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

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

Fraction:  

Volume:  Concentration:  

Note:  

Buffer:  Organism:  

Search Result Info
Search Result Location Search Engine Database

ZT_human_PE_2015-12-10 16:24:
32

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

Mascot refseq_human

Protein 1: serum albumin preproprotein [Homo sapiens]
Accession: gi|4502027 Score: 1455.3
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 [%]: 55.5

No. of unique Peptides: 30
Quantitation
mdown:qdown Median: 1.04 CV: 57.29 % No. of Peptides: 18
Wdown:Qdown Median: 0.59 CV: 92.33 % No. of Peptides: 18

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 Wdown:Qdown 1.02
mdown:qdown 1.23

600 16 575.1620 -259.21 2 36.4 63.2 0 66-75 K.LVNEVTEFAK.T Wdown:Qdown 0.99
mdown:qdown 3.00

357 7 509.1363 -266.02 2 33.8 49.0 0 89-97 K.SLHTLFGDK.L Wdown:Qdown 1.33
mdown:qdown 0.62

171 1 659.8150 4.22 4 31.4 26.5 2 118-138 K.
QEPERNECFLQHKDDNPNLPR.L

Carbamidomethyl: 8

328 1 509.7430 1.26 2 33.5 11.8 0 123-130 R.NECFLQHK.D

213 1 666.3221 11.20 3 32.0 43.3 1 123-138 R.NECFLQHKDDNPNLPR.L Carbamidomethyl: 3 Wdown:Qdown 0.83
mdown:qdown 0.76
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1425 1 695.3249 -29.21 4 46.6 14.9 1 139-161 R.
LVRPEVDVMCTAFHDNEETFLKK.
Y

Carbamidomethyl: 10

532 9 464.1198 -281.27 2 35.3 30.2 0 162-168 K.YLYEIAR.R Wdown:Qdown 0.79
mdown:qdown 1.28

33 3 686.2794 -11.06 2 29.6 70.0 0 187-198 K.AAFTECCQAADK.A Carbamidomethyl: 6, 7

20 5 537.7465 -52.90 2 29.5 44.4 1 206-214 K.LDELRDEGK.A Wdown:Qdown 0.46
mdown:qdown 0.80

235 5 696.2743 -13.94 3 31.7 57.7 0 265-281 K.VHTECCHGDLLECADDR.A Carbamidomethyl: 5, 6, 13 Wdown:Qdown 1.57
mdown:qdown 0.83

43 6 722.3176 -9.77 2 29.9 70.8 0 287-298 K.YICENQDSISSK.L Carbamidomethyl: 3 mdown:qdown 0.86
Wdown:Qdown 0.45

75 2 773.8989 -4.03 2 30.2 28.9 1 299-310 K.LKECCEKPLLEK.S Carbamidomethyl: 4, 5 Wdown:Qdown 0.73
mdown:qdown 0.81

2988 1 992.1219 2.21 3 66.1 32.9 0 311-337 K.
SHCIAEVENDEMPADLPSLAADFVESK.
D

Carbamidomethyl: 3

2549 3 820.4166 26.51 2 60.1 54.2 0 348-360 K.DVFLGMFLYEYAR.R Oxidation: 6

42 1 492.7365 -23.11 2 29.7 28.1 0 376-383 K.TYETTLEK.C Wdown:Qdown 0.55

3 5 776.7905 -15.51 2 28.9 31.9 0 384-396 K.CCAAADPHECYAK.V Carbamidomethyl: 1, 2, 10 mdown:qdown 1.78

2246 52 682.3456 -35.78 3 56.6 62.3 0 397-413 K.VFDEFKPLVEEPQNLIK.Q

1582 31 829.3539 -31.44 2 48.3 77.6 0 414-426 K.QNCELFEQLGEYK.F Carbamidomethyl: 3 Wdown:Qdown 0.15

855 16 480.6439 -293.27 2 39.2 53.0 0 427-434 K.FQNALLVR.Y Wdown:Qdown 0.17
mdown:qdown 2.77

783 8 820.4638 -10.68 2 38.6 67.6 1 438-452 K.KVPQVSTPTLVEVSR.N mdown:qdown 0.74
Wdown:Qdown 0.22

1019 2 756.4151 -13.09 2 41.5 37.1 0 439-452 K.VPQVSTPTLVEVSR.N mdown:qdown 1.44
Wdown:Qdown 0.34

