -32.98 2 55.3 14.5 0 19-32 K.GCLLSESACSLCPR.V



Detailed Protein Report

991 / 1532

Protein 742: 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

992 / 1532

Protein 743: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2754 1 557.9575 265.47 2 65.6 14.5 1 183-191 K.HPRFSTLTR.N



Detailed Protein Report

993 / 1532

Protein 744: neurogenic locus notch homolog protein 4 preproprotein [Homo sapiens]
Accession: gi|55770876 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 209.5
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1



Detailed Protein Report

994 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1028 1 974.6819 -25.27 3 41.4 14.5 0 647-674 K.ANCLCPDGSPGCAPPEDNCTCHHGHCQR.S



Detailed Protein Report

995 / 1532

Protein 745: 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
QD:QU 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

330 1 782.3795 -43.66 2 34.1 14.5 0 603-617 R.LSPVTACAGQTLQFK.L QD:QU 0.51



Detailed Protein Report

996 / 1532

Protein 746: 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

997 / 1532

Protein 747: PREDICTED: rab-3A-interacting protein isoform X3 [Homo sapiens]
Accession: gi|578823282 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.2
Database Date: 2015-11-30 pI: 6.1
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

1716 1 637.9569 -8.71 3 50.0 14.4 0 2-19 M.TFSNALAVAGMMGSGFYR.I Oxidation: 11, 12



Detailed Protein Report

998 / 1532

Protein 748: F-box only protein 31 isoform 1 [Homo sapiens]
Accession: gi|83035136 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.6
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2660 1 974.0954 106.87 2 62.0 14.4 0 44-64 R.IEASAGVGGGLCAGPSPPPPR.C Carbamidomethyl: 12



Detailed Protein Report

999 / 1532

Protein 749: 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

1000 / 1532

Protein 750: spliceosome RNA helicase DDX39B [Homo sapiens]
Accession: gi|4758112 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.0
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|18375623 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
spliceosome RNA helicase DDX39B [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

39 1 625.3631 57.54 2 29.2 14.4 0 164-175 K.NCPHIVVGTPGR.I



Detailed Protein Report

1001 / 1532

Protein 751: vacuolar protein sorting-associated protein 13B isoform 1 [Homo sapiens]
Accession: gi|35493701 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 445.7
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.4

No. of unique Peptides: 1
Quantitation
QD:QU Median: 2.19 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1002 / 1532



Detailed Protein Report

1003 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1639 1 911.3413 -106.88 2 50.8 14.4 1 2193-
2208

K.WCKHSGNPGPEQSIPK.I Carbamidomethyl: 2 QD:QU 2.19



Detailed Protein Report

1004 / 1532

Protein 752: protein FAM83G [Homo sapiens]
Accession: gi|115392150 Score: 14.4
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
QD:QU Median: 0.45 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

620 2 492.6384 -237.57 2 36.3 14.4 0 44-51 R.DAFYEVLK.R QD:QU 0.45



Detailed Protein Report

1005 / 1532

Protein 753: 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

1006 / 1532

Protein 754: 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

1007 / 1532

Protein 755: 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

1008 / 1532

Protein 756: PREDICTED: inhibitor of Bruton tyrosine kinase isoform X3 [Homo sapiens]
Accession: gi|578812678 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.9
Database Date: 2015-11-30 pI: 8.5
Modification(s): Oxidation 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

1342 1 388.0955 -190.68 3 45.3 14.3 0 764-773 K.CSFLCDVTMK.S Oxidation: 9



Detailed Protein Report

1009 / 1532

Protein 757: 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

1010 / 1532

Protein 758: 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

1011 / 1532

Protein 759: PREDICTED: arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing 
protein 3 isoform X4 [Homo sapiens]

Accession: gi|530380661 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.8
Database Date: 2015-11-30 pI: 6.8

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

1500 1 850.8827 -87.14 2 48.9 14.3 1 854-869 R.LQEISVVSAADTPDKK.E



Detailed Protein Report

1012 / 1532

Protein 760: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1967 3 665.2921 -47.52 2 55.0 14.3 0 1151-
1162

R.STPRPPCPSTMR.-



Detailed Protein Report

1013 / 1532

Protein 761: visinin-like protein 1 [Homo sapiens]
Accession: gi|21361559 Score: 14.3
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
QD:QU Median: 1.14 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1504 3 816.2780 -135.09 2 49.0 14.3 1 140-153 K.MNEDGLTPEQRVDK.I QD:QU 1.14



Detailed Protein Report

1014 / 1532

Protein 762: 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

1015 / 1532

Protein 763: nuclear receptor coactivator 3 isoform d [Homo sapiens]
Accession: gi|291490685 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.3
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

544 1 630.6481 4.75 3 35.4 14.2 2 18-35 K.RKLPCDTPGQGLTCSGEK.R QD:QU 0.82



Detailed Protein Report

1016 / 1532

Protein 764: 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
QD:QU Median: 0.70 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 QD:QU 0.70



Detailed Protein Report

1017 / 1532

Protein 765: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

465 1 643.8361 18.68 2 35.8 14.1 0 2-12 M.VNLESMHTDIK.M



Detailed Protein Report

1018 / 1532

Protein 766: growth arrest-specific protein 7 isoform a [Homo sapiens]
Accession: gi|41406076 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.2
Database Date: 2015-11-30 pI: 6.3

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

2697 1 596.2791 -61.86 3 62.6 14.1 0 70-86 K.DPQGNGTVAGFELLLQK.Q



Detailed Protein Report

1019 / 1532

Protein 767: 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

1020 / 1532

Protein 768: 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
QD:QU Median: 0.77 CV: 0.00 % 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 QD:QU 0.77



Detailed Protein Report

1021 / 1532

Protein 769: PREDICTED: RING finger protein 32 isoform X5 [Homo sapiens]
Accession: gi|578813915 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.1
Database Date: 2015-11-30 pI: 10.6
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

428 1 862.8357 -97.27 2 35.3 14.1 2 164-176 K.TCPLCRKNQYQTR.V Carbamidomethyl: 2, 5



Detailed Protein Report

1022 / 1532

Protein 770: conserved oligomeric Golgi complex subunit 2 isoform 2 [Homo sapiens]
Accession: gi|223029519 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.1
Database Date: 2015-11-30 pI: 6.2

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

103 1 672.4409 120.25 3 30.0 14.1 0 154-172 K.ETSALEASSPLLTGQILER.I



Detailed Protein Report

1023 / 1532

Protein 771: 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
Quantitation
QD:QU Median: 1.57 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

826 1 737.3742 -17.03 3 40.3 14.0 2 47-67 R.
DTARTLLPRGGEGSPACARPK.A

Carbamidomethyl: 17 QD:QU 1.57



Detailed Protein Report

1024 / 1532

Protein 772: calponin-3 isoform 2 [Homo sapiens]
Accession: gi|554506520 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.4
Database Date: 2015-11-30 pI: 6.1

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

1867 1 702.3265 -60.80 2 53.7 14.0 0 113-126 K.AGQSVIGLQMGTNK.C



Detailed Protein Report

1025 / 1532

Protein 773: 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
Quantitation
QD:QU Median: 0.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

513 1 746.2002 -160.22 2 36.4 13.9 0 149-162 R.TPATCCHCAAVMAR.S Carbamidomethyl: 6 QD:QU 0.82



Detailed Protein Report

1026 / 1532

Protein 774: serine/threonine-protein kinase SBK1 [Homo sapiens]
Accession: gi|66773086 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.2
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

2934 1 952.9576 -29.79 2 65.8 13.9 1 207-224 K.RVSGTIPYTAPEVCQAGR.A



Detailed Protein Report

1027 / 1532

Protein 775: 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

1028 / 1532

Protein 776: transmembrane and coiled-coil domain-containing protein 5A [Homo sapiens]
Accession: gi|34303932 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.2
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530405403 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  transmembrane  and  coiled-coil  domain-containing  
protein 5A isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1410 1 978.1800 1.91 3 46.2 13.9 2 145-168 K.ELLKVMKEYAFVTQLCEDQALYIK.K Carbamidomethyl: 16



Detailed Protein Report

1029 / 1532

Protein 777: 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
QD:QU 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

94 1 809.4140 12.04 2 31.1 13.9 0 120-135 R.TVCGAGQLVASTPNSR.D Carbamidomethyl: 3 QD:QU 0.65



Detailed Protein Report

1030 / 1532

Protein 778: 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
QD:QU Median: 1.41 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

564 2 599.3063 -105.08 2 37.0 13.9 2 308-318 R.RLSSTPLPKAK.R QD:QU 1.41



Detailed Protein Report

1031 / 1532

Protein 779: 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

1032 / 1532

Protein 780: PREDICTED: WD repeat-containing protein 62 isoform X1 [Homo sapiens]
Accession: gi|530416321 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 162.6
Database Date: 2015-11-30 pI: 5.6
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

2816 1 842.6820 -64.26 3 64.3 13.9 1 146-168 K.NQVAEMLGHKYGVACVAFSPNMK.H Oxidation: 6, 22



Detailed Protein Report

1033 / 1532

Protein 781: putative hexokinase HKDC1 [Homo sapiens]
Accession: gi|156151420 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.4
Database Date: 2015-11-30 pI: 7.2
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

1075 1 947.1189 99.83 2 43.5 13.9 2 147-162 K.KLPLGLTFSFPCRQTK.L Carbamidomethyl: 12



Detailed Protein Report

1034 / 1532

Protein 782: 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

1035 / 1532

Protein 783: 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

Quantitation
QD:QU 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

413 3 435.7618 34.22 2 35.1 13.8 0 261-268 R.GPLMLSPR.I QD:QU 0.99



Detailed Protein Report

1036 / 1532

Protein 784: 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
QD:QU 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

1931 1 719.7780 -145.57 2 54.5 13.8 2 389-401 R.CLAKAYVRGSGTR.L Carbamidomethyl: 1 QD:QU 0.78



Detailed Protein Report

1037 / 1532

Protein 785: PREDICTED: thyroid hormone receptor-associated protein 3 isoform X2 [Homo 
sapiens]

Accession: gi|530363679 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.7
Database Date: 2015-11-30 pI: 10.0

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

2487 1 856.3995 -21.47 2 61.6 13.8 1 3-17 K.SDSFAPKTDSEKPFR.G



Detailed Protein Report

1038 / 1532

Protein 786: 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

1039 / 1532

Protein 787: probable E3 ubiquitin-protein ligase HERC6 isoform 2 [Homo sapiens]
Accession: gi|259089405 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.0
Database Date: 2015-11-30 pI: 9.2

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

2078 1 882.8691 72.62 3 54.5 13.8 2 34-57 R.HSLLLLTNHRVLSCGDNSRGQLGR.R



Detailed Protein Report

1040 / 1532

Protein 788: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1762 1 916.3154 -149.52 2 52.4 13.7 1 179-194 K.MIISAHPNLMSCNTRK.H Oxidation: 10



Detailed Protein Report

1041 / 1532

Protein 789: 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
QD:QU 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

2184 1 951.3370 -89.38 2 57.7 13.7 0 90-106 K.GIIIMGEDDDSHPSEMR.L QD:QU 1.54



Detailed Protein Report

1042 / 1532

Protein 790: 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

1043 / 1532

Protein 791: 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

1044 / 1532

Protein 792: PREDICTED: DNA polymerase beta isoform X5 [Homo sapiens]
Accession: gi|530387847 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.8
Database Date: 2015-11-30 pI: 6.0

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

Alias proteins:
Accession Name Description
gi|578815356 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: DNA polymerase beta isoform X7 [Homo sapiens]

gi|530387849 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: DNA polymerase beta isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1505 2 555.1325 -261.58 2 47.3 13.7 0 81-90 K.FMGVCQLPSK.N



Detailed Protein Report

1045 / 1532

Protein 793: elongation factor G, mitochondrial [Homo sapiens]
Accession: gi|18390331 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.4
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

64 1 750.8346 -57.46 2 30.7 13.7 0 222-234 R.AIYFDGDFGQIVR.Y



Detailed Protein Report

1046 / 1532

Protein 794: PREDICTED: protein NLRC5 isoform X13 [Homo sapiens]
Accession: gi|578829278 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.2
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

1152 1 983.1542 145.88 2 44.5 13.7 0 775-792 K.LDLSSNSICVSTLLCLAR.V Carbamidomethyl: 15



Detailed Protein Report

1047 / 1532

Protein 795: 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

1048 / 1532

Protein 796: 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

1049 / 1532

Protein 797: ribosomal protein S6 kinase alpha-1 isoform b [Homo sapiens]
Accession: gi|55743134 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
Database Date: 2015-11-30 pI: 9.5

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

1521 3 839.3771 -86.28 2 47.5 13.6 0 27-43 R.ISQTSLPVPGPGSGPQR.D



Detailed Protein Report

1050 / 1532

Protein 798: 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

1051 / 1532



Detailed Protein Report

1052 / 1532

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

1053 / 1532

Protein 799: beta-1,3-galactosyltransferase 5 isoform a [Homo sapiens]
Accession: gi|5174397 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.2
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 7.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530418764 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  beta-1,3-galactosyltransferase  5  isoform  X1  [Homo  
sapiens]

gi|520975380 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

beta-1,3-galactosyltransferase 5 isoform a [Homo sapiens]

gi|15451883 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

beta-1,3-galactosyltransferase 5 isoform a [Homo sapiens]

gi|15451881 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

beta-1,3-galactosyltransferase 5 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2183 1 848.9946 -106.93 3 55.9 13.6 1 93-115 K.TFFLLGTTSSAAETKEVDQESQR.H



Detailed Protein Report

1054 / 1532

Protein 800: 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

1055 / 1532

Protein 801: acyl-protein thioesterase 2 [Homo sapiens]
Accession: gi|9966764 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.7
Database Date: 2015-11-30 pI: 6.9
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

1865 2 984.3384 -99.79 2 51.8 13.6 0 204-221 K.TYPGVMHSSCPQEMAAVK.E Oxidation: 6, 14



Detailed Protein Report

1056 / 1532

Protein 802: dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1 [Homo 
sapiens]

Accession: gi|4503253 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.5
Database Date: 2015-11-30 pI: 7.5

Sequence Coverage [%]: 20.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

391 1 862.7047 -86.41 3 34.9 13.6 1 1-23 -.MSASVVSVISRFLEEYLSSTPQR.L



Detailed Protein Report

1057 / 1532

Protein 803: PREDICTED: F-box only protein 4 isoform X1 [Homo sapiens]
Accession: gi|530378774 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.6
Database Date: 2015-11-30 pI: 6.5

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

1192 1 491.6248 -261.20 2 43.4 13.6 0 33-40 K.TFWQSVSK.E



Detailed Protein Report

1058 / 1532

Protein 804: 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 2 598.7793 9.10 2 46.2 13.6 0 129-138 R.GSPEMPFYPR.V Oxidation: 5



Detailed Protein Report
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Protein 805: 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

Quantitation
QD:QU Median: 0.94 CV: 0.00 % No. of 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 Ratios

943 1 660.3451 -9.44 2 41.8 13.5 0 534-546 K.AGALNSNDAFVLK.T QD:QU 0.94



Detailed Protein Report

1060 / 1532

Protein 806: solute carrier family 2, facilitated glucose transporter member 14 isoform c [Homo 
sapiens]

Accession: gi|555943829 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.9
Database Date: 2015-11-30 pI: 9.2

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

1827 1 590.7884 36.55 2 53.2 13.5 1 159-168 K.DESARMSQEK.Q



Detailed Protein Report

1061 / 1532

Protein 807: protein dispatched homolog 2 [Homo sapiens]
Accession: gi|25121980 Score: 13.5
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

1551 1 1011.7626 204.59 1 49.6 13.5 0 811-818 R.WLLALCHR.A



Detailed Protein Report

1062 / 1532

Protein 808: 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

1063 / 1532

Protein 809: PREDICTED: rho GTPase-activating protein 21 isoform X5 [Homo sapiens]
Accession: gi|530392351 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.4
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation 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

160 1 619.8184 1.97 2 30.7 13.5 0 1411-
1420

K.MWNSVTMILK.R Oxidation: 7



Detailed Protein Report
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Protein 810: 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 811: 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
QD:QU 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

331 1 938.4730 4.05 2 34.1 13.5 0 1-16 -.MMMHVQQLSLASLCVK.K Carbamidomethyl: 14 QD:QU 1.43



Detailed Protein Report
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Protein 812: 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

1067 / 1532

Protein 813: PREDICTED: centrosomal protein of 68 kDa isoform X2 [Homo sapiens]
Accession: gi|530367390 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 5.1
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

58 1 819.8353 -70.68 2 29.4 13.4 0 30-44 R.ELDIPGPMSGEQPPR.L Oxidation: 8



Detailed Protein Report

1068 / 1532

Protein 814: 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 2 1023.5001 6.47 1 50.2 13.4 2 327-333 R.TRQMRCR.D Carbamidomethyl: 6; 
Oxidation: 4



Detailed Protein Report
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Protein 815: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1794 1 872.3077 -114.49 2 52.8 13.4 0 2-17 M.DTTMEADLGATGHRPR.T Oxidation: 4



Detailed Protein Report

1070 / 1532

Protein 816: 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

1071 / 1532

Protein 817: 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

1072 / 1532

Protein 818: PREDICTED: ankyrin repeat domain-containing protein 17 isoform X7 [Homo sapiens]
Accession: gi|530376947 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 156.1
Database Date: 2015-11-30 pI: 4.9
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

2659 1 938.0625 114.26 2 62.0 13.4 2 1433-
1447

K.KCHLCMESIVQAKDR.Q Carbamidomethyl: 2, 5



Detailed Protein Report

1073 / 1532

Protein 819: 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

1074 / 1532

Protein 820: integrin alpha-E precursor [Homo sapiens]
Accession: gi|148728188 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.1
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

1655 1 896.8887 87.41 3 49.2 13.3 0 306-330 K.VMVVLTDGGIFEDPLNLTTVINSPK.M Oxidation: 2



Detailed Protein Report

1075 / 1532

Protein 821: 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

1076 / 1532

Protein 822: 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

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

233 1 493.3908 201.48 3 32.9 13.3 2 467-479 R.LRNDLAKLHVNGK.S



Detailed Protein Report
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Protein 823: PREDICTED: BAG family molecular chaperone regulator 3 isoform X1 [Homo sapiens]
Accession: gi|530394628 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.4
Database Date: 2015-11-30 pI: 6.5
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

2079 1 916.9082 4.24 2 54.5 13.3 0 2-19 M.SAATHSPMMQVASGNGDR.D Oxidation: 8



Detailed Protein Report

1078 / 1532

Protein 824: PREDICTED: serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit 
gamma isoform X7 [Homo sapiens]

Accession: gi|578825918 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.3
Database Date: 2015-11-30 pI: 7.6

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

2954 1 891.7382 -98.03 3 66.1 13.3 2 167-189 R.KVWLHQTRIGLSLYDVAGQGYLR.E



Detailed Protein Report

1079 / 1532

Protein 825: PREDICTED: cirhin isoform X2 [Homo sapiens]
Accession: gi|530424438 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 9.9
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

2470 1 938.4630 -17.91 1 61.4 13.3 1 155-162 R.CLISCSKK.R Carbamidomethyl: 1



Detailed Protein Report

1080 / 1532

Protein 826: 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

1081 / 1532

Protein 827: PREDICTED: cytosolic carboxypeptidase 3 isoform X3 [Homo sapiens]
Accession: gi|578814196 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.8
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

1532 1 917.3273 -136.49 2 49.4 13.3 1 839-854 K.DEQANKNDGQPTLYLK.F



Detailed Protein Report

1082 / 1532

Protein 828: 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

1083 / 1532

Protein 829: general transcription factor 3C polypeptide 1 isoform 2 [Homo sapiens]
Accession: gi|555943794 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 236.1
Database Date: 2015-11-30 pI: 8.2

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1



Detailed Protein Report

1084 / 1532



Detailed Protein Report

1085 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1476 1 977.4972 62.60 2 47.0 13.3 0 1183-
1199

R.VGSELCAGWEEQFEVDR.E



Detailed Protein Report

1086 / 1532

Protein 830: centrin-2 [Homo sapiens]
Accession: gi|4757902 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.7
Database Date: 2015-11-30 pI: 4.8
Modification(s): 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

2724 1 1028.0424 75.06 2 63.0 13.3 1 84-100 K.MNFGDFLTVMTQKMSEK.D Oxidation: 1, 10, 14



Detailed Protein Report

1087 / 1532

Protein 831: vitamin K epoxide reductase complex subunit 1 isoform 2 precursor [Homo sapiens]
Accession: gi|45827739 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.9
Database Date: 2015-11-30 pI: 10.5
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

1852 1 676.7559 -92.47 2 51.7 13.3 0 41-53 R.ALCDVGTAISCSR.V Carbamidomethyl: 3



Detailed Protein Report

1088 / 1532

Protein 832: PREDICTED: transcriptional regulator ATRX isoform X8 [Homo sapiens]
Accession: gi|578838421 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.9
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 0.5
No. of unique Peptides: 1



Detailed Protein Report

1089 / 1532

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



Detailed Protein Report

1090 / 1532

Protein 833: multivesicular body subunit 12A [Homo sapiens]
Accession: gi|24308440 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 9.9

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

2637 1 1145.5118 -44.07 2 61.7 13.2 1 27-49 R.GFSAISCTVEGAPASFGKSFAQK.S



Detailed Protein Report

1091 / 1532

Protein 834: PREDICTED: aggrecan core protein-like isoform X3 [Homo sapiens]
Accession: gi|530435186 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.0
Database Date: 2015-11-30 pI: 11.6

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

2944 1 953.4516 -58.86 2 66.0 13.2 2 113-129 K.AWASSLGFWKVRASPSR.V



Detailed Protein Report

1092 / 1532

Protein 835: APITD1-CORT protein isoform 2 [Homo sapiens]
Accession: gi|302058297 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 23.4

No. of unique Peptides: 1
Quantitation
QD:QU 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

23 1 736.0076 -0.36 3 30.0 13.2 2 57-74 R.QCENFAKDLEMFASICRK.R Carbamidomethyl: 2; 
Oxidation: 11

QD:QU 1.01



Detailed Protein Report

1093 / 1532

Protein 836: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1950 1 794.7765 -89.11 2 54.8 13.2 1 359-371 K.KFHSSDSEEEEHK.K



Detailed Protein Report

1094 / 1532

Protein 837: PREDICTED: neurexin-1-beta isoform X14 [Homo sapiens]
Accession: gi|578803284 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.6
Database Date: 2015-11-30 pI: 8.6

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

2237 1 851.3609 -12.43 2 56.6 13.2 0 8-30 R.CGAELGSPGGGGGGGGGGGAGGR.L



Detailed Protein Report
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Protein 838: 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

1096 / 1532

Protein 839: PREDICTED: DNA polymerase zeta catalytic subunit isoform X4 [Homo sapiens]
Accession: gi|530383948 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 301.0
Database Date: 2015-11-30 pI: 9.0

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

2757 1 710.3801 13.75 2 63.5 13.2 0 136-148 R.ICELLQSGAIMNK.F



Detailed Protein Report

1099 / 1532

Protein 840: retinitis pigmentosa 9 protein [Homo sapiens]
Accession: gi|42718020 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.1
Database Date: 2015-11-30 pI: 10.4

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

2386 1 704.1871 -182.11 2 58.5 13.1 0 162-173 K.QLLEDSTSDEDR.S



Detailed Protein Report
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Protein 841: PREDICTED: conserved oligomeric Golgi complex subunit 7 isoform X2 [Homo 
sapiens]

Accession: gi|530409377 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
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

1449 1 946.3990 -84.94 3 46.6 13.1 2 27-50 K.EDIKKFEQDTSQSMQVLVEIDQVK.S



Detailed Protein Report

1101 / 1532

Protein 842: carcinoembryonic antigen-related cell adhesion molecule 20 isoform 4S precursor 
[Homo sapiens]

Accession: gi|156564388 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 5.9

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

810 1 770.1691 128.26 3 38.6 13.1 1 122-141 K.ILTILIVQREDSGTYQCEAR.D



Detailed Protein Report

1102 / 1532

Protein 843: PREDICTED: ubiquitin carboxyl-terminal hydrolase 11 isoform X2 [Homo sapiens]
Accession: gi|530421592 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 5.2

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

207 1 613.7832 50.78 2 32.6 13.1 0 524-533 K.ENPWYCPSCK.Q



Detailed Protein Report
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Protein 844: 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

1104 / 1532

Protein 845: cartilage intermediate layer protein 2 precursor [Homo sapiens]
Accession: gi|145699139 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.2
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

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 846: 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 847: 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

1107 / 1532

Protein 848: helicase SRCAP [Homo sapiens]
Accession: gi|146219843 Score: 13.1
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
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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

2699 1 973.5249 -63.33 2 62.7 13.1 2 2045-
2061

K.LQTLAVLLRQLKAEGHR.V



Detailed Protein Report
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Protein 849: PREDICTED: zinc finger protein 40 isoform X2 [Homo sapiens]
Accession: gi|578811634 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 222.1
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.78 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1111 / 1532

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 QD:QU 0.78



Detailed Protein Report

1112 / 1532

Protein 850: 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 851: selenium-binding protein 1 isoform 2 [Homo sapiens]
Accession: gi|385137128 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.4
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 7.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

827 1 1106.2441 46.85 3 38.8 13.1 2 5-34 K.CGNCGPGYSTPLEAMKGPREEIVYLPCIYR.N



Detailed Protein Report
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Protein 852: 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 853: mis18-binding protein 1 [Homo sapiens]
Accession: gi|42415492 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530404134 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: mis18-binding 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

2772 1 733.8764 59.69 2 63.7 13.0 0 695-707 K.SMGTLENTFEGHK.S Oxidation: 2



Detailed Protein Report

1116 / 1532

Protein 854: centrosomal protein of 170 kDa protein B isoform 2 [Homo sapiens]
Accession: gi|326319990 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.5
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.2
No. of unique Peptides: 1

Quantitation
QD:QU Median: 2.07 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

1914 1 909.8535 -115.14 2 54.3 13.0 2 1105-
1122

R.KRAGSFTGTSDPEAAPAR.T QD:QU 2.07



Detailed Protein Report
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Protein 855: 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 856: 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

1119 / 1532

Protein 857: 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

1120 / 1532

Protein 858: GDP-fucose protein O-fucosyltransferase 2 isoform A precursor [Homo sapiens]
Accession: gi|13273311 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.9
Database Date: 2015-11-30 pI: 6.3

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

2161 1 1273.4685 -105.69 2 55.6 12.9 0 402-424 K.YSVSEQMVACVHSGHFHTVCLLV.-



Detailed Protein Report

1121 / 1532

Protein 859: 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
QD:QU Median: 0.62 CV: 0.00 % 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 QD:QU 0.62



Detailed Protein Report

1122 / 1532

Protein 860: proteasome activator complex subunit 1 isoform 3 [Homo sapiens]
Accession: gi|528078353 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 5.5

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

1940 1 698.8096 -96.76 2 52.7 12.9 1 25-36 K.TENLLGSYFPKK.I



Detailed Protein Report

1123 / 1532

Protein 861: 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

1124 / 1532

Protein 862: 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

Quantitation
QD:QU 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

1458 1 980.9236 -103.15 2 48.4 12.9 2 25-44 R.DRAPGAAGPPSGQIGNRALR.
L

QD:QU 0.86



Detailed Protein Report
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Protein 863: PREDICTED: uncharacterized protein LOC102723625 [Homo sapiens]
Accession: gi|578820238 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 11.9

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

266 1 1318.5931 -65.41 2 33.3 12.9 1 137-162 R.ASGPHYPVSARGLPACPPHPAVPTTR.C



Detailed Protein Report

1126 / 1532

Protein 864: 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

1127 / 1532

Protein 865: PREDICTED: testis-expressed sequence 2 protein isoform X4 [Homo sapiens]
Accession: gi|530412523 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.0
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Quantitation
QD:QU Median: 2.13 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

1076 1 581.1694 -231.84 2 41.9 12.9 1 2-11 M.TSLYGRHAEK.T QD:QU 2.13



Detailed Protein Report

1128 / 1532

Protein 866: von Willebrand factor preproprotein [Homo sapiens]
Accession: gi|89191868 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 309.1
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

1234 1 729.1614 -193.04 2 44.0 12.9 0 1944-
1956

R.WTCPCVCTGSSTR.H Carbamidomethyl: 5



Detailed Protein Report

1131 / 1532

Protein 867: 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
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Protein 868: astrotactin-1 isoform 2 precursor [Homo sapiens]
Accession: gi|46488921 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.0
Database Date: 2015-11-30 pI: 4.9

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

540 1 457.6284 -304.05 2 35.4 12.9 2 371-378 R.RSRVGSPR.S



Detailed Protein Report
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Protein 869: coiled-coil domain-containing protein 108 isoform 4 [Homo sapiens]
Accession: gi|507144067 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.3
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1
Quantitation
QD:QU 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

745 1 712.1831 -154.73 2 39.3 12.8 0 287-298 K.CPEDQDAEGFQK.L Carbamidomethyl: 1 QD:QU 0.98



Detailed Protein Report

1134 / 1532

Protein 870: PREDICTED: coiled-coil domain-containing protein 146 isoform X3 [Homo sapiens]
Accession: gi|530386260 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.2
Database Date: 2015-11-30 pI: 9.8
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

2135 1 754.0400 192.03 2 57.1 12.8 2 329-340 R.MTQIKIDEKEQK.S Oxidation: 1



Detailed Protein Report
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Protein 871: spermatogenesis-associated protein 31E1 [Homo sapiens]
Accession: gi|155029550 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.0
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 0.8
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 1 574.6432 -239.26 2 60.3 12.8 0 1055-
1065

R.ASSGSVQEDLR.S



Detailed Protein Report
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Protein 872: 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

1137 / 1532

Protein 873: transcriptional regulator ERG isoform 6 [Homo sapiens]
Accession: gi|343478184 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.3
Database Date: 2015-11-30 pI: 6.1
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

2099 1 720.7086 -156.70 2 54.8 12.8 0 119-130 K.HMPPPNMTTNER.R Oxidation: 2



Detailed Protein Report

1138 / 1532

Protein 874: tyrosine-protein kinase TXK [Homo sapiens]
Accession: gi|148596974 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.2
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Quantitation
QD:QU 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

1026 1 583.6927 -182.21 2 41.3 12.8 0 395-405 R.NCLVSSTCIVK.I QD:QU 0.99



Detailed Protein Report
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Protein 875: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2176 1 937.3251 -94.18 2 57.6 12.8 0 74-89 R.DSEYETAETMCQILPK.G Oxidation: 10



Detailed Protein Report

1140 / 1532

Protein 876: 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

1141 / 1532

Protein 877: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

477 1 686.3590 14.33 2 35.9 12.7 2 90-101 R.RGRDPEMGGKPR.R Oxidation: 7



Detailed Protein Report

1142 / 1532

Protein 878: PREDICTED: thrombospondin type-1 domain-containing protein 7A isoform X4 [Homo 
sapiens]

Accession: gi|578813343 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 169.7
Database Date: 2015-11-30 pI: 9.0
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