57 4 569.7652 22.14 2 29.9 51.3 0 500-508 K.CCTESLVNR.R Carbamidomethyl: 1, 2

1753 6 637.6399 -13.90 3 50.5 67.0 0 509-524 R.RPCFSALEVDETYVPK.E Carbamidomethyl: 3 Wdown:Qdown 0.17
mdown:qdown 0.31

2255 7 753.9716 -54.07 3 56.7 52.9 0 525-543 K.EFNAETFTFHADICTLSEK.E Carbamidomethyl: 14

2154 1 848.9827 -91.45 3 55.4 11.2 1 525-545 K.EFNAETFTFHADICTLSEKER.
Q

Carbamidomethyl: 14 mdown:qdown 0.86

421 2 564.7074 -257.77 2 34.6 52.0 1 549-558 K.KQTALVELVK.H Wdown:Qdown 0.71
mdown:qdown 0.91

860 15 500.8124 13.72 2 39.6 52.8 0 550-558 K.QTALVELVK.H mdown:qdown 0.90

2105 55 671.7288 -137.21 2 54.9 98.5 0 570-581 K.AVMDDFAAFVEK.C Wdown:Qdown 1.72

21 2 543.2367 -19.25 3 29.6 43.1 2 585-598 K.ADDKETCFAEEGKK.L Carbamidomethyl: 7 Wdown:Qdown 1.67
mdown:qdown 1.85
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Protein 2: hemoglobin subunit beta [Homo sapiens]
Accession: gi|4504349 Score: 732.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.0
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 83.0

No. of unique Peptides: 12
Quantitation
mdown:qdown Median: 0.66 CV: 88.03 % No. of Peptides: 6
Wdown:Qdown Median: 0.10 CV: 57.84 % No. of Peptides: 5

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

47 2 476.7443 -29.87 2 29.8 25.8 0 2-9 M.VHLTPEEK.S

701 5 466.7367 -57.79 2 37.6 58.3 0 10-18 K.SAVTALWGK.V mdown:qdown 0.34
Wdown:Qdown 0.07

391 7 657.8281 -12.11 2 34.2 66.6 0 19-31 K.VNVDEVGGEALGR.L Wdown:Qdown 0.17
mdown:qdown 0.64

2103 16 637.8031 -99.32 2 56.4 50.0 0 32-41 R.LLVVYPWTQR.F

2217 12 1029.8793 -95.37 2 56.2 51.5 0 42-60 R.FFESFGDLSTPDAVMGNPK.V mdown:qdown 3.03

1677 1 1037.9101 -62.48 2 49.6 60.1 0 42-60 R.FFESFGDLSTPDAVMGNPK.V Oxidation: 15

2072 17 599.9066 -155.81 3 54.5 102.5 1 67-83 K.KVLGAFSDGLAHLDNLK.G

2939 17 557.3045 4.87 3 65.5 94.6 0 68-83 K.VLGAFSDGLAHLDNLK.G

595 2 739.7263 -168.37 2 36.3 53.2 0 84-96 K.GTFATLSELHCDK.L Carbamidomethyl: 11 Wdown:Qdown 0.06
mdown:qdown 0.48

237 11 563.6399 -258.57 2 32.1 37.3 0 97-105 K.LHVDPENFR.L mdown:qdown 0.81
Wdown:Qdown 0.19

563 3 689.7251 -186.44 2 35.9 45.0 0 122-133 K.EFTPPVQAAYQK.V Wdown:Qdown 0.06
mdown:qdown 0.31

213 3 575.2065 -233.10 2 31.9 88.0 0 134-145 K.VVAGVANALAHK.Y
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Protein 3: keratin, type I cytoskeletal 13 isoform a [Homo sapiens]
Accession: gi|131412225 Score: 661.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 34.7

No. of unique Peptides: 15
Quantitation
mdown:qdown Median: 0.69 CV: 42.42 % No. of Peptides: 12
Wdown:Qdown Median: 2.00 CV: 67.65 % No. of Peptides: 11

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

269 3 651.1939 -213.19 2 32.7 78.3 0 124-135 R.ALEEANADLEVK.I mdown:qdown 1.21

288 1 572.8039 -27.55 2 32.3 45.4 0 166-175 K.ILTATIENNR.V Wdown:Qdown 0.81
mdown:qdown 1.32

528 7 521.6763 -233.65 2 35.9 61.6 0 176-184 R.VILEIDNAR.L Wdown:Qdown 2.79
mdown:qdown 0.61