1536 2 977.3535 -97.31 2 47.7 12.7 1 394-409 R.QFPIGSEKECPEFEEK.E Carbamidomethyl: 10



Detailed Protein Report

1143 / 1532

Protein 879: 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

1144 / 1532

Protein 880: tetraspanin-32 [Homo sapiens]
Accession: gi|170763493 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.6
Database Date: 2015-11-30 pI: 10.5

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

1946 1 745.7827 -96.21 2 54.7 12.7 2 306-320 R.SRGGLSGCPERGLSD.-



Detailed Protein Report

1145 / 1532

Protein 881: PREDICTED: EGF-containing fibulin-like extracellular matrix protein 1 isoform X2 
[Homo sapiens]

Accession: gi|530367362 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.3
Database Date: 2015-11-30 pI: 9.5

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

952 1 824.0174 -86.17 3 40.4 12.7 2 2-24 M.STCPLWRGVPASLGNEELAREGK.R



Detailed Protein Report

1146 / 1532

Protein 882: pre-mRNA-splicing factor CWC22 homolog [Homo sapiens]
Accession: gi|55749769 Score: 12.7
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

868 1 820.4583 123.98 2 40.9 12.7 0 488-501 K.ELCNMILDCCAQQR.T



Detailed Protein Report

1147 / 1532

Protein 883: PREDICTED: RING finger protein 17 isoform X9 [Homo sapiens]
Accession: gi|578824965 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 174.6
Database Date: 2015-11-30 pI: 5.1
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

2739 1 698.3923 -31.29 4 63.2 12.7 0 628-652 K.LIIQKPVNSSLMLTVCLSHAILIVK.V Carbamidomethyl: 16



Detailed Protein Report

1148 / 1532

Protein 884: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

607 1 689.3448 -28.75 2 37.6 12.6 2 438-450 K.TSEAAVKEGKTEK.T



Detailed Protein Report

1149 / 1532

Protein 885: PREDICTED: killer cell immunoglobulin-like receptor 2DS5 [Homo sapiens]
Accession: gi|578847295 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.6
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation 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

1791 1 991.8058 -8.57 3 50.9 12.6 0 1-26 -.MSLMVISMACVAFFLLQGAWPHEGFR.R Oxidation: 1, 4



Detailed Protein Report

1150 / 1532

Protein 886: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2782 1 729.3683 -4.13 2 65.9 12.6 0 241-253 R.FFCLLLGPCMLGK.G Oxidation: 10



Detailed Protein Report

1151 / 1532

Protein 887: 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
QD:QU 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

889 1 711.1759 -210.31 2 41.2 12.6 0 317-330 R.SCPQGQAASSATTR.D Carbamidomethyl: 2 QD:QU 1.84



Detailed Protein Report

1152 / 1532

Protein 888: PREDICTED: serine/threonine-protein kinase 38-like isoform X2 [Homo sapiens]
Accession: gi|530399087 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.0
Database Date: 2015-11-30 pI: 8.6
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

260 1 619.6380 39.26 3 32.0 12.5 0 2-18 M.AMTAGTTTTFPMSNHTR.E Oxidation: 2, 12



Detailed Protein Report

1153 / 1532

Protein 889: 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

1154 / 1532

Protein 890: 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

1155 / 1532

Protein 891: 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

1156 / 1532

Protein 892: splicing factor 3B subunit 1 isoform 1 [Homo sapiens]
Accession: gi|54112117 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.7
Database Date: 2015-11-30 pI: 6.7
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

2825 1 973.5172 42.86 2 64.5 12.5 2 133-150 R.LDPFADGGKTPDPKMNAR.T Oxidation: 15



Detailed Protein Report

1157 / 1532

Protein 893: U8 snoRNA-decapping enzyme isoform 2 [Homo sapiens]
Accession: gi|285026434 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 10.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2174 1 1057.4538 -108.03 2 55.8 12.5 2 1-20 -.MAGARRLELGEALALGSGWR.H



Detailed Protein Report

1158 / 1532

Protein 894: PREDICTED: ankyrin repeat domain-containing protein 54 isoform X2 [Homo sapiens]
Accession: gi|578836933 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.6
Database Date: 2015-11-30 pI: 9.5
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

1060 1 839.1982 -168.17 2 41.8 12.5 1 1-13 -.MPMMWKQCSSCWK.M Oxidation: 3, 4



Detailed Protein Report

1159 / 1532

Protein 895: PREDICTED: F-box/WD repeat-containing protein 1A isoform X1 [Homo sapiens]
Accession: gi|530394581 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.0
Database Date: 2015-11-30 pI: 9.2

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

2332 3 596.6903 -176.88 2 57.8 12.5 0 148-158 R.AAVNVVDFDDK.Y



Detailed Protein Report

1160 / 1532

Protein 896: PREDICTED: hydroxyacylglutathione hydrolase-like protein isoform X3 [Homo 
sapiens]

Accession: gi|530409265 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 10.0
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

2023 1 698.7910 -48.75 2 53.8 12.5 2 239-249 R.RGMRMTCPLCR.R Carbamidomethyl: 10; 
Oxidation: 5



Detailed Protein Report

1161 / 1532

Protein 897: A disintegrin and metalloproteinase with thrombospondin motifs 20 preproprotein 
[Homo sapiens]

Accession: gi|124430557 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 214.6
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report

1162 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

692 3 730.1835 -205.23 2 37.2 12.5 0 1741-
1752

K.IYCADMYLENPK.E



Detailed Protein Report

1163 / 1532

Protein 898: PREDICTED: exportin-4 isoform X3 [Homo sapiens]
Accession: gi|530402602 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.1
Database Date: 2015-11-30 pI: 4.5

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

2864 1 1132.6268 1.42 2 65.0 12.5 1 197-216 R.IAAEHCIPLLTSLLEERVTR.L



Detailed Protein Report

1164 / 1532

Protein 899: late cornified envelope protein 3E [Homo sapiens]
Accession: gi|30410033 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.5
Database Date: 2015-11-30 pI: 12.6

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

1680 1 867.8636 -74.29 2 49.5 12.5 2 9-24 K.QCQPPPKCPSPKCPPK.N



Detailed Protein Report

1165 / 1532

Protein 900: CREB/ATF bZIP transcription factor [Homo sapiens]
Accession: gi|88900495 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.1
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578821635 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: CREB/ATF bZIP transcription factor isoform X8 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1905 1 1021.8816 -81.96 2 52.3 12.5 1 189-211 K.SPGGGGGGGSGNDNNQAATKSPR.K



Detailed Protein Report

1166 / 1532

Protein 901: ribonuclease pancreatic precursor [Homo sapiens]
Accession: gi|4506547 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.6
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 14.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|38201686 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ribonuclease pancreatic precursor [Homo sapiens]

gi|38201684 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ribonuclease pancreatic precursor [Homo sapiens]

gi|38201682 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ribonuclease pancreatic precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

170 1 1382.5832 10.89 2 30.9 12.4 2 39-61 R.QHMDSDSSPSSSSTYCNQMMRRR.N Carbamidomethyl: 16; 
Oxidation: 3



Detailed Protein Report

1167 / 1532

Protein 902: PREDICTED: zinc finger protein 449 isoform X1 [Homo sapiens]
Accession: gi|530422388 Score: 12.4
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2275 1 1130.5320 8.03 2 58.9 12.4 2 215-232 R.THTEERPFKCNYCGKSFR.Q Carbamidomethyl: 10



Detailed Protein Report

1168 / 1532

Protein 903: 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

1169 / 1532

Protein 904: transcription factor LBX2 isoform 2 [Homo sapiens]
Accession: gi|57528437 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 11.5
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

86 1 1003.1478 137.21 2 29.8 12.4 2 5-23 R.TSLEVSLGELGGEKCRGGR.R Carbamidomethyl: 15



Detailed Protein Report

1170 / 1532

Protein 905: catechol O-methyltransferase isoform S-COMT [Homo sapiens]
Accession: gi|6466450 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.4
Database Date: 2015-11-30 pI: 5.0

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

1130 1 555.3419 99.52 2 44.3 12.4 1 102-111 R.MVDFAGVKDK.V



Detailed Protein Report

1171 / 1532

Protein 906: 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

1172 / 1532

Protein 907: ataxin-7-like protein 1 isoform 3 [Homo sapiens]
Accession: gi|211971080 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.8
Database Date: 2015-11-30 pI: 10.8

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

638 1 776.3466 -53.90 2 36.6 12.4 0 2-16 M.CRPSPSPVSPASNPR.T



Detailed Protein Report

1173 / 1532

Protein 908: bisphosphoglycerate mutase [Homo sapiens]
Accession: gi|4502445 Score: 12.4
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
QD:QU Median: 1.09 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

1043 1 770.8455 -21.73 2 41.5 12.4 0 101-113 R.EQMALNHGEEQVR.L QD:QU 1.09



Detailed Protein Report
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Protein 909: 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

1175 / 1532

Protein 910: 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

1176 / 1532

Protein 911: PREDICTED: aspartyl aminopeptidase isoform X4 [Homo sapiens]
Accession: gi|578803997 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.6
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

2198 1 1031.5929 23.90 2 56.1 12.4 2 338-356 R.YASNAVSEALIREVANKVK.V



Detailed Protein Report

1177 / 1532

Protein 912: complexin-4 [Homo sapiens]
Accession: gi|31795561 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.3
Database Date: 2015-11-30 pI: 4.4
Modification(s): Oxidation 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

1078 1 820.2655 -85.51 2 42.0 12.3 1 108-120 R.KMVDEDQEEEEDK.D Oxidation: 2



Detailed Protein Report

1178 / 1532

Protein 913: PREDICTED: probable tubulin polyglutamylase TTLL2 isoform X1 [Homo sapiens]
Accession: gi|578812991 Score: 12.3
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

531 1 542.2992 -6.22 2 35.3 12.3 1 239-248 K.IKEVIGHGCK.W



Detailed Protein Report

1179 / 1532

Protein 914: PREDICTED: protein-methionine sulfoxide oxidase MICAL3 isoform X15 [Homo 
sapiens]

Accession: gi|578836826 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 153.9
Database Date: 2015-11-30 pI: 5.0

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

2381 1 937.9548 9.09 2 58.5 12.3 2 15-30 R.DLDADNRGKQSPHHER.K



Detailed Protein Report

1180 / 1532

Protein 915: 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

1181 / 1532

Protein 916: 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

1182 / 1532

Protein 917: PREDICTED: 5'-AMP-activated protein kinase catalytic subunit alpha-1 isoform X1 
[Homo sapiens]

Accession: gi|578809939 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.4
Database Date: 2015-11-30 pI: 5.8
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

274 1 424.1315 -203.85 3 32.2 12.3 1 157-166 K.HMLQVDPMKR.A Oxidation: 8



Detailed Protein Report

1183 / 1532

Protein 918: PREDICTED: E3 SUMO-protein ligase PIAS1 isoform X2 [Homo sapiens]
Accession: gi|530406586 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.8
Database Date: 2015-11-30 pI: 7.3
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

2137 1 1057.0868 -89.61 3 55.3 12.3 1 333-359 R.LTIPCRALTCSHLQCFDATLYIQMNEK.K Carbamidomethyl: 10



Detailed Protein Report

1184 / 1532

Protein 919: 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

1185 / 1532

Protein 920: 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

1186 / 1532

Protein 921: B-cell CLL/lymphoma 7 protein family member C isoform 2 [Homo sapiens]
Accession: gi|20336477 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.5
Database Date: 2015-11-30 pI: 5.0

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

1204 1 491.6325 -223.38 2 43.6 12.2 1 209-217 K.RICPNAPDP.-



Detailed Protein Report

1187 / 1532

Protein 922: PREDICTED: proton-coupled amino acid transporter 4 isoform X4 [Homo sapiens]
Accession: gi|578821970 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.7
Database Date: 2015-11-30 pI: 9.7
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

2948 1 965.1376 114.87 2 66.0 12.2 2 2-16 M.HILVRCSHFLCLRFK.K Carbamidomethyl: 6



Detailed Protein Report

1188 / 1532

Protein 923: PREDICTED: mitogen-activated protein kinase kinase kinase 3 isoform X4 [Homo 
sapiens]

Accession: gi|578830957 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.8
Database Date: 2015-11-30 pI: 9.6
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

2789 1 665.3703 103.21 2 63.9 12.2 0 429-440 R.LQTICMSGTGMR.S Oxidation: 6, 11



Detailed Protein Report

1189 / 1532

Protein 924: 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

1190 / 1532

Protein 925: PREDICTED: uncharacterized protein LOC144535 [Homo sapiens]
Accession: gi|578796689 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 322.3
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.59 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1191 / 1532



Detailed Protein Report

1192 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2780 1 973.5049 -1.76 2 63.8 12.2 2 1398-
1414

K.AAVMEIGRSAEMQQRIR.S QD:QU 0.59



Detailed Protein Report

1193 / 1532

Protein 926: PREDICTED: nuclear factor erythroid 2-related factor 1 isoform X6 [Homo sapiens]
Accession: gi|530412326 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.1
Database Date: 2015-11-30 pI: 4.4

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

1364 1 945.1721 -308.27 1 45.6 12.2 0 170-178 K.EDIDLGAGR.E



Detailed Protein Report

1194 / 1532

Protein 927: 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

1195 / 1532

Protein 928: 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

1196 / 1532

Protein 929: 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

1197 / 1532

Protein 930: PREDICTED: phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 1 
protein isoform X1 [Homo sapiens]

Accession: gi|530418228 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 5.2

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

946 1 628.3451 -22.84 2 41.9 12.2 1 748-759 K.LPSRLEGGASLR.L



Detailed Protein Report

1198 / 1532

Protein 931: putative ankyrin repeat domain-containing protein 31 [Homo sapiens]
Accession: gi|256574792 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.7
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 1



Detailed Protein Report

1199 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2612 1 812.4151 42.97 2 61.3 12.1 2 1254-
1267

K.QKSALDEADDEKMK.E Oxidation: 13



Detailed Protein Report

1200 / 1532

Protein 932: 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
QD:QU Median: 0.34 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1201 / 1532



Detailed Protein Report

1202 / 1532

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 QD:QU 0.34



Detailed Protein Report

1203 / 1532

Protein 933: 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

1204 / 1532

Protein 934: PREDICTED: apoptosis-stimulating of p53 protein 2 isoform X1 [Homo sapiens]
Accession: gi|530366444 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.2
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1220 1 500.6481 -227.72 2 43.8 12.1 1 112-120 R.KENGVNSPR.M



Detailed Protein Report

1205 / 1532

Protein 935: uncharacterized protein C14orf93 isoform c [Homo sapiens]
Accession: gi|545479143 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 5.2
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

438 1 847.2141 -29.18 1 34.1 12.1 0 19-25 R.CCCCACK.S Carbamidomethyl: 1, 3



Detailed Protein Report

1206 / 1532

Protein 936: 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

1207 / 1532

Protein 937: 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

1208 / 1532

Protein 938: zinc finger protein 77 [Homo sapiens]
Accession: gi|33438586 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.9
Database Date: 2015-11-30 pI: 10.2

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

1703 1 1070.9798 -22.91 2 49.8 12.1 2 513-530 R.THTGERPYECKQCGKTFR.Y



Detailed Protein Report

1209 / 1532

Protein 939: glutathione reductase, mitochondrial isoform 4 precursor [Homo sapiens]
Accession: gi|305410793 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.2
Database Date: 2015-11-30 pI: 9.7
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

2535 1 686.2933 -59.83 2 60.4 12.1 2 377-388 K.TKCVMKMVCANK.E Oxidation: 5



Detailed Protein Report

1210 / 1532

Protein 940: tRNA pseudouridine synthase A, mitochondrial isoform 2 [Homo sapiens]
Accession: gi|70166599 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.3
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|70166634 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
tRNA  pseudouridine  synthase  A,  mitochondrial  isoform  2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

574 1 512.7132 -190.86 2 35.8 12.0 0 300-309 K.APGLGLVLER.V



Detailed Protein Report

1211 / 1532

Protein 941: 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

1212 / 1532

Protein 942: nucleosome-remodeling factor subunit BPTF isoform 2 [Homo sapiens]
Accession: gi|38788260 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 322.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 1



Detailed Protein Report

1213 / 1532



Detailed Protein Report

1214 / 1532

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

1215 / 1532

Protein 943: spermatid maturation protein 1 [Homo sapiens]
Accession: gi|116268095 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.8
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation 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

2077 1 1057.4596 -49.95 3 54.5 12.0 2 86-113 K.QSSPAVHLRCTMDPVMMTVSPPPAHRHR.R Oxidation: 12, 17



Detailed Protein Report

1216 / 1532

Protein 944: 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

1217 / 1532

Protein 945: proline-rich protein 9 [Homo sapiens]
Accession: gi|307133761 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.9
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl 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

2348 1 646.6880 -216.71 2 58.0 12.0 0 10-20 K.QPCVPPPCLPK.T Carbamidomethyl: 3, 8



Detailed Protein Report

1218 / 1532

Protein 946: PREDICTED: dehydrogenase/reductase SDR family member 7B isoform X1 [Homo 
sapiens]

Accession: gi|578829832 Score: 12.0
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 [%]: 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

2770 1 1086.0137 -9.69 2 65.8 12.0 0 28-46 K.WSPGPGDQGWPVMLCQVLK.E Carbamidomethyl: 15; 
Oxidation: 13



Detailed Protein Report

1219 / 1532

Protein 947: 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

1220 / 1532

Protein 948: immunoglobulin superfamily member 22 [Homo sapiens]
Accession: gi|253970427 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.9
Database Date: 2015-11-30 pI: 9.0

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

2097 1 900.3887 -98.78 3 56.6 12.0 2 977-1003 R.AVNEAGVGEPVELDKGVRAMPPPAAPK.F



Detailed Protein Report

1221 / 1532

Protein 949: laminin subunit beta-3 precursor [Homo sapiens]
Accession: gi|62868215 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.5
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530366188 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: laminin subunit beta-3 isoform X1 [Homo sapiens]

gi|189083719 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

laminin subunit beta-3 precursor [Homo sapiens]

gi|62868217 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

laminin subunit beta-3 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2105 1 926.8168 -61.93 2 54.9 12.0 1 523-539 R.TYGDVATGCRACDCDFR.G



Detailed Protein Report

1222 / 1532

Protein 950: membrane-bound transcription factor site-1 protease preproprotein [Homo sapiens]
Accession: gi|4506775 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.7
Database Date: 2015-11-30 pI: 9.5

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

1660 1 612.4256 151.20 3 49.3 12.0 1 387-404 R.MKPDIVTYGAGVRGSGVK.G



Detailed Protein Report

1223 / 1532

Protein 951: transmembrane channel-like protein 7 isoform b [Homo sapiens]
Accession: gi|238550100 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.1
Database Date: 2015-11-30 pI: 9.5
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

2143 1 1052.3999 -98.15 2 57.2 12.0 1 199-216 K.IFAGWDFCITNRSMADLK.H Oxidation: 14



Detailed Protein Report

1224 / 1532

Protein 952: protein AKNAD1 [Homo sapiens]
Accession: gi|91754185 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.8
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

2577 1 1202.2445 83.07 2 60.9 12.0 2 249-269 K.YGQGQVHYQLPDFSKIAPKVK.I



Detailed Protein Report

1225 / 1532

Protein 953: 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

1226 / 1532

Protein 954: DNA helicase MCM8 isoform 4 [Homo sapiens]
Accession: gi|528078341 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.7
Database Date: 2015-11-30 pI: 7.8

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

527 1 882.7095 306.55 1 35.2 11.9 0 787-793 K.VYQLQTM.-



Detailed Protein Report

1227 / 1532

Protein 955: 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

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

1995 1 678.8162 -37.70 2 55.3 11.9 2 141-152 K.DCPHMKEKGALK.Q



Detailed Protein Report

1228 / 1532

Protein 956: follistatin-related protein 1 precursor [Homo sapiens]
Accession: gi|5901956 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.0
Database Date: 2015-11-30 pI: 5.3
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

2625 1 671.8235 5.72 2 61.5 11.9 0 72-81 K.TYLNHCELHR.D Carbamidomethyl: 6



Detailed Protein Report

1229 / 1532

Protein 957: PREDICTED: clathrin heavy chain 2 isoform X7 [Homo sapiens]
Accession: gi|578837411 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.9
Database Date: 2015-11-30 pI: 5.5
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

178 1 820.7984 68.97 3 31.0 11.9 1 42-63 R.EKVGEQAQVTIIDMSDPMAPIR.R Oxidation: 14, 18



Detailed Protein Report

1230 / 1532

Protein 958: PREDICTED: RNA 3'-terminal phosphate cyclase isoform X1 [Homo sapiens]
Accession: gi|530363524 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.4
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530363526 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: RNA 3'-terminal  phosphate cyclase isoform X2 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2681 1 559.7841 -33.68 2 64.6 11.9 1 149-159 K.VAKDMAAAAVR.C Oxidation: 5



Detailed Protein Report

1231 / 1532

Protein 959: guanylate-binding protein 7 [Homo sapiens]
Accession: gi|148234215 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.5
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl 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

838 1 712.3324 -47.27 2 39.0 11.9 1 64-76 K.GFPLGCTVKSETK.G Carbamidomethyl: 6



Detailed Protein Report

1232 / 1532

Protein 960: 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

1233 / 1532

Protein 961: regulator of G-protein signaling 16 [Homo sapiens]
Accession: gi|156416009 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.7
Database Date: 2015-11-30 pI: 6.2

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

435 1 1014.5179 31.94 2 34.1 11.9 1 142-160 R.MNLQTATATCFDAAQGKTR.T



Detailed Protein Report

1234 / 1532

Protein 962: PREDICTED: zinc finger protein 621 isoform X2 [Homo sapiens]
Accession: gi|530372341 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.1
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl 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

1346 1 956.6771 -101.46 3 45.4 11.9 2 152-175 K.AFKSSYDCIVHEKNHIGEGPYECK.E Carbamidomethyl: 8, 23



Detailed Protein Report

1235 / 1532

Protein 963: interferon-induced transmembrane protein 10 [Homo sapiens]
Accession: gi|334848153 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.6
Database Date: 2015-11-30 pI: 7.5

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

1913 1 686.2353 -180.69 2 52.4 11.9 0 185-197 K.LLNDLNGAVEDAK.T



Detailed Protein Report

1236 / 1532

Protein 964: armadillo repeat-containing protein 7 [Homo sapiens]
Accession: gi|13375770 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 5.7

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

1187 1 757.1449 125.66 3 43.4 11.9 0 14-33 R.LGYLQALVTEFQETQSQDAK.E



Detailed Protein Report

1237 / 1532

Protein 965: PNMA-like protein 2 [Homo sapiens]
Accession: gi|146219841 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.6
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

1644 1 662.3238 -46.15 2 49.1 11.9 0 544-558 R.GLTPAGAPPTASGAR.K



Detailed Protein Report

1238 / 1532

Protein 966: vinexin isoform 2 [Homo sapiens]
Accession: gi|65301112 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.7
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 5.2
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

1992 1 857.8267 -95.65 2 55.3 11.9 2 22-38 R.DPSASNGGGSPARREEK.K



Detailed Protein Report

1239 / 1532

Protein 967: PREDICTED: synaptotagmin-7 isoform X7 [Homo sapiens]
Accession: gi|530397581 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.5
Database Date: 2015-11-30 pI: 10.7

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

285 1 733.8676 -12.20 2 33.5 11.8 2 270-283 R.GQARQGTSAGSKYR.A



Detailed Protein Report

1240 / 1532

Protein 968: 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

1241 / 1532

Protein 969: puratrophin-1 isoform 2 [Homo sapiens]
Accession: gi|193211603 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
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

2738 1 665.3700 78.60 2 63.2 11.8 0 972-983 R.DIAPSEEAINDR.T



Detailed Protein Report

1242 / 1532

Protein 970: 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

1243 / 1532

Protein 971: PREDICTED: connector enhancer of kinase suppressor of ras 2 isoform X2 [Homo 
sapiens]

Accession: gi|530421010 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.2
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

2618 1 973.4719 -48.48 2 61.4 11.8 1 296-312 K.RPQSMLTSAPALLKNMR.W Oxidation: 5, 16



Detailed Protein Report

1244 / 1532

Protein 972: PREDICTED: extended synaptotagmin-3 isoform X2 [Homo sapiens]
Accession: gi|578807790 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
Database Date: 2015-11-30 pI: 9.2
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

182 1 713.3577 -22.73 2 32.3 11.8 0 805-817 K.QAVYGSSCVLTIK.- Carbamidomethyl: 8



Detailed Protein Report

1245 / 1532

Protein 973: dehydrogenase/reductase SDR family member 2, mitochondrial isoform 1 [Homo 
sapiens]

Accession: gi|33667109 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 11.5
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1
Quantitation
QD:QU 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

767 1 766.4829 145.43 2 38.1 11.8 1 228-241 R.IGFMGMSLSGRTSR.N Oxidation: 4, 6 QD:QU 1.78



Detailed Protein Report

1246 / 1532

Protein 974: 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

1247 / 1532

Protein 975: 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
QD:QU Median: 17.80 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

672 1 705.3789 -4.51 2 38.4 11.8 2 762-772 K.KPSLRKDMYQK.M Oxidation: 8 QD:QU 17.80



Detailed Protein Report

1248 / 1532

Protein 976: zinc finger protein 12 isoform b [Homo sapiens]
Accession: gi|110349775 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.1
Database Date: 2015-11-30 pI: 9.1
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

516 1 717.8729 114.29 2 36.4 11.8 2 373-383 K.CSECGKCFCRK.S Carbamidomethyl: 1, 4, 7



Detailed Protein Report

1249 / 1532

Protein 977: potassium voltage-gated channel subfamily H member 4 [Homo sapiens]
Accession: gi|6912446 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.6
Database Date: 2015-11-30 pI: 9.8
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

2599 1 610.2335 -156.17 2 61.2 11.8 0 217-226 R.CLLLHYSVSK.A Carbamidomethyl: 1



Detailed Protein Report

1250 / 1532

Protein 978: 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
QD:QU Median: 0.54 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

37 1 712.6427 -104.44 3 30.3 11.8 2 850-867 K.INEAVECLLSLKAQYKEK.T Carbamidomethyl: 7 QD:QU 0.54



Detailed Protein Report

1251 / 1532

Protein 979: proline dehydrogenase 1, mitochondrial isoform 1 precursor [Homo sapiens]
Accession: gi|304766736 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.9
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

1081 1 851.8806 -166.32 2 43.6 11.8 2 2-16 M.ALRRALPALRPCIPR.F



Detailed Protein Report

1252 / 1532

Protein 980: heterogeneous nuclear ribonucleoprotein U isoform b [Homo sapiens]
Accession: gi|14141161 Score: 11.8
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

436 1 658.3678 -41.71 2 35.4 11.8 2 11-21 K.LKVSELKEELK.K



Detailed Protein Report

1253 / 1532

Protein 981: 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

1254 / 1532

Protein 982: ataxin-1 [Homo sapiens]
Accession: gi|51479158 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.9
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

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

1222 1 612.4331 130.26 2 45.4 11.8 0 698-709 K.GQPVDPASVLLK.H



Detailed Protein Report

1255 / 1532

Protein 983: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1754 2 577.2577 -85.92 2 52.2 11.8 0 473-483 R.STRPPGANPTR.R



Detailed Protein Report

1256 / 1532

Protein 984: signal-regulatory protein beta-2 isoform 1 precursor [Homo sapiens]
Accession: gi|171906611 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.9
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1
Quantitation
QD:QU 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

555 1 708.8400 52.03 2 35.5 11.8 0 60-72 R.CMVVGSCTDGMIK.W Carbamidomethyl: 7; 
Oxidation: 2

QD:QU 0.67



Detailed Protein Report

1257 / 1532

Protein 985: 39S ribosomal protein L52, mitochondrial isoform e [Homo sapiens]
Accession: gi|31083085 Score: 11.8
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

2730 1 877.9630 30.30 2 63.1 11.8 1 14-28 R.RLHCSVAAWAGGQWR.L Carbamidomethyl: 4



Detailed Protein Report

1258 / 1532

Protein 986: 60S ribosomal protein L35a [Homo sapiens]
Accession: gi|16117791 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.5
Database Date: 2015-11-30 pI: 11.7

Sequence Coverage [%]: 11.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530375914 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: 60S ribosomal protein L35a isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2762 1 733.8633 -77.98 2 63.6 11.8 2 88-100 K.FRSNLPAKAIGHR.I



Detailed Protein Report

1259 / 1532

Protein 987: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

675 1 690.3561 -24.67 2 38.4 11.8 1 146-157 K.NAKEEINVLHGR.L



Detailed Protein Report

1260 / 1532

Protein 988: liprin-beta-2 isoform 3 [Homo sapiens]
Accession: gi|375151575 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.1
Database Date: 2015-11-30 pI: 9.3
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

2166 1 977.4261 -10.11 2 55.7 11.7 0 367-383 R.TQSGNFYTDTLGMAEFR.R Oxidation: 13



Detailed Protein Report

1261 / 1532

Protein 989: PREDICTED: regulator of G-protein signaling 7-binding protein isoform X2 [Homo 
sapiens]

Accession: gi|578810352 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.7
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.8

No. of unique Peptides: 1
Quantitation
QD:QU 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

1047 1 973.9236 -30.05 2 41.6 11.7 2 37-54 R.GSGSESAHKTQRALDDCK.M Carbamidomethyl: 17 QD:QU 0.35



Detailed Protein Report

1262 / 1532

Protein 990: 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

1263 / 1532

Protein 991: 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

1264 / 1532

Protein 992: pancreatic lipase-related protein 2 precursor [Homo sapiens]
Accession: gi|106507261 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.0
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl, 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

1225 1 671.3731 171.64 2 43.8 11.7 0 101-111 K.AEDSWPSDMCK.K Carbamidomethyl: 10; 
Oxidation: 9



Detailed Protein Report

1265 / 1532

Protein 993: vesicle transport protein GOT1B [Homo sapiens]
Accession: gi|7705636 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.4
Database Date: 2015-11-30 pI: 10.8

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

2030 1 713.2881 -69.27 2 53.9 11.7 1 126-138 R.SFVDKVGESNNMV.-



Detailed Protein Report

1266 / 1532

Protein 994: metastasis-associated protein MTA2 [Homo sapiens]
Accession: gi|14141170 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.0
Database Date: 2015-11-30 pI: 10.4
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

1808 1 780.2935 -154.53 2 51.1 11.7 1 139-152 K.TLLADQGEIRVGCK.Y Carbamidomethyl: 13



Detailed Protein Report

1267 / 1532

Protein 995: membrane-spanning 4-domains subfamily A member 14 isoform 2 [Homo sapiens]
Accession: gi|119226220 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.6
Database Date: 2015-11-30 pI: 5.2

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

974 1 555.2031 -91.32 2 40.7 11.7 1 1-9 -.MESTSQDRR.A



Detailed Protein Report

1268 / 1532

Protein 996: zinc finger protein 26 isoform 3 [Homo sapiens]
Accession: gi|372266178 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.6
Database Date: 2015-11-30 pI: 10.2
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