342 4 624.7261 -199.84 2 33.4 46.8 1 192-201 R.LKYENELALR.Q mdown:qdown 0.51
Wdown:Qdown 1.80

379 5 601.3190 11.24 2 34.1 54.4 0 202-212 R.QSVEADINGLR.R mdown:qdown 0.76

235 1 679.3515 -16.64 2 32.3 26.4 1 202-213 R.QSVEADINGLRR.V Wdown:Qdown 2.65
mdown:qdown 0.51

686 1 587.3207 -42.26 2 37.1 41.5 1 213-222 R.RVLDELTLSK.T mdown:qdown 0.46

809 4 509.1457 -293.16 2 38.6 50.8 0 214-222 R.VLDELTLSK.T Wdown:Qdown 0.84
mdown:qdown 0.64

467 1 566.6136 -252.15 2 34.5 12.6 0 291-299 R.DAEEWFHAK.S Wdown:Qdown 3.86
mdown:qdown 1.18

173 1 705.3260 -34.92 2 30.9 13.5 0 306-318 K.EVSTNTAMIQTSK.T Wdown:Qdown 4.32

2903 1 909.4716 -17.49 2 65.4 28.3 0 327-342 R.TLQGLEIELQSQLSMK.A Wdown:Qdown 2.40

142 2 725.3217 -19.13 2 31.2 69.4 0 343-355 K.AGLENTVAETECR.Y Carbamidomethyl: 12 Wdown:Qdown 3.00
mdown:qdown 0.72

258 3 690.3402 -39.52 2 32.4 52.8 1 396-406 K.TRLEQEIATYR.S Wdown:Qdown 2.61
mdown:qdown 0.76

768 1 696.8079 -61.40 2 39.0 28.8 0 416-429 K.MIGFPSSAGSVSPR.S

33 2 1001.9745 -5.27 2 29.8 50.9 0 430-450 R.STSVTTTSSASVTTTSNASGR.
R

Wdown:Qdown 0.71
mdown:qdown 0.32
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Protein 4: apolipoprotein A-I preproprotein [Homo sapiens]
Accession: gi|4557321 Score: 494.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 45.7
No. of unique Peptides: 12

Quantitation
mdown:qdown Median: 1.63 CV: 30.66 % No. of Peptides: 2
Wdown:Qdown Median: 0.86 CV: 124.09 % 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

1873 4 731.8942 -48.16 2 52.1 53.6 1 35-47 R.VKDLATVYVDVLK.D

2093 3 618.2734 -120.22 2 54.7 58.3 0 37-47 K.DLATVYVDVLK.D

805 1 908.4284 -0.73 2 38.9 11.7 1 48-64 K.DSGRDYVSQFEGSALGK.Q Wdown:Qdown 0.52

943 3 700.8438 7.87 2 40.6 38.3 0 52-64 R.DYVSQFEGSALGK.Q Wdown:Qdown 0.25

1807 8 806.8737 -27.99 2 51.3 94.1 0 70-83 K.LLDNWDSVTSTFSK.L

2784 1 734.7111 -0.04 3 66.2 16.8 1 84-101 K.LREQLGPVTQEFWDNLEK.E

681 5 626.6736 -224.11 2 37.1 28.6 0 121-130 K.VQPYLDDFQK.K

860 1 642.2972 11.37 2 39.2 28.3 0 132-140 K.WQEEMELYR.Q Wdown:Qdown 3.28
mdown:qdown 2.21

1373 1 896.6035 133.69 1 46.9 10.1 0 158-164 K.LHELQEK.L

311 3 651.3061 -33.42 2 32.6 52.7 0 185-195 R.THLAPYSDELR.Q Wdown:Qdown 1.30
mdown:qdown 1.21

2427 8 615.8382 -32.66 2 58.7 41.3 0 240-250 R.QGLLPVLESFK.V

2300 6 693.8302 -44.61 2 57.2 61.0 0 251-262 K.VSFLSALEEYTK.K
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Protein 5: keratin, type II cytoskeletal 6A [Homo sapiens]
Accession: gi|5031839 Score: 479.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.0
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 23.9

No. of unique Peptides: 11
Quantitation
mdown:qdown Median: 0.60 CV: 168.38 % No. of Peptides: 6
Wdown:Qdown Median: 1.09 CV: 87.16 % No. of Peptides: 5

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

902 1 712.9682 207.39 2 39.8 10.1 0 43-59 R.GSGGLGGACGGAGFGSR.S Carbamidomethyl: 9