2652 1 665.3901 129.73 3 61.9 11.7 1 386-401 R.RTHTGERPYECSLCER.A Carbamidomethyl: 14



Detailed Protein Report

1269 / 1532

Protein 997: 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
Quantitation
QD:QU 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

1378 1 977.5477 34.77 2 47.4 11.7 0 216-233 R.SIVSELAGLLSAMEYVQK.T Oxidation: 13 QD:QU 0.93



Detailed Protein Report

1270 / 1532

Protein 998: PREDICTED: glyoxalase domain-containing protein 5 isoform X1 [Homo sapiens]
Accession: gi|578838023 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.3
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation 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

2512 1 856.9301 -10.53 2 62.0 11.7 2 16-29 K.ILGMEVMTFKEDRK.A Oxidation: 4



Detailed Protein Report

1271 / 1532

Protein 999: mitochondrial intermediate peptidase [Homo sapiens]
Accession: gi|156105687 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.6
Database Date: 2015-11-30 pI: 6.6
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

2189 1 993.8848 -92.03 2 56.0 11.7 1 632-647 R.YYSYLMSRAVASMVWK.E Oxidation: 6, 13



Detailed Protein Report

1272 / 1532

Protein 1000: 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
QD:QU 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

30 1 856.3760 -67.86 2 30.1 11.7 1 341-355 K.EHDNSVKEEATALLR.K QD:QU 0.98



Detailed Protein Report

1273 / 1532

Protein 1001: PREDICTED: sperm-associated antigen 8 isoform X4 [Homo sapiens]
Accession: gi|578816456 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.4
Database Date: 2015-11-30 pI: 7.9
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

2737 1 753.8991 19.19 2 63.2 11.7 0 225-238 K.NCSFSTPVPLSLGK.L Carbamidomethyl: 2



Detailed Protein Report

1274 / 1532

Protein 1002: regulator of G-protein signaling 9 isoform 2 [Homo sapiens]
Accession: gi|126366080 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 10.0

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

461 1 626.3269 -12.81 2 35.8 11.6 1 596-607 R.LSPKCPAVSHGR.V



Detailed Protein Report

1275 / 1532

Protein 1003: 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

1276 / 1532

Protein 1004: PREDICTED: TRAF3-interacting protein 1 isoform X3 [Homo sapiens]
Accession: gi|578804055 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.4
Database Date: 2015-11-30 pI: 9.4

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

515 1 686.3549 -44.18 2 36.4 11.6 0 34-44 R.YLHDIITEVIR.M



Detailed Protein Report

1277 / 1532

Protein 1005: PREDICTED: gamma-adducin isoform X7 [Homo sapiens]
Accession: gi|530393082 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.8
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578818929 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: gamma-adducin isoform X11 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

734 1 712.3429 -45.01 2 39.2 11.6 0 100-113 R.GLSFSEATASNLVK.V



Detailed Protein Report

1278 / 1532

Protein 1006: 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

1279 / 1532

Protein 1007: 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

1280 / 1532

Protein 1008: cell division cycle-associated protein 4 [Homo sapiens]
Accession: gi|22027509 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.1
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 7.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|22027511 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
cell division cycle-associated protein 4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2120 1 955.8719 -124.82 2 55.1 11.6 2 8-25 K.RKCVGHEEDVEGALAGLK.T



Detailed Protein Report

1281 / 1532

Protein 1009: kazrin isoform C [Homo sapiens]
Accession: gi|63999741 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.0
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|65301128 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
kazrin isoform C [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2651 1 698.3866 57.31 2 61.9 11.6 1 139-150 R.MKELEAELAMAK.Q Oxidation: 1, 10



Detailed Protein Report

1282 / 1532

Protein 1010: cancer/testis antigen family 45 member A5 [Homo sapiens]
Accession: gi|56090473 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.1
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 7.9

No. of unique 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

309 1 704.8671 37.75 2 33.9 11.6 0 40-54 K.QGAGDSLIAGSAMSK.E Oxidation: 13



Detailed Protein Report

1283 / 1532

Protein 1011: 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

1284 / 1532

Protein 1012: 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

1285 / 1532

Protein 1013: 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

1286 / 1532

Protein 1014: PREDICTED: bile acid receptor isoform X2 [Homo sapiens]
Accession: gi|578824525 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.5
Database Date: 2015-11-30 pI: 10.1
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

1939 1 917.8148 -77.02 2 54.6 11.5 2 173-187 K.CKNGGNCVMDMYMRR.K Carbamidomethyl: 7



Detailed Protein Report

1287 / 1532

Protein 1015: PREDICTED: transmembrane and coiled-coil domains protein 3 isoform X1 [Homo 
sapiens]

Accession: gi|530400601 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.1
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530400605 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  transmembrane  and  coiled-coil  domains  protein  3  
isoform X3 [Homo sapiens]

gi|530400603 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  transmembrane  and  coiled-coil  domains  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

2855 1 1027.5252 -26.05 2 64.9 11.5 0 413-430 R.CHILGTFFAVTLLAIFCK.N Carbamidomethyl: 1



Detailed Protein Report

1288 / 1532

Protein 1016: 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

Quantitation
QD:QU Median: 0.95 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

880 1 695.3494 -29.98 2 41.1 11.5 1 101-113 K.LQKLGEGDSSVTR.E QD:QU 0.95



Detailed Protein Report

1289 / 1532

Protein 1017: PREDICTED: serine/threonine-protein kinase 31 isoform X3 [Homo sapiens]
Accession: gi|578813577 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.7
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

414 1 592.2979 34.39 2 35.1 11.5 0 581-591 K.GYSVDVDTEAK.V



Detailed Protein Report

1290 / 1532

Protein 1018: UDP-glucuronosyltransferase 2A3 precursor [Homo sapiens]
Accession: gi|193211427 Score: 11.5
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

2124 1 652.6392 15.16 3 55.1 11.5 1 123-137 K.MMCESFIYNQTLMKK.L Carbamidomethyl: 3; 
Oxidation: 1, 13



Detailed Protein Report

1291 / 1532

Protein 1019: melanotransferrin isoform 2 precursor [Homo sapiens]
Accession: gi|16163666 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.7
Database Date: 2015-11-30 pI: 5.5
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

2850 1 754.6730 23.67 3 64.8 11.5 2 249-267 R.SEEEEGECPAHEEARRTMR.S Oxidation: 18



Detailed Protein Report

1292 / 1532

Protein 1020: WAP four-disulfide core domain protein 2 precursor [Homo sapiens]
Accession: gi|56699495 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.0
Database Date: 2015-11-30 pI: 4.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 17.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2885 1 1287.8628 -110.66 2 65.2 11.5 2 95-116 R.DQCQVDSQCPGQMKCCRNGCGK.V Carbamidomethyl: 9, 15, 
16; Oxidation: 13



Detailed Protein Report

1293 / 1532

Protein 1021: 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
QD:QU Median: 0.44 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 QD:QU 0.44



Detailed Protein Report

1294 / 1532

Protein 1022: 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

1295 / 1532

Protein 1023: transmembrane protein 191B [Homo sapiens]
Accession: gi|334085264 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.0
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

1263 1 714.0054 -115.37 3 45.9 11.5 2 328-346 R.LRYTLSPLLELRANGLLPT.-



Detailed Protein Report

1296 / 1532

Protein 1024: 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

1297 / 1532

Protein 1025: cyclin-dependent kinase 14 isoform a [Homo sapiens]
Accession: gi|560231615 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.0
Database Date: 2015-11-30 pI: 9.7

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

1903 1 676.2591 -182.65 2 52.3 11.4 1 22-33 R.TLSESFSRIALK.K



Detailed Protein Report

1298 / 1532

Protein 1026: 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

1299 / 1532

Protein 1027: 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

1300 / 1532

Protein 1028: 3-keto-steroid reductase [Homo sapiens]
Accession: gi|7705421 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.2
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

1650 1 682.3648 78.06 3 50.9 11.4 1 295-311 R.NYIMTQKMDLDEDTAEK.F



Detailed Protein Report

1301 / 1532

Protein 1029: transcription initiation factor TFIID subunit 1-like [Homo sapiens]
Accession: gi|24429572 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 207.2
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report

1302 / 1532

Cmpds. [ppm] [min]

1183 1 839.3834 23.08 2 44.9 11.4 0 1050-
1065

R.TMSTEQAHSGEGPMSK.F



Detailed Protein Report

1303 / 1532

Protein 1030: sushi domain-containing protein 1 isoform 3 precursor [Homo sapiens]
Accession: gi|544063419 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.4
Database Date: 2015-11-30 pI: 6.0
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

893 1 736.8280 -19.37 2 41.2 11.4 0 56-68 K.ICICNYGFVGNGR.T Carbamidomethyl: 4



Detailed Protein Report

1304 / 1532

Protein 1031: tumor suppressor candidate gene 1 protein [Homo sapiens]
Accession: gi|51944974 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.4
Database Date: 2015-11-30 pI: 11.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

474 1 775.3888 94.96 2 35.9 11.4 1 15-31 R.GSCCGGDGAADGRGPGR.S Carbamidomethyl: 3



Detailed Protein Report

1305 / 1532

Protein 1032: double-stranded RNA-specific adenosine deaminase isoform d [Homo sapiens]
Accession: gi|70167113 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

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



Detailed Protein Report

1306 / 1532

Protein 1033: guanine nucleotide-binding protein subunit beta-5 isoform a [Homo sapiens]
Accession: gi|5729852 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.7
Database Date: 2015-11-30 pI: 5.6
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

2176 1 994.3487 -118.16 2 55.8 11.4 1 129-145 K.CSVYPLTFDKNENMAAK.K Carbamidomethyl: 1



Detailed Protein Report

1307 / 1532

Protein 1034: 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

1308 / 1532

Protein 1035: PREDICTED: formin-like protein 1 isoform X8 [Homo sapiens]
Accession: gi|578831370 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.1
Database Date: 2015-11-30 pI: 5.6
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

2052 1 937.3073 -130.77 2 54.2 11.4 0 674-688 K.VLQELDMSDFEEQFK.T Oxidation: 7



Detailed Protein Report

1309 / 1532

Protein 1036: paired box protein Pax-8 isoform PAX8E [Homo sapiens]
Accession: gi|7669542 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 9.8

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

1475 1 954.9298 -86.64 2 47.0 11.4 0 65-82 R.YYETGSIRPGVIGGSKPK.V



Detailed Protein Report

1310 / 1532

Protein 1037: 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

1311 / 1532

Protein 1038: PREDICTED: cip1-interacting zinc finger protein isoform X8 [Homo sapiens]
Accession: gi|578817288 Score: 11.4
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

Quantitation
QD:QU Median: 0.39 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

86 1 837.3356 -111.08 2 31.0 11.4 2 12-27 R.QTDLGLRASPSRCGGR.G QD:QU 0.39



Detailed Protein Report

1312 / 1532

Protein 1039: PREDICTED: serine protease 23 isoform X1 [Homo sapiens]
Accession: gi|530396226 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.4
Database Date: 2015-11-30 pI: 10.5

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

2331 1 1175.1968 47.50 2 59.6 11.4 0 31-53 R.QLPALLASLLALGCAAGQAWEPR.A



Detailed Protein Report

1313 / 1532

Protein 1040: 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

1314 / 1532

Protein 1041: ataxin-7-like protein 2 [Homo sapiens]
Accession: gi|93277115 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.1
Database Date: 2015-11-30 pI: 10.5
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

796 2 509.7026 -123.40 2 38.5 11.4 0 584-592 R.TCILEPTGK.G Carbamidomethyl: 2



Detailed Protein Report

1315 / 1532

Protein 1042: repressor of RNA polymerase III transcription MAF1 homolog [Homo sapiens]
Accession: gi|110349740 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 4.3
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

418 1 731.6703 -195.14 2 33.9 11.3 1 29-41 R.IESYSCKMAGDDK.H Oxidation: 8



Detailed Protein Report

1316 / 1532

Protein 1043: probable G-protein coupled receptor 150 [Homo sapiens]
Accession: gi|40385873 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.3
Database Date: 2015-11-30 pI: 11.9
Modification(s): Carbamidomethyl 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

2711 1 973.5265 106.80 2 62.8 11.3 0 370-388 R.LGSLCCAPQGGAEDEEGPR.G Carbamidomethyl: 6



Detailed Protein Report

1317 / 1532

Protein 1044: heterogeneous nuclear ribonucleoprotein L isoform a [Homo sapiens]
Accession: gi|52632383 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.1
Database Date: 2015-11-30 pI: 9.2

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

2243 1 951.4429 25.12 2 56.7 11.3 1 35-56 K.MAAAGGGGGGGRYYGGGSEGGR.A



Detailed Protein Report

1318 / 1532

Protein 1045: protein kinase C theta type isoform 3 [Homo sapiens]
Accession: gi|544063437 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.9
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

1283 1 729.3578 39.18 2 46.2 11.3 0 1-12 -.MSNQNGQMYIQK.K Oxidation: 1



Detailed Protein Report

1319 / 1532

Protein 1046: 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

1320 / 1532

Protein 1047: diphthamide biosynthesis protein 7 [Homo sapiens]
Accession: gi|24308452 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation 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

1360 1 991.6333 137.20 2 45.5 11.3 1 40-57 R.RPEDRPAGPQNKGGMEVK.E Oxidation: 15



Detailed Protein Report

1321 / 1532

Protein 1048: 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

1322 / 1532

Protein 1049: EH domain-binding protein 1 isoform 3 [Homo sapiens]
Accession: gi|217330572 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.2
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.77 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

778 1 830.6256 153.36 1 39.7 11.3 0 210-216 K.ITELINK.L QD:QU 0.77



Detailed Protein Report
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Protein 1050: sister chromatid cohesion protein PDS5 homolog A isoform 3 [Homo sapiens]
Accession: gi|155030220 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.0
Database Date: 2015-11-30 pI: 6.7
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

504 1 699.9329 104.76 2 34.9 11.3 1 416-427 R.KEAMMGLAQLYK.K Oxidation: 4



Detailed Protein Report
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Protein 1051: 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
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Protein 1052: spectrin beta chain, non-erythrocytic 5 [Homo sapiens]
Accession: gi|485837026 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 416.5
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 0.3
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

1262 1 598.7915 -6.95 2 45.9 11.3 0 1334-
1345

K.GLMAAHEPSGAR.R



Detailed Protein Report
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Protein 1053: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1531 2 698.8072 -95.99 2 49.3 11.3 2 1-11 -.MVVLRGPHRCR.H Carbamidomethyl: 10; 
Oxidation: 1



Detailed Protein Report
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Protein 1054: PREDICTED: hypoxia-inducible factor 3-alpha isoform X4 [Homo sapiens]
Accession: gi|530417039 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.4
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.22 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530417041 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  hypoxia-inducible  factor  3-alpha  isoform  X5  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2337 1 646.6647 -229.39 2 57.9 11.3 1 534-547 R.GRGSGAAGSETSQK.V QD:QU 0.22



Detailed Protein Report
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Protein 1055: 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
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Protein 1056: telomerase protein component 1 [Homo sapiens]
Accession: gi|21536371 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 290.3
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530404542 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  telomerase  protein  component  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

1409 1 630.7535 142.03 3 46.2 11.3 2 610-624 R.FLCHLSRQQLRMAMR.I



Detailed Protein Report

1334 / 1532

Protein 1057: PREDICTED: germinal-center associated nuclear protein isoform X6 [Homo sapiens]
Accession: gi|578836729 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.4
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

101 1 707.1277 128.95 3 30.0 11.3 0 1357-
1376

R.GASAEELLAQCLSSSLLLEK.E Carbamidomethyl: 11



Detailed Protein Report
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Protein 1058: adenylate cyclase type 9 [Homo sapiens]
Accession: gi|50959205 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 150.6
Database Date: 2015-11-30 pI: 7.3