910 11 602.3097 -20.53 2 39.9 44.2 0 195-204 K.WTLLQEQGTK.T Wdown:Qdown 0.86
mdown:qdown 0.45

2397 1 945.9922 3.32 2 58.3 17.5 0 208-222 R.QNLEPLFEQYINNLR.R

1215 2 591.1296 -252.65 2 44.9 47.4 0 241-250 R.GMQDLVEDFK.N mdown:qdown 2.16

212 1 675.8653 -2.24 2 32.0 57.5 1 261-272 R.TAAENEFVTLKK.D Wdown:Qdown 2.26
mdown:qdown 0.75

1892 10 704.2620 -138.19 2 53.7 69.2 0 288-299 K.ADTLTDEINFLR.A

2868 18 665.3564 -15.34 2 65.0 82.6 0 327-338 R.NLDLDSIIAEVK.A Wdown:Qdown 1.64

145 3 583.2816 -24.68 2 31.1 63.8 0 360-369 K.YEELQVTAGR.H mdown:qdown 1.13
Wdown:Qdown 1.72

303 1 577.1338 -255.87 2 33.1 22.3 0 447-455 K.EYQELMNVK.L mdown:qdown 1.02

2191 11 632.2117 -219.91 2 56.0 48.4 0 456-466 K.LALDVEIATYR.K

359 1 724.3637 -37.90 2 33.6 16.6 0 534-550 R.AIGGGLSSVGGGSSTIK.Y Wdown:Qdown 0.28
mdown:qdown 0.06
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Protein 6: hemoglobin subunit delta [Homo sapiens]
Accession: gi|4504351 Score: 462.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 59.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2232 1 1030.8450 -118.44 2 56.4 33.3 0 42-60 R.FFESFGDLSSPDAVMGNPK.V Oxidation: 15

1086 2 761.3593 7.32 2 42.3 31.4 0 84-96 K.GTFSQLSELHCDK.L Carbamidomethyl: 11
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Protein 7: keratin, type II cytoskeletal 5 [Homo sapiens]
Accession: gi|119395754 Score: 385.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.3
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 17.3

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 0.46 CV: 12.37 % No. of Peptides: 4
Wdown:Qdown Median: 3.63 CV: 71.17 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

419 1 705.9605 130.39 2 34.6 27.4 1 266-277 R.TTAENEFVMLKK.D mdown:qdown 0.38

553 1 851.4187 19.30 2 36.2 57.4 0 406-420 K.QCANLQNAIADAEQR.G Carbamidomethyl: 2 mdown:qdown 0.48

804 1 572.1668 -261.37 2 38.5 48.3 0 432-441 K.LAELEEALQK.A Wdown:Qdown 6.89
mdown:qdown 0.53

334 3 720.3453 -20.22 2 33.5 59.4 0 560-576 R.GLGVGFGSGGGSSSSVK.F mdown:qdown 0.48
Wdown:Qdown 1.92
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Protein 8: hemoglobin subunit alpha [Homo sapiens]
Accession: gi|4504345 Score: 376.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 44.4

No. of unique Peptides: 6
Quantitation
mdown:qdown Median: 0.87 CV: 366.85 % No. of Peptides: 2
Wdown:Qdown Median: 0.13 CV: 64.98 % 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

39 1 586.3399 3.78 2 29.7 55.0 1 2-12 M.VLSPADKTNVK.A

111 9 765.3757 6.39 2 30.7 80.1 0 18-32 K.VGAHAGEYGAEALER.M Wdown:Qdown 0.24

1149 2 544.2847 11.90 2 43.1 35.6 0 33-41 R.MFLSFPTTK.T Oxidation: 1

1779 24 536.2595 -39.76 2 50.9 56.7 0 33-41 R.MFLSFPTTK.T mdown:qdown 4.44

1032 12 917.4300 -21.34 2 41.7 79.5 0 42-57 K.TYFPHFDLSHGSAQVK.G Wdown:Qdown 0.07
mdown:qdown 0.17

1623 13 626.8522 -14.06 2 49.0 69.7 0 129-140 K.FLASVSTVLTSK.Y
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Protein 9: serotransferrin precursor [Homo sapiens]
Accession: gi|4557871 Score: 375.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.0
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 17.5

No. of unique Peptides: 10
Quantitation
mdown:qdown Median: 0.71 CV: 25.98 % No. of Peptides: 7
Wdown:Qdown Median: 0.68 CV: 50.84 % 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 1 708.3500 -19.16 2 36.2 66.2 0 47-60 K.SVIPSDGPSVACVK.K Carbamidomethyl: 12 mdown:qdown 0.73
Wdown:Qdown 0.87

1759 1 815.3781 -41.02 2 50.7 25.1 0 108-121 K.EDPQTFYYAVAVVK.K

400 1 637.3157 -23.07 2 34.3 35.7 0 226-236 K.HSTIFENLANK.A Wdown:Qdown 1.19
mdown:qdown 1.01

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

229 1 761.3746 3.44 2 32.3 48.1 1 372-384 R.LKCDEWSVNSVGK.I Carbamidomethyl: 3 mdown:qdown 0.55
Wdown:Qdown 0.81

708 2 625.2611 -72.75 2 37.7 48.9 0 454-464 K.SASDLTWDNLK.G mdown:qdown 0.46
Wdown:Qdown 0.33

817 2 789.3225 -12.58 2 39.0 49.5 0 495-508 R.FDEFFSEGCAPGSK.K Carbamidomethyl: 9 mdown:qdown 0.87
Wdown:Qdown 1.21

1439 1 783.3662 -47.33 2 46.8 10.9 1 647-659 K.DLLFRDDTVCLAK.L Carbamidomethyl: 10 Wdown:Qdown 0.41
mdown:qdown 0.82

232 3 500.6172 -271.08 2 32.1 36.9 0 669-676 K.YLGEEYVK.A mdown:qdown 0.69
Wdown:Qdown 0.49

915 1 766.3408 -8.88 2 40.2 24.0 0 684-696 K.CSTSSLLEACTFR.R Carbamidomethyl: 1, 10
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Protein 10: keratin, type I cytoskeletal 15 [Homo sapiens]
Accession: gi|24430190 Score: 337.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.2
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 14.0
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.55 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 4.68 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

811 5 515.1698 -253.80 2 39.5 44.9 0 215-223 R.VLDELTLAR.T Wdown:Qdown 4.68
mdown:qdown 1.55
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Protein 11: titin isoform IC [Homo sapiens]
Accession: gi|388998877 Score: 303.6
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 [%]: 0.9

No. of unique Peptides: 23
Quantitation
mdown:qdown Median: 0.58 CV: 49.87 % No. of Peptides: 3
Wdown:Qdown Median: 1.11 CV: 127.57 % No. of 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 Ratios