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

1876 1 612.7873 -6.31 2 53.8 11.2 0 629-640 K.TCPSCGITFAPK.S



Detailed Protein Report
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Protein 1059: 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
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Protein 1060: tripartite motif-containing protein 38 [Homo sapiens]
Accession: gi|5454014 Score: 11.2
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 [%]: 3.4

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

1338 / 1532

Protein 1061: 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
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Protein 1062: D-3-phosphoglycerate dehydrogenase [Homo sapiens]
Accession: gi|23308577 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.6
Database Date: 2015-11-30 pI: 6.3
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

1642 1 634.8441 11.21 2 49.1 11.2 2 136-146 R.KKFMGTELNGK.T Oxidation: 4



Detailed Protein Report
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Protein 1063: putative uncharacterized protein ENSP00000383407 [Homo sapiens]
Accession: gi|375151595 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.5
Database Date: 2015-11-30 pI: 9.1

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

2759 1 665.3721 64.79 2 63.5 11.2 1 43-53 R.FMSENKIFEGK.T



Detailed Protein Report
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Protein 1064: 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
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Protein 1065: 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
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Protein 1066: zinc finger and BTB domain-containing protein 5 [Homo sapiens]
Accession: gi|7662074 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530390257 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  and  BTB  domain-containing  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

2671 1 699.0932 93.54 3 62.2 11.2 1 19-36 R.LHGQLCDCVIVVGNRHFK.A Carbamidomethyl: 6



Detailed Protein Report
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Protein 1067: PREDICTED: receptor-interacting serine/threonine-protein kinase 2 isoform X1 [Homo 
sapiens]

Accession: gi|530389383 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.6
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
QD:QU 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

676 1 730.2232 -190.60 2 37.0 11.2 0 226-238 R.SLPAPQDNDFLSR.K QD:QU 0.15



Detailed Protein Report
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Protein 1068: PREDICTED: tudor domain-containing protein 7 isoform X1 [Homo sapiens]
Accession: gi|578817238 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.3
Database Date: 2015-11-30 pI: 6.7
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

2184 1 955.9047 -109.56 2 55.9 11.2 1 119-135 K.ASLQPPLQMHLSRTSTK.E Oxidation: 9



Detailed Protein Report
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Protein 1069: probable palmitoyltransferase ZDHHC8 isoform 2 [Homo sapiens]
Accession: gi|32698692 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.4
Database Date: 2015-11-30 pI: 10.2

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

1760 1 727.3946 -63.07 2 50.5 11.2 2 278-291 R.AAPLKVKLSDNGLK.A



Detailed Protein Report
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Protein 1070: PREDICTED: monocarboxylate transporter 10 isoform X1 [Homo sapiens]
Accession: gi|530383357 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1
Quantitation
QD:QU Median: 2.32 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

1828 1 945.8179 -148.57 2 51.4 11.2 2 419-433 K.TRTLCCQVHLECSRK.N Carbamidomethyl: 5, 6 QD:QU 2.32



Detailed Protein Report
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Protein 1071: zinc finger protein 85 isoform d [Homo sapiens]
Accession: gi|371873730 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.2
Database Date: 2015-11-30 pI: 10.5

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

2022 1 765.7797 -170.72 2 55.7 11.2 2 482-494 K.AFNQSSNLTKHKR.I



Detailed Protein Report
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Protein 1072: AT-hook DNA-binding motif-containing protein 1 [Homo sapiens]
Accession: gi|71274144 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.2
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530361060 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X6 [Homo sapiens]

gi|530361058 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X5 [Homo sapiens]

gi|530361056 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X4 [Homo sapiens]

gi|530361054 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X3 [Homo sapiens]

gi|530361052 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X2 [Homo sapiens]

gi|530361050 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
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

1735 1 945.9132 -52.92 2 50.2 11.2 1 592-609 K.QKLASPQPSYAADANDSK.A



Detailed Protein Report
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Protein 1073: 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
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Protein 1074: 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

Quantitation
QD:QU Median: 1.28 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

1124 1 593.6547 -238.34 2 44.2 11.2 0 265-274 R.SVDWEAVPQR.K QD:QU 1.28



Detailed Protein Report
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Protein 1075: neuronal migration protein doublecortin isoform c [Homo sapiens]
Accession: gi|30181240 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

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

1003 1 797.6785 -61.53 3 42.6 11.1 2 152-174 K.TSANMKAPQSLASSNSAQARENK.D



Detailed Protein Report
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Protein 1076: keratin, type II cytoskeletal 8 isoform 2 [Homo sapiens]
Accession: gi|4504919 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.7
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
QD:QU Median: 1.22 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|372466577 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
keratin, type II cytoskeletal 8 isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

447 1 738.2345 -160.13 2 34.2 11.1 0 402-414 R.LESGMQNMSIHTK.T QD:QU 1.22



Detailed Protein Report

1355 / 1532

Protein 1077: 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
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Protein 1078: 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
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Protein 1079: 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 1 682.2633 -103.38 3 54.5 11.1 0 474-492 K.GGQNSLAGPQECWLLTASR.L Carbamidomethyl: 12



Detailed Protein Report

1358 / 1532

Protein 1080: 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

1359 / 1532

Protein 1081: PREDICTED: uncharacterized protein LOC100996273 [Homo sapiens]
Accession: gi|397137819 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 12.1

Sequence Coverage [%]: 8.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|410173446 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC100996273  [Homo  
sapiens]

gi|397139660 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  LOC100996273  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2595 1 973.1975 143.11 2 61.1 11.1 1 78-94 K.CIPALRTTFLLPSPFLR.T



Detailed Protein Report

1360 / 1532

Protein 1082: PREDICTED: peroxisomal acyl-coenzyme A oxidase 2 isoform X2 [Homo sapiens]
Accession: gi|530373234 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.7
Database Date: 2015-11-30 pI: 8.8

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

1349 1 945.2230 -270.57 1 45.4 11.1 0 24-31 R.LGWLEDGR.E



Detailed Protein Report

1361 / 1532

Protein 1083: 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
QD:QU Median: 1.87 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

907 1 547.2124 -176.66 3 41.4 11.1 0 1176-
1190

K.VRPQANISLQVATDK.D QD:QU 1.87



Detailed Protein Report

1362 / 1532

Protein 1084: nucleolar protein of 40 kDa isoform f [Homo sapiens]
Accession: gi|543173125 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.4
Database Date: 2015-11-30 pI: 10.5

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

1952 1 676.2626 -80.17 2 52.9 11.0 0 93-103 K.YSLIPDEEEEK.E



Detailed Protein Report

1363 / 1532

Protein 1085: 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
Quantitation
QD:QU Median: 0.96 CV: 0.00 % No. of 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 Ratios

728 1 839.4181 42.29 2 39.1 11.0 1 1-16 -.MSFVLSRMAACGGTCK.N Oxidation: 1 QD:QU 0.96



Detailed Protein Report

1364 / 1532

Protein 1086: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2156 1 841.3920 -93.73 2 57.3 11.0 1 360-378 R.RVAAAASGANTLAGGLGPK.A



Detailed Protein Report

1365 / 1532

Protein 1087: 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

Quantitation
QD:QU Median: 3.28 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

2286 1 665.3174 -11.91 2 59.0 11.0 0 16-28 R.GPDVETSPFGAPR.A QD:QU 3.28



Detailed Protein Report

1366 / 1532

Protein 1088: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1830 1 961.3217 -133.49 2 53.2 11.0 1 25-42 R.AGGCNETGMLERLPLCGK.A Carbamidomethyl: 4; 
Oxidation: 9



Detailed Protein Report

1367 / 1532

Protein 1089: RNA-binding protein MEX3A [Homo sapiens]
Accession: gi|147902746 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
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

977 1 737.1785 119.61 3 40.7 11.0 2 208-229 R.NKSGAAFGVAPALPGQVTIRVR.V



Detailed Protein Report

1368 / 1532

Protein 1090: PREDICTED: proline synthase co-transcribed bacterial homolog protein isoform X1 
[Homo sapiens]

Accession: gi|530387555 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.6
Database Date: 2015-11-30 pI: 11.0
Modification(s): Oxidation 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

1926 1 719.2731 -99.81 2 52.6 11.0 0 39-53 R.AGSMSAELGVGCALR.A Oxidation: 4



Detailed Protein Report

1369 / 1532

Protein 1091: 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

1370 / 1532

Protein 1092: PREDICTED: polypyrimidine tract-binding protein 3 isoform X5 [Homo sapiens]
Accession: gi|578818044 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 5.2

No. of unique Peptides: 1
Quantitation
QD:QU Median: 1.37 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

266 1 977.4418 -97.99 3 32.1 11.0 1 35-61 K.
IPCDVTEAEIISLGLPFGKVTNLLMLK.
G

Oxidation: 25 QD:QU 1.37



Detailed Protein Report

1371 / 1532

Protein 1093: PREDICTED: protein ECT2 isoform X6 [Homo sapiens]
Accession: gi|530374050 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.9
Database Date: 2015-11-30 pI: 9.7

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

1030 2 700.2304 -175.90 2 41.4 10.9 0 13-25 K.VTHLVANCTQGEK.F



Detailed Protein Report

1372 / 1532

Protein 1094: 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

1373 / 1532

Protein 1095: 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
QD:QU Median: 1.47 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1374 / 1532

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 QD:QU 1.47



Detailed Protein Report

1375 / 1532

Protein 1096: PREDICTED: serine/threonine-protein kinase N3 isoform X4 [Homo sapiens]
Accession: gi|578817399 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.9
Database Date: 2015-11-30 pI: 10.0

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

242 1 566.5934 -38.74 3 31.8 10.9 1 700-715 K.IADFGLCKEGIGFGDR.T



Detailed Protein Report

1376 / 1532

Protein 1097: PREDICTED: E3 ubiquitin-protein ligase TRAF7 isoform X1 [Homo sapiens]
Accession: gi|530409257 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.3
Database Date: 2015-11-30 pI: 6.9

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

1965 1 676.7537 -179.62 2 53.1 10.9 1 512-522 K.KELTGLNHWVR.A



Detailed Protein Report

1377 / 1532

Protein 1098: 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

1378 / 1532

Protein 1099: 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

1379 / 1532

Protein 1100: peroxisome proliferator-activated receptor delta isoform 2 [Homo sapiens]
Accession: gi|29171750 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.4
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 1
Quantitation
QD:QU 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

217 1 679.7025 -197.92 2 31.5 10.9 0 133-144 K.CLALGMSHNAIR.F Carbamidomethyl: 1; 
Oxidation: 6

QD:QU 0.73



Detailed Protein Report

1380 / 1532

Protein 1101: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

364 1 529.8113 176.64 2 34.5 10.9 0 473-481 K.MYIEQNACS.-



Detailed Protein Report

1381 / 1532

Protein 1102: 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

1382 / 1532

Protein 1103: retinoic acid receptor responder protein 3 [Homo sapiens]
Accession: gi|149588791 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.2
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 6.7
No. of unique Peptides: 1

Quantitation
QD:QU 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

826 1 607.1581 -185.27 2 38.8 10.9 0 65-75 R.LEDVVGGCCYR.V QD:QU 0.15



Detailed Protein Report

1383 / 1532

Protein 1104: mitochondrial 10-formyltetrahydrofolate dehydrogenase precursor [Homo sapiens]
Accession: gi|238814322 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.7
Database Date: 2015-11-30 pI: 6.1

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

935 1 838.8802 82.27 3 40.2 10.9 2 21-42 K.NKLKLALIGQSLFGQEVYSHLR.K



Detailed Protein Report

1384 / 1532

Protein 1105: 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

1385 / 1532

Protein 1106: PREDICTED: arf-GAP with GTPase, ANK repeat and PH domain-containing protein 2-
like [Homo sapiens]

Accession: gi|578805484 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 12.7

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

2203 1 956.9064 -68.85 2 56.2 10.9 1 251-269 R.SNHRSVSNSFPAGGATAPR.A



Detailed Protein Report

1386 / 1532

Protein 1107: 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

1387 / 1532

Protein 1108: kinesin-like protein KIF1C [Homo sapiens]
Accession: gi|40254834 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.9
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 1

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



Detailed Protein Report

1388 / 1532

Protein 1109: 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

1389 / 1532

Protein 1110: PREDICTED: cell adhesion molecule 4 isoform X1 [Homo sapiens]
Accession: gi|530415930 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.3
Database Date: 2015-11-30 pI: 5.9

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

1674 1 905.3397 -159.27 2 49.4 10.9 0 46-61 R.LHQYDGSIVVIQNPAR.Q



Detailed Protein Report

1390 / 1532

Protein 1111: pro-neuregulin-1, membrane-bound isoform isoform HRG-gamma3 [Homo sapiens]
Accession: gi|236464356 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.3
Database Date: 2015-11-30 pI: 10.6

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

2745 1 917.4783 -37.51 2 63.3 10.9 1 23-40 K.KPESAAGSQSPALPPRLK.E



Detailed Protein Report

1391 / 1532

Protein 1112: polymerase delta-interacting protein 3 isoform 2 [Homo sapiens]
Accession: gi|30089919 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.9
Database Date: 2015-11-30 pI: 10.5

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

119 1 731.4478 116.11 3 30.2 10.8 1 169-189 K.QMKFAASGGFLHHMAGLSSSK.L



Detailed Protein Report

1392 / 1532

Protein 1113: uncharacterized protein C9orf172 [Homo sapiens]
Accession: gi|148762978 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.6
Database Date: 2015-11-30 pI: 10.2

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

2104 1 977.4132 -55.55 2 54.9 10.8 1 945-961 R.RTGRPFMCMIMAASEPR.A



Detailed Protein Report

1393 / 1532

Protein 1114: 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
QD:QU 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

168 1 688.1793 -200.32 2 32.1 10.8 0 414-425 R.EAAQDCEVLGQR.I Carbamidomethyl: 6 QD:QU 0.52



Detailed Protein Report

1394 / 1532

Protein 1115: tripartite motif-containing protein 47 [Homo sapiens]
Accession: gi|54792146 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Quantitation
QD:QU 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

669 1 706.3289 -44.12 3 36.9 10.8 1 231-250 K.VLSAVEDRMDELGAGIAQSR.
R

QD:QU 0.47



Detailed Protein Report

1395 / 1532

Protein 1116: 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
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Protein 1117: sushi, von Willebrand factor type A, EGF and pentraxin domain-containing protein 1 
precursor [Homo sapiens]

Accession: gi|148886654 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 389.9
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.97 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1397 / 1532



Detailed Protein Report

1398 / 1532

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

281 1 743.8595 -21.15 2 33.5 10.8 0 1214-
1227

R.GYVCLCPLGYTGLK.C QD:QU 0.97



Detailed Protein Report
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Protein 1118: PREDICTED: NMDA receptor-regulated protein 2 isoform X4 [Homo sapiens]
Accession: gi|530406441 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.5
Database Date: 2015-11-30 pI: 6.2
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

1355 1 607.6081 -208.99 2 45.5 10.8 0 485-494 K.DDQGFESCEK.V Carbamidomethyl: 8



Detailed Protein Report
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Protein 1119: 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

1401 / 1532

Protein 1120: 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
QD:QU Median: 4.25 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

1972 1 766.2672 -96.45 2 55.0 10.8 1 1067-
1080

K.CDIMPGHGAICRCR.V QD:QU 4.25



Detailed Protein Report
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Protein 1121: 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
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Protein 1122: PREDICTED: AT-rich interactive domain-containing protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|578823400 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.1
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.39 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