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

R.MSPARMSPARMSPAR.M Oxidation: 6, 11 Wdown:Qdown 0.30
mdown:qdown 0.35

1459 1 851.5485 120.85 2 48.0 14.8 0 7427-
7441

K.DIEQTVGLPVTLTCR.L Carbamidomethyl: 14

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

1296 1 640.2561 -89.77 2 45.9 12.9 1 10963-
10972

K.EVTIMEEKER.A Oxidation: 5

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

K.VEPPPPPKVPEIK.K

1036 8 555.3376 91.87 2 41.5 15.1 0 13889-
13899

K.GTAIFACDIAK.D Wdown:Qdown 2.51

2424 1 822.3339 -55.35 2 60.7 10.9 2 14955-
14967

R.EKEMARFECELSR.E Oxidation: 4

2695 1 805.4194 19.35 2 64.9 15.3 2 14961-
14973

R.FECELSRENAKVK.W Carbamidomethyl: 3

798 5 481.1628 -199.39 2 38.5 12.9 0 15703-
15710

K.TWVLATDR.A Wdown:Qdown 3.26

1108 1 540.7821 22.96 2 42.5 15.6 1 17633-
17641

K.EIREGADYK.L mdown:qdown 1.09

2888 1 900.4707 -22.65 2 64.8 13.7 0 18003-
18018

K.NETVIEKPTDALQITK.E

2673 3 813.4051 24.69 2 61.8 13.6 0 19641-
19653

R.VPDLLEGCQYEFR.V Carbamidomethyl: 8

2371 2 805.2633 -115.33 2 60.0 12.7 0 28749-
28761

R.EEEPLFDIDSEMR.K

1812 1 658.3022 -97.61 2 52.7 11.3 0 29853-
29864

K.AGEDVQVLIPFK.G

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

R.IGHNVHLELPYK.G

2745 1 656.8669 67.42 2 62.7 10.9 0 30994-
31005

K.YTLTVENNSGSK.S

2485 1 862.3731 -106.42 2 61.5 10.8 0 31629-
31646

R.AGSDLVLDAAVGGKPEPK.I

98 1 529.8207 -183.86 3 30.5 11.1 1 32923-
32936

K.DDGGSRVTGYYIER.K

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

K.QFTIGGLLEATEYEFR.V

496 1 677.6900 21.58 3 35.5 11.2 2 33663-
33680

K.DAGFYVVCAKNRFGIDQK.T

37 1 731.6663 -74.70 3 29.7 10.4 2 35370-
35388

K.TNLQFMGQAFKSIHEKVSK.I Wdown:Qdown 0.61
mdown:qdown 0.52

1561 1 745.7829 -73.36 2 49.4 15.1 0 35482-
35495

K.TDTSDSGLYTCTVK.N
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Protein 12: keratin, type I cytoskeletal 14 [Homo sapiens]
Accession: gi|15431310 Score: 300.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 17.8

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 1.20 CV: 147.60 % No. of Peptides: 3
Wdown:Qdown Median: 0.24 CV: 67.67 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

121 2 713.3373 -20.71 2 30.8 66.0 0 42-56 R.APSTYGGGLSVSSSR.F

639 1 680.8203 -49.04 2 36.6 15.5 1 212-223 R.MSVEADINGLRR.V mdown:qdown 0.43
Wdown:Qdown 0.44

1899 3 586.6929 -125.55 2 52.2 33.2 0 301-309 K.DAEEWFFTK.T mdown:qdown 5.28

1027 2 636.9803 -7.37 3 41.6 10.2 0 337-352 R.TMQNLEIELQSQLSMK.A Oxidation: 15 mdown:qdown 0.77
Wdown:Qdown 0.13
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Protein 13: keratin, type II cytoskeletal 75 [Homo sapiens]
Accession: gi|153791158 Score: 247.8
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 14: alpha-1-antitrypsin precursor [Homo sapiens]
Accession: gi|50363217 Score: 244.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 23.0
No. of unique Peptides: 5

Quantitation
mdown:qdown Median: 1.75 CV: 13.54 % No. of Peptides: 3
Wdown:Qdown Median: 0.63 CV: 72.71 % No. of Peptides: 3

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

722 1 729.3434 -11.09 3 37.9 16.3 1 161-179 K.LYHSEAFTVNFGDTEEAKK.Q Wdown:Qdown 0.32

762 1 601.9916 0.24 3 38.4 25.3 0 284-298 K.LQHLENELTHDIITK.F mdown:qdown 1.97

904 4 555.7989 -12.32 2 39.8 70.1 0 315-324 K.LSITGTYDLK.S Wdown:Qdown 0.51
mdown:qdown 1.88

1068 4 508.1796 -258.32 2 42.1 41.2 0 325-334 K.SVLGQLGITK.V mdown:qdown 1.45
Wdown:Qdown 1.52
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Protein 15: annexin A1 [Homo sapiens]
Accession: gi|4502101 Score: 234.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.7
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 27.2

No. of unique Peptides: 7
Quantitation
mdown:qdown Median: 2.22 CV: 104.73 % No. of Peptides: 3
Wdown:Qdown Median: 2.63 CV: 93.07 % No. of Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2228 1 694.3075 -115.27 2 56.3 17.4 0 59-71 K.GVDEATIIDILTK.R

537 1 635.6517 -48.42 3 35.3 22.1 1 82-98 K.AAYLQETGKPLDETLKK.A

352 1 631.8010 -5.09 2 33.8 31.5 0 114-124 K.TPAQFDADELR.A Wdown:Qdown 2.57
mdown:qdown 1.16

2453 2 851.9230 -27.64 2 59.0 48.1 0 129-144 K.GLGTDEDTLIEILASR.T

174 2 607.2652 -8.28 2 30.9 68.2 0 167-177 K.DITSDTSGDFR.N Wdown:Qdown 6.99
mdown:qdown 7.48

2388 1 775.8834 -37.22 2 58.2 36.2 0 215-228 K.GTDVNVFNTILTTR.S Wdown:Qdown 1.01
mdown:qdown 1.26

2020 1 678.7710 -93.49 2 55.4 10.5 0 270-281 K.CATSKPAFFAEK.L Carbamidomethyl: 1
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Protein 16: alpha-2-macroglobulin precursor [Homo sapiens]
Accession: gi|66932947 Score: 220.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.2
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 7.9
No. of unique Peptides: 8

Quantitation
mdown:qdown Median: 1.56 CV: 27.61 % No. of Peptides: 2
Wdown:Qdown 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

1683 5 802.8311 -117.18 2 49.7 41.2 0 175-188 R.IAQWQSFQLEGGLK.Q

980 1 542.6642 -270.62 2 41.0 12.6 0 522-531 K.GHFSISIPVK.S

2454 1 922.9898 -34.93 2 59.0 33.4 0 540-557 R.LLIYAVLPTGDVIGDSAK.Y

1177 1 509.7828 -34.15 2 43.4 37.2 0 812-820 K.ATVLNYLPK.C

2405 1 942.4446 -87.99 2 58.4 18.6 0 824-841 R.VSVQLEASPAFLAVPVEK.E



Detailed Protein Report

20 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

234 1 605.7801 -74.07 2 32.3 35.4 0 935-945 K.LPPNVVEESAR.A Wdown:Qdown 1.15
mdown:qdown 2.04

1151 1 796.4102 8.78 3 43.1 23.4 0 1241-
1263

K.
QQNAQGGFSSTQDTVVALHALSK.
Y

891 2 809.4242 -4.39 2 39.9 18.3 0 1408-
1421

R.TEVSSNHVLIYLDK.V mdown:qdown 1.19
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Protein 17: actin, cytoplasmic 1 [Homo sapiens]
Accession: gi|4501885 Score: 215.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 21.1
No. of unique Peptides: 5

Quantitation
mdown:qdown Median: 1.44 CV: 61.08 % No. of Peptides: 5
Wdown:Qdown Median: 1.30 CV: 21.84 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

659 3 599.7070 -249.11 2 36.8 51.4 0 29-39 R.AVFPSIVGRPR.H mdown:qdown 1.29

2136 3 651.9448 -125.01 3 55.3 28.9 0 96-113 R.VAPEEHPVLLTEAPLNPK.A mdown:qdown 3.26

1678 5 895.8924 -63.80 2 49.5 48.9 0 239-254 K.SYELPDGQVITIGNER.F mdown:qdown 0.69
Wdown:Qdown 1.05

2043 1 1107.8969 -127.87 2 54.1 33.7 0 292-312 K.DLYANTVLSGGTTMYPGIADR.
M

mdown:qdown 0.95

74 2 758.8545 -0.57 2 30.1 53.0 0 360-372 K.QEYDESGPSIVHR.K Wdown:Qdown 1.61
mdown:qdown 2.23
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Protein 18: keratin, type II cytoskeletal 4 [Homo sapiens]
Accession: gi|331999954 Score: 179.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 10.2
No. of unique Peptides: 6

Quantitation
mdown:qdown Median: 0.69 CV: 18.18 % No. of Peptides: 3
Wdown:Qdown Median: 1.59 CV: 54.27 % No. of Peptides: 3

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 Wdown:Qdown 0.78
mdown:qdown 0.88

530 2 667.8552 -21.26 2 35.2 56.2 1 235-246 R.TAAENDFVVLKK.D mdown:qdown 0.64
Wdown:Qdown 2.40

1586 2 703.8014 -85.66 2 49.7 20.9 0 262-273 K.VDSLNDEINFLK.V

2400 2 679.3689 -1.20 2 60.3 33.7 0 301-312 R.NLDLDSIIAEVR.A

365 2 678.3483 -55.17 2 33.6 39.9 1 401-412 K.RVELEAALQQAK.E mdown:qdown 0.58
Wdown:Qdown 2.17

1796 1 599.9815 -22.51 3 51.1 17.3 1 402-417 R.VELEAALQQAKEELAR.M
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Protein 19: keratin, type II cytoskeletal 2 epidermal [Homo sapiens]
Accession: gi|47132620 Score: 176.3
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
mdown:qdown Median: 1.08 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

354 1 738.3735 -30.88 2 33.8 45.3 0 198-209 R.FLEQQNQVLQTK.W Wdown:Qdown 0.55
mdown:qdown 1.08
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Protein 20: PREDICTED: POTE ankyrin domain family member E isoform X1 [Homo sapiens]
Accession: gi|578804361 Score: 164.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 4.9

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

1146 1 984.4853 -59.25 2 43.0 11.3 0 396-413 R.VAPEEHPILLTEAPLNPK.A
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Protein 21: keratin, type II cytoskeletal 1 [Homo sapiens]
Accession: gi|119395750 Score: 154.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.0
Database Date: 2015-11-30 pI: 8.8

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

1307 1 738.3615 -22.47 2 45.1 53.5 0 212-223 K.WELLQQVDTSTR.T

2843 2 651.8509 -15.86 2 64.1 16.0 0 344-355 R.SLDLDSIIAEVK.A

1168 1 922.9918 16.42 2 44.2 12.8 1 417-432 K.KQISNLQQSISDAEQR.G
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Protein 22: alpha-enolase isoform 1 [Homo sapiens]
Accession: gi|4503571 Score: 146.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.1
Database Date: 2015-11-30 pI: 7.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 16.6

No. of unique Peptides: 5
Quantitation
mdown:qdown Median: 0.67 CV: 33.45 % No. of Peptides: 2
Wdown:Qdown Median: 1.72 CV: 51.45 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

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

1993 5 713.2706 -134.70 2 53.4 51.9 0 270-281 R.YISPDQLADLYK.S

584 1 817.3947 -24.01 2 36.2 33.0 0 344-358 K.VNQIGSVTESLQACK.L Carbamidomethyl: 14 Wdown:Qdown 1.06
mdown:qdown 0.48

307 1 846.3647 -102.88 2 33.2 17.4 1 407-420 K.YNQLLRIEEELGSK.A mdown:qdown 0.92
Wdown:Qdown 2.78
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Protein 23: actin, aortic smooth muscle [Homo sapiens]
Accession: gi|4501883 Score: 130.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.0
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 15.4
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 2.74 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.67 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

2088 1 652.6205 -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 Wdown:Qdown 0.67
mdown:qdown 2.74
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Protein 24: 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 25: pyruvate kinase PKM isoform f [Homo sapiens]
Accession: gi|332164781 Score: 119.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.9

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 0.45 CV: 16.33 % No. of Peptides: 2
Wdown:Qdown Median: 2.15 CV: 39.88 % No. of Peptides: 2

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 38-48 R.LDIDSPPITAR.N Wdown:Qdown 3.15
mdown:qdown 0.39

566 1 680.2094 -215.66 2 36.4 14.7 0 49-61 R.NTGIICTIGPASR.S Carbamidomethyl: 6

111 1 628.6466 11.60 3 30.8 41.8 0 79-94 R.LNFSHGTHEYHAETIK.N Wdown:Qdown 1.46
mdown:qdown 0.53

2063 1 731.7933 -161.16 2 54.4 11.5 0 179-191 K.IYVDDGLISLQVK.Q
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Protein 26: haptoglobin isoform 2 preproprotein [Homo sapiens]
Accession: gi|186910296 Score: 114.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.1

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.85 CV: 28.22 % No. of Peptides: 2
Wdown:Qdown Median: 0.57 CV: 18.62 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

136 2 854.8916 -43.33 2 31.0 42.7 1 58-72 K.LRTEGDGVYTLNNEK.Q mdown:qdown 1.12
Wdown:Qdown 0.69

83 2 619.9584 -31.73 3 30.3 42.3 1 78-94 K.AVGDKLPECEAVCGKPK.N Carbamidomethyl: 9, 13 Wdown:Qdown 0.48
mdown:qdown 0.64

819 1 602.3169 -8.58 2 38.7 29.6 0 333-342 K.VTSIQDWVQK.T
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Protein 27: PREDICTED: nebulin isoform X22 [Homo sapiens]
Accession: gi|530370465 Score: 114.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 961.5
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 7
Quantitation
mdown:qdown Median: 1.64 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.66 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2522 1 885.4523 -25.95 2 62.0 17.0 2 407-421 K.FKLDTVLQNFSSDKK.Y

415 3 544.7701 86.52 2 34.2 12.0 0 646-654 K.SMNYCETPK.Y Oxidation: 2

1248 1 796.3930 45.30 2 45.3 13.7 1 2813-
2825

R.DDPKMMWSMHVAK.I Oxidation: 5

1176 2 729.3599 -9.93 2 43.4 18.3 1 3617-
3628

R.KAYDLQSDNLYK.S Wdown:Qdown 0.66
mdown:qdown 1.64

993 1 662.3199 -62.62 2 41.2 12.9 2 7204-
7214

K.VKDEVSDLKYK.E

624 1 607.8333 -21.30 2 36.4 10.4 2 7714-
7723

K.RDLELEVKGR.G

2801 1 994.5013 20.67 2 63.5 13.2 1 8000-
8015

K.LNQENFSSVLYKENMR.K Oxidation: 15
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Protein 28: heat shock protein beta-1 [Homo sapiens]
Accession: gi|4504517 Score: 107.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.8
Database Date: 2015-11-30 pI: 6.0

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

Quantitation
mdown:qdown