198 1 486.6257 -266.72 2 31.2 10.7 1 96-102 R.YLEKYEK.V QD:QU 0.39



Detailed Protein Report
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Protein 1123: 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
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Protein 1124: 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
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Protein 1125: PREDICTED: pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 isoform 
X2 [Homo sapiens]

Accession: gi|530424571 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.2
Database Date: 2015-11-30 pI: 5.9
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

1651 1 720.3147 -23.44 2 50.9 10.7 0 1037-
1048

K.CICAAYFHQAAK.L Carbamidomethyl: 1, 3



Detailed Protein Report
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Protein 1126: PREDICTED: cytochrome P450 4A22 isoform X2 [Homo sapiens]
Accession: gi|530362418 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.1
Database Date: 2015-11-30 pI: 9.2
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

9 1 1083.3275 79.88 3 28.6 10.7 1 310-337 K.GIMVLLSIYGLHHNPKVWPNLEVFDPSR.F Oxidation: 3



Detailed Protein Report
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Protein 1127: disintegrin and metalloproteinase domain-containing protein 19 preproprotein [Homo 
sapiens]

Accession: gi|15451844 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.8
Database Date: 2015-11-30 pI: 9.9

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

2074 1 720.2852 -119.33 2 54.5 10.7 1 814-827 R.AARNSPGPGSQIER.T



Detailed Protein Report

1410 / 1532

Protein 1128: PREDICTED: uncharacterized protein LOC388210 [Homo sapiens]
Accession: gi|578846031 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.1
Database Date: 2015-11-30 pI: 6.7

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

2653 1 1058.0400 -59.79 2 61.9 10.7 2 123-142 K.AQRVGLLGRVSTSTSQSLVR.L



Detailed Protein Report
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Protein 1129: 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
QD:QU 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

1140 1 941.4544 -87.18 2 44.4 10.7 1 107-124 R.IPGVQARDLFAQIAGAVR.Y QD:QU 1.00



Detailed Protein Report
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Protein 1130: PREDICTED: collagen alpha-1(III) chain-like [Homo sapiens]
Accession: gi|530356951 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.6
Database Date: 2015-11-30 pI: 12.4

Sequence Coverage [%]: 7.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530434069 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: collagen alpha-1(III) chain-like [Homo sapiens]

gi|530365851 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: collagen alpha-1(III) chain-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2841 1 913.4679 -6.42 2 64.7 10.7 1 52-67 R.RQQPEPELVAATTTER.C



Detailed Protein Report
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Protein 1131: tyrosine-protein kinase HCK isoform d [Homo sapiens]
Accession: gi|287326622 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.2
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

1840 1 698.8088 -79.84 2 51.5 10.7 1 102-113 R.KEGYIPSNYVAR.V



Detailed Protein Report
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Protein 1132: sodium-dependent multivitamin transporter [Homo sapiens]
Accession: gi|256985183 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.6
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578803248 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  sodium-dependent  multivitamin  transporter  isoform X3  
[Homo sapiens]

gi|578803246 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sodium-dependent  multivitamin  transporter  isoform X2  
[Homo sapiens]

gi|578803244 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sodium-dependent  multivitamin  transporter  isoform X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2810 1 813.4027 -85.59 2 64.3 10.7 1 554-568 R.GRSLNPATIYPVLPK.L



Detailed Protein Report
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Protein 1133: kanadaptin [Homo sapiens]
Accession: gi|155722990 Score: 10.7
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2813 1 973.4922 -45.30 2 64.3 10.7 2 249-264 R.IPPRTYCRVHVGHVVR.F Carbamidomethyl: 7



Detailed Protein Report
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Protein 1134: 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
QD:QU 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

1543 2 698.7028 -194.58 2 49.5 10.7 0 57-70 K.TANQASDTFSGIGK.K QD:QU 1.18



Detailed Protein Report
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Protein 1135: PREDICTED: calcium-responsive transcription factor isoform X7 [Homo sapiens]
Accession: gi|530370982 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 5.6
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

1348 1 991.6617 186.83 1 45.4 10.7 0 423-431 K.EPALSMEAK.K Oxidation: 6



Detailed Protein Report
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Protein 1136: 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
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Protein 1137: cell division cycle-associated protein 2 [Homo sapiens]
Accession: gi|44681484 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Quantitation
QD:QU 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

1156 1 491.6232 -271.81 2 43.0 10.7 1 1015-
1022

R.IEHNGERK.Q QD:QU 0.71



Detailed Protein Report
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Protein 1138: 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

1421 / 1532

Protein 1139: 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
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Protein 1140: 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
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Protein 1141: 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
QD:QU Median: 2.85 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 QD:QU 2.85



Detailed Protein Report
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Protein 1142: E3 ubiquitin-protein ligase HECW1 isoform b [Homo sapiens]
Accession: gi|559098413 Score: 10.6
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

2069 1 731.3290 -70.89 2 56.3 10.6 1 1387-
1400

R.ELKSGGANTQVTEK.N



Detailed Protein Report
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Protein 1143: 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

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

1920 2 785.8075 -102.14 2 54.4 10.6 0 443-457 R.GKPPSPTPWSGSNMK.S



Detailed Protein Report
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Protein 1144: 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

1427 / 1532

Protein 1145: proline-rich protein 15 [Homo sapiens]
Accession: gi|28557711 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.7
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 12.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530384560 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: proline-rich protein 15 isoform X2 [Homo sapiens]

gi|530384558 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: proline-rich protein 15 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

351 1 870.3997 23.73 2 33.1 10.6 1 114-129 R.SPEEAGFPGDPHEDKQ.-



Detailed Protein Report
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Protein 1146: PREDICTED: macrophage mannose receptor 1 [Homo sapiens]
Accession: gi|578844889 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.9
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

2567 1 673.3649 -8.13 2 62.8 10.6 0 393-403 K.HQNLSQHQLLK.T



Detailed Protein Report
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Protein 1147: PREDICTED: mitogen-activated protein kinase kinase kinase 10 isoform X2 [Homo 
sapiens]

Accession: gi|530416611 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.9
Database Date: 2015-11-30 pI: 9.9

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

2664 1 731.3710 -12.27 3 62.1 10.6 2 698-718 R.RRPRPPLGGDTAPGGAATWRC.-



Detailed Protein Report
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Protein 1148: PREDICTED: heterogeneous nuclear ribonucleoprotein K isoform X7 [Homo sapiens]
Accession: gi|530391071 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.5
Database Date: 2015-11-30 pI: 5.6
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

294 1 936.0541 -63.02 3 32.4 10.6 2 145-167 K.ELRENTQTTIKLFQECCPHSTDR.V Carbamidomethyl: 16



Detailed Protein Report

1431 / 1532

Protein 1149: 72 kDa type IV collagenase isoform b [Homo sapiens]
Accession: gi|189217853 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.8
Database Date: 2015-11-30 pI: 5.0
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

928 1 824.4253 82.38 3 40.1 10.6 0 221-242 K.YGFCPHEALFTMGGNAEGQPCK.F Carbamidomethyl: 4, 21



Detailed Protein Report

1432 / 1532

Protein 1150: antileukoproteinase precursor [Homo sapiens]
Accession: gi|4507065 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.3
Database Date: 2015-11-30 pI: 10.7
Modification(s): Carbamidomethyl, 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

2384 1 696.1781 -126.02 2 58.5 10.6 1 114-124 R.DLKCCMGMCGK.S Carbamidomethyl: 4, 5, 9; 
Oxidation: 6, 8



Detailed Protein Report

1433 / 1532

Protein 1151: interferon alpha responsive protein isoform a [Homo sapiens]
Accession: gi|11641255 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.3
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 13.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

248 1 619.6295 -99.62 3 31.8 10.6 1 105-121 R.VAGFNPALQLILTRTDK.T



Detailed Protein Report

1434 / 1532

Protein 1152: PREDICTED: G-protein coupled receptor 124 isoform X2 [Homo sapiens]
Accession: gi|530387709 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.6
Database Date: 2015-11-30 pI: 9.3
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

2631 1 673.3555 23.93 2 63.7 10.6 1 33-45 R.GAPGCPLSIRSCK.C Carbamidomethyl: 12



Detailed Protein Report

1435 / 1532

Protein 1153: 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

1436 / 1532

Protein 1154: PREDICTED: exonuclease GOR-like [Homo sapiens]
Accession: gi|578844508 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.8
Database Date: 2015-11-30 pI: 10.3

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

1968 1 932.3760 -123.26 2 53.1 10.6 1 352-369 K.GLTPSSMPGLSRAALYSR.L



Detailed Protein Report

1437 / 1532

Protein 1155: 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

1438 / 1532

Protein 1156: PREDICTED: AP-3 complex subunit beta-2 isoform X2 [Homo sapiens]
Accession: gi|578827454 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.4
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.2
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



Detailed Protein Report

1439 / 1532

Protein 1157: PREDICTED: collagen alpha-1(III) chain-like [Homo sapiens]
Accession: gi|530361513 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 12.5

Sequence Coverage [%]: 7.2
No. of unique Peptides: 1

Quantitation
QD:QU Median: 8.79 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

1452 1 637.0769 50.03 3 46.7 10.6 1 177-194 R.RLPPGVPIQVCPLPAVPR.G QD:QU 8.79



Detailed Protein Report

1440 / 1532

Protein 1158: 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

1441 / 1532

Protein 1159: transcriptional repressor p66-alpha [Homo sapiens]
Accession: gi|164519146 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.0
Database Date: 2015-11-30 pI: 10.6

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

2479 1 1044.5214 41.67 2 61.5 10.6 1 74-93 R.GEGLVGDGPVDMRTSHSDMK.S



Detailed Protein Report

1442 / 1532

Protein 1160: PREDICTED: zinc finger protein 181 isoform X5 [Homo sapiens]
Accession: gi|578834388 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 10.0

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

1323 1 740.7826 87.27 3 45.1 10.5 2 86-104 K.KDNYDEDSPQTVIIEKVVK.Q



Detailed Protein Report

1443 / 1532

Protein 1161: 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

1444 / 1532

Protein 1162: zinc finger and BTB domain-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|182509178 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.6
Database Date: 2015-11-30 pI: 5.5

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

83 1 809.4031 121.71 2 31.0 10.5 0 215-229 R.SFTCDSCGFGFSCEK.L



Detailed Protein Report

1445 / 1532

Protein 1163: cytochrome P450 2S1 precursor [Homo sapiens]
Accession: gi|13449277 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.8
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.22 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

263 1 424.1265 -215.05 3 32.0 10.5 0 335-347 R.ELGAGQAPSLGDR.T QD:QU 0.22



Detailed Protein Report

1446 / 1532

Protein 1164: 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

1447 / 1532

Protein 1165: zinc finger protein 687 [Homo sapiens]
Accession: gi|24308227 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.4
Database Date: 2015-11-30 pI: 9.8
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

2742 1 937.4585 -79.17 2 63.3 10.5 2 569-583 R.RLVFFNKCSLLLHAR.E Carbamidomethyl: 8



Detailed Protein Report

1448 / 1532

Protein 1166: 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
QD:QU 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

549 1 766.5243 166.36 2 36.8 10.5 1 173-186 K.ANITPFGADQVKDR.G QD:QU 1.78



Detailed Protein Report

1449 / 1532

Protein 1167: immediate early response gene 5-like protein [Homo sapiens]
Accession: gi|148727370 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 6.5

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

1295 1 1164.2240 81.89 2 44.7 10.5 2 2-22 M.ECALDAQSLISISLRKIHSSR.T



Detailed Protein Report

1450 / 1532

Protein 1168: RAD52 motif-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|77873934 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.4
Database Date: 2015-11-30 pI: 9.8

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

1615 1 500.6665 -288.74 2 48.7 10.5 1 200-208 K.TAQKLAIQK.A



Detailed Protein Report

1451 / 1532

Protein 1169: PREDICTED: coiled-coil domain-containing protein 57 isoform X3 [Homo sapiens]
Accession: gi|530413473 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.4
Database Date: 2015-11-30 pI: 5.5

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

1662 1 857.6109 168.48 2 49.3 10.5 2 719-734 K.HLRIAQHGGAEPSGRK.Q



Detailed Protein Report

1452 / 1532

Protein 1170: 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
QD:QU Median: 0.57 CV: 0.00 % 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 QD:QU 0.57



Detailed Protein Report

1453 / 1532

Protein 1171: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

31 1 668.3030 -47.78 3 30.2 10.4 2 140-156 R.VNTLKTCSDDVVDYFKR.Q



Detailed Protein Report

1454 / 1532

Protein 1172: T-box transcription factor TBX4 [Homo sapiens]
Accession: gi|18129690 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.2
Database Date: 2015-11-30 pI: 7.9
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

1587 1 902.9302 -46.68 2 48.3 10.4 2 79-94 K.KFHEAGTEMIITKAGR.R Oxidation: 9



Detailed Protein Report

1455 / 1532

Protein 1173: 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

1456 / 1532

Protein 1174: 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

1457 / 1532

Protein 1175: PREDICTED: kalirin isoform X8 [Homo sapiens]
Accession: gi|578807885 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 0.7
No. of unique Peptides: 1

Quantitation
QD:QU 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

599 1 562.7645 22.71 2 37.5 10.4 0 1429-
1438

K.ELLTCCEEGK.G QD:QU 0.50



Detailed Protein Report

1458 / 1532

Protein 1176: metaxin-3 isoform 1 [Homo sapiens]
Accession: gi|267844828 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.6
Database Date: 2015-11-30 pI: 9.5
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

54 1 796.8016 -102.05 2 30.6 10.4 1 209-221 K.ESNLIEKMDDNLR.Q Oxidation: 8



Detailed Protein Report

1459 / 1532

Protein 1177: 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

1460 / 1532

Protein 1178: 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
QD:QU 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

676 1 733.6504 -69.47 3 38.5 10.4 2 43-61 K.MSSEVVDSNPYSRLMALKR.M Oxidation: 15 QD:QU 1.06



Detailed Protein Report

1461 / 1532

Protein 1179: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1711 1 648.2267 -186.12 2 51.7 10.4 0 2-14 M.SISTSAIISSAMK.W



Detailed Protein Report

1462 / 1532

Protein 1180: PREDICTED: sialate O-acetylesterase isoform X1 [Homo sapiens]
Accession: gi|530398206 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.7
Database Date: 2015-11-30 pI: 9.6
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

2635 1 644.4948 273.66 1 63.7 10.4 0 223-227 R.CLHSK.S Carbamidomethyl: 1



Detailed Protein Report

1463 / 1532

Protein 1181: protein FAM214B [Homo sapiens]
Accession: gi|33636717 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.8
No. of unique Peptides: 1

Quantitation
QD:QU Median: 0.47 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578816745 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM214B isoform X12 [Homo sapiens]

gi|530390168 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein FAM214B isoform X4 [Homo sapiens]

gi|530390166 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein FAM214B isoform X3 [Homo sapiens]

gi|530390164 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein FAM214B isoform X2 [Homo sapiens]

gi|530390162 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein FAM214B isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1734 1 727.3981 23.60 2 50.2 10.4 0 200-214 K.SPVAGVGNGGSLWPR.E QD:QU 0.47



Detailed Protein Report

1464 / 1532

Protein 1182: segment polarity protein dishevelled homolog DVL-3 [Homo sapiens]
Accession: gi|41406097 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.0
Database Date: 2015-11-30 pI: 6.2

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

2710 1 937.4704 -22.97 2 62.8 10.4 1 686-702 R.DLASVPPELTASRQSFR.M



Detailed Protein Report

1465 / 1532

Protein 1183: PREDICTED: dedicator of cytokinesis protein 6 isoform X5 [Homo sapiens]
Accession: gi|578833406 Score: 10.4
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2956 1 753.3925 -14.65 2 66.1 10.4 0 986-998 K.TLLSTDHAFPYIK.T



Detailed Protein Report

1466 / 1532

Protein 1184: PREDICTED: lactosylceramide alpha-2,3-sialyltransferase isoform X1 [Homo sapiens]
Accession: gi|530368252 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.4
Database Date: 2015-11-30 pI: 9.6

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

1485 1 850.8758 -46.71 2 48.7 10.4 0 222-237 R.LNSAPVEGYSEHVGNK.T



Detailed Protein Report

1467 / 1532

Protein 1185: 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
QD:QU 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

1230 1 736.3924 -23.04 2 45.5 10.4 2 658-671 R.VSNVEDVPASKKAK.E QD:QU 1.12



Detailed Protein Report

1468 / 1532

Protein 1186: UBX domain-containing protein 7 [Homo sapiens]
Accession: gi|149944496 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.8
Database Date: 2015-11-30 pI: 4.9

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

1751 1 916.3102 -155.02 2 52.2 10.4 1 106-120 R.SIFDGFRDFQTETIR.Q



Detailed Protein Report

1469 / 1532

Protein 1187: 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

1470 / 1532

Protein 1188: 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

1471 / 1532

Protein 1189: PREDICTED: DBIRD complex subunit ZNF326 isoform X1 [Homo sapiens]
Accession: gi|530362445 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530362447 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  DBIRD  complex  subunit  ZNF326  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2131 1 955.8582 -116.90 2 55.2 10.3 1 146-160 K.VVMEFLHECMVNKFK.K Carbamidomethyl: 9



Detailed Protein Report

1472 / 1532

Protein 1190: PREDICTED: calcyphosin-like protein isoform X2 [Homo sapiens]
Accession: gi|578809847 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 8.9
Modification(s): 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

71 1 1205.0469 -41.61 2 29.6 10.3 0 107-127 K.DGNGTIDFNEFLLTLRPPMSR.A Oxidation: 19



Detailed Protein Report

1473 / 1532

Protein 1191: 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

1474 / 1532

Protein 1192: 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

1475 / 1532

Protein 1193: transmembrane protein 165 precursor [Homo sapiens]
Accession: gi|32189371 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.9
Database Date: 2015-11-30 pI: 6.7

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

2323 1 953.2249 122.58 2 57.7 10.3 0 16-32 R.LLLLFLVPLLWAPAAVR.A



Detailed Protein Report

1476 / 1532

Protein 1194: epithelial discoidin domain-containing receptor 1 isoform 4 precursor [Homo sapiens]
Accession: gi|321400059 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 6.7
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

165 1 1239.6313 46.44 2 30.8 10.3 1 308-330 R.GPAMAWEGEPMRHNLGGNLGDPR.A Oxidation: 4



Detailed Protein Report

1477 / 1532

Protein 1195: tyrosine-protein kinase Fgr [Homo sapiens]
Accession: gi|4885235 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.4
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

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

2074 1 682.6660 -32.64 3 56.3 10.3 2 8-26 K.KLEPVATAKEDAGLEGDFR.S



Detailed Protein Report

1478 / 1532

Protein 1196: 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
QD:QU 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

842 1 837.9031 -3.98 2 40.6 10.3 1 98-110 K.GQYYSMLHKYVNR.K Oxidation: 6 QD:QU 0.70



Detailed Protein Report

1479 / 1532

Protein 1197: 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

1480 / 1532

Protein 1198: 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

1481 / 1532

Protein 1199: 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

1482 / 1532

Protein 1200: 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

1483 / 1532

Protein 1201: UPF0687 protein C20orf27 isoform 1 [Homo sapiens]
Accession: gi|85362737 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.6
Database Date: 2015-11-30 pI: 7.1
Modification(s): Carbamidomethyl 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

2677 1 973.4960 -59.36 2 62.4 10.2 1 7-26 K.GKCLPGVVGLAQALPVGPGR.R Carbamidomethyl: 3



Detailed Protein Report

1484 / 1532

Protein 1202: PREDICTED: cysteine and glycine-rich protein 2 isoform X2 [Homo sapiens]
Accession: gi|578823362 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 7.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578823364 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  cysteine  and  glycine-rich  protein  2  isoform  X3  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1993 1 1023.9055 -123.30 2 55.3 10.2 1 88-106 R.LGIKPESIPSCIKESCSQK.Q



Detailed Protein Report

1485 / 1532

Protein 1203: proteasome subunit alpha type-3 isoform 2 [Homo sapiens]
Accession: gi|23110939 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.6
Database Date: 2015-11-30 pI: 5.1
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

2036 1 698.7830 -127.26 2 54.0 10.2 0 73-86 R.HVGMAVAGLLADAR.S Oxidation: 4



Detailed Protein Report

1486 / 1532

Protein 1204: PREDICTED: putative uncharacterized protein CXorf49-like [Homo sapiens]
Accession: gi|410170282 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.2
Database Date: 2015-11-30 pI: 9.9
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

1182 1 662.2009 -171.93 2 44.9 10.2 0 479-490 R.QQQPPGAQGCPR.V Carbamidomethyl: 10



Detailed Protein Report

1487 / 1532

Protein 1205: zinc finger protein 611 isoform b [Homo sapiens]
Accession: gi|239787086 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.4
Database Date: 2015-11-30 pI: 10.3

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

1496 1 480.6916 -110.23 2 48.9 10.2 0 54-62 R.NGLEAPMTK.I



Detailed Protein Report

1488 / 1532

Protein 1206: rho GTPase-activating protein 7 isoform 4 [Homo sapiens]
Accession: gi|256017153 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.1
Database Date: 2015-11-30 pI: 8.7

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

701 1 564.6838 -245.09 2 37.3 10.2 1 741-750 R.KQSLGKPDQK.D



Detailed Protein Report

1489 / 1532

Protein 1207: tripartite motif-containing protein 3 isoform 1 [Homo sapiens]
Accession: gi|32454737 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.8
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|351721563 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
tripartite motif-containing protein 3 isoform 1 [Homo sapiens]

gi|32454739 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tripartite motif-containing protein 3 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1313 1 946.1922 94.03 3 44.9 10.2 1 5-28 R.EDSPGPEVQPMDKQFLVCSICLDR.Y Carbamidomethyl: 18, 21; 
Oxidation: 11



Detailed Protein Report

1490 / 1532

Protein 1208: 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

1491 / 1532

Protein 1209: PREDICTED: uncharacterized protein LOC102725509 [Homo sapiens]
Accession: gi|578796799 Score: 10.2
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

1393 1 955.6039 52.35 2 46.0 10.2 1 149-169 R.INMVGLGLVGGAGAGLVRGAK.W



Detailed Protein Report

1492 / 1532

Protein 1210: PREDICTED: choriogonadotropin subunit beta variant 1 isoform X1 [Homo sapiens]
Accession: gi|530415623 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.3
Database Date: 2015-11-30 pI: 10.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 16.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

175 1 1302.5158 -43.75 2 30.9 10.2 0 27-49 K.EGCPVCITVNTTICAGYCPTMTR.V Carbamidomethyl: 3, 14, 18



Detailed Protein Report

1493 / 1532

Protein 1211: PREDICTED: histone deacetylase 11 isoform X4 [Homo sapiens]
Accession: gi|578806599 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.2
Database Date: 2015-11-30 pI: 8.9

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

653 1 564.6821 -229.40 2 38.2 10.2 0 132-141 R.GWAINVEAIR.R



Detailed Protein Report

1494 / 1532

Protein 1212: homeobox protein engrailed-2 [Homo sapiens]
Accession: gi|7710121 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.2
Database Date: 2015-11-30 pI: 10.2

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

2047 1 698.7972 -93.59 2 54.1 10.2 1 170-184 K.GGDPGGPLDGSLKAR.G



Detailed Protein Report

1495 / 1532

Protein 1213: N-terminal EF-hand calcium-binding protein 1 [Homo sapiens]
Accession: gi|24308279 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.5
Database Date: 2015-11-30 pI: 4.7

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

2070 1 977.3619 -145.82 2 54.4 10.2 1 232-248 K.DLKLEPPEEEIIEGNTK.S



Detailed Protein Report

1496 / 1532

Protein 1214: beta-defensin 108B precursor [Homo sapiens]
Accession: gi|50344744 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 8.3
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 28.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

713 1 824.1368 3.71 3 37.5 10.2 1 1-21 -.MRIAVLLFAIFFFMSQVLPAR.G



Detailed Protein Report

1497 / 1532

Protein 1215: PREDICTED: probable cysteine--tRNA ligase, mitochondrial isoform X6 [Homo 
sapiens]

Accession: gi|578825266 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.0
Database Date: 2015-11-30 pI: 6.6
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

1538 1 720.8576 -0.52 2 49.4 10.2 1 266-278 R.AYMKGQLACGSVR.E Carbamidomethyl: 9



Detailed Protein Report

1498 / 1532

Protein 1216: 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

1499 / 1532

Protein 1217: PREDICTED: dual specificity mitogen-activated protein kinase kinase 6 isoform X1 
[Homo sapiens]

Accession: gi|530412539 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.3
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578831139 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: dual specificity mitogen-activated protein kinase kinase 
6 isoform X4 [Homo sapiens]

gi|530412543 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: dual specificity mitogen-activated protein kinase kinase 
6 isoform X3 [Homo sapiens]

gi|530412541 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: dual specificity mitogen-activated protein kinase kinase 
6 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2791 1 813.3853 -67.23 2 64.0 10.2 2 14-27 K.MRHVPSGQIMAVKR.I Oxidation: 10



Detailed Protein Report

1500 / 1532

Protein 1218: 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

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report

1501 / 1532

Cmpds. [ppm] [min]

2608 1 913.4638 -3.43 2 63.3 10.2 1 304-319 K.TALYWAVEKGNATMVR.D Oxidation: 14



Detailed Protein Report
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Protein 1219: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

185 1 896.4274 -19.41 3 32.3 10.2 1 521-544 K.SLRYAGYGEGFDDVIIQGDLEELK.F



Detailed Protein Report
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Protein 1220: 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
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Protein 1221: zinc finger protein 585B [Homo sapiens]
Accession: gi|289547716 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.0
Database Date: 2015-11-30 pI: 10.2

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

2900 1 753.8854 27.29 2 65.4 10.2 0 222-234 K.GFPYNSDLSIHEK.I



Detailed Protein Report
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Protein 1222: sodium/potassium/calcium exchanger 3 precursor [Homo sapiens]
Accession: gi|31563526 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.9
Database Date: 2015-11-30 pI: 5.1
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

1276 1 593.6730 -244.29 2 44.5 10.1 0 332-341 R.IMITSHFPPK.T Oxidation: 2



Detailed Protein Report
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Protein 1223: 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
QD:QU 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

1187 1 672.8242 60.78 2 45.0 10.1 0 150-162 R.STVACANATIMCS.- Carbamidomethyl: 5; 
Oxidation: 11

QD:QU 1.32



Detailed Protein Report
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Protein 1224: IQ domain-containing protein D [Homo sapiens]
Accession: gi|19923981 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.1
Database Date: 2015-11-30 pI: 9.9
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

550 1 581.8032 -0.54 2 36.9 10.1 2 232-240 K.ELAERMKNR.N Oxidation: 6



Detailed Protein Report
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Protein 1225: cytochrome c oxidase assembly factor 5 [Homo sapiens]
Accession: gi|56118949 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 8.4
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 20.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2682 1 958.4638 44.34 2 62.4 10.1 1 44-58 K.EGYCNSLKYAFFECK.R Carbamidomethyl: 4, 14



Detailed Protein Report
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Protein 1226: diacylglycerol kinase zeta isoform 7 [Homo sapiens]
Accession: gi|313102999 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.2
Database Date: 2015-11-30 pI: 8.5
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

800 2 451.4498 -220.69 3 38.5 10.1 0 179-189 K.EIVAISCSWCK.Q Carbamidomethyl: 7, 10



Detailed Protein Report
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Protein 1227: PREDICTED: zinc finger CCCH domain-containing protein 4 isoform X3 [Homo 
sapiens]

Accession: gi|530416049 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.2
Database Date: 2015-11-30 pI: 5.9

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

924 1 712.6415 -45.15 3 40.0 10.1 1 821-842 R.LTRHVEASGGSGPGDSGPSDPR.L



Detailed Protein Report
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Protein 1228: growth arrest-specific protein 1 precursor [Homo sapiens]
Accession: gi|167466169 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.7
Database Date: 2015-11-30 pI: 5.2
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

1959 1 660.8945 -58.20 3 53.0 10.1 1 121-137 R.RGPALEDCDCAQDENCK.S Carbamidomethyl: 8, 16



Detailed Protein Report
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Protein 1229: 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
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Protein 1230: 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
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Protein 1231: 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 1232: PREDICTED: ribosome biogenesis methyltransferase WBSCR22 isoform X2 [Homo 
sapiens]

Accession: gi|578813903 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.2
Database Date: 2015-11-30 pI: 9.5
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

2741 1 922.4990 6.80 1 63.2 10.1 1 204-210 R.FPLRMSR.R Oxidation: 5



Detailed Protein Report
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Protein 1233: 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
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Protein 1234: 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
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Protein 1235: PREDICTED: steroidogenic acute regulatory protein, mitochondrial isoform X4 [Homo 
sapiens]

Accession: gi|578815478 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.5
Database Date: 2015-11-30 pI: 9.6
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

1893 1 719.2685 -58.42 2 52.2 10.1 0 141-152 R.MEAMGEWNPNVK.E Oxidation: 1, 4



Detailed Protein Report
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Protein 1236: 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
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Protein 1237: PREDICTED: zinc finger protein 532 isoform X14 [Homo sapiens]
Accession: gi|578832581 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.0
Database Date: 2015-11-30 pI: 9.7

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

633 1 537.6446 -266.88 2 36.5 10.1 2 1046-
1055

R.KEHGKFGSGK.R



Detailed Protein Report
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Protein 1238: 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
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Protein 1239: PREDICTED: L-fucose kinase isoform X3 [Homo sapiens]
Accession: gi|578828897 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.7
Database Date: 2015-11-30 pI: 6.4
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

2561 1 698.1910 -181.61 2 60.7 10.1 0 744-756 K.LLGTEASTCCPFP.- Carbamidomethyl: 9



Detailed Protein Report
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Protein 1240: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

973 1 637.3502 98.48 2 42.2 10.1 1 27-36 K.CWKNNVGHCR.R Carbamidomethyl: 1



Detailed Protein Report
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Protein 1241: 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
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Protein 1242: 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 1243: 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
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Protein 1244: 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 1245: PREDICTED: transportin-1 isoform X2 [Homo sapiens]
Accession: gi|530379292 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.6
Database Date: 2015-11-30 pI: 4.7

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

2076 1 753.4131 -4.44 2 56.3 10.0 1 460-472 K.ALVRSITCWTLSR.Y



Detailed Protein Report
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Protein 1246: 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
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Protein 1247: PREDICTED: transcriptional adapter 2-alpha isoform X4 [Homo sapiens]
Accession: gi|578831320 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.0
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578840385 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  transcriptional  adapter  2-alpha  isoform  X4  [Homo  
sapiens]

gi|578840383 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  transcriptional  adapter  2-alpha  isoform  X3  [Homo  
sapiens]

gi|578840381 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  transcriptional  adapter  2-alpha  isoform  X2  [Homo  
sapiens]

gi|578831324 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  transcriptional  adapter  2-alpha  isoform  X6  [Homo  
sapiens]

gi|578831322 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  transcriptional  adapter  2-alpha  isoform  X5  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2592 1 673.3616 101.24 2 63.1 10.0 2 1-11 -.MCTKTKEECEK.H Oxidation: 1



Detailed Protein Report

1531 / 1532

Protein 1248: 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 1249: 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


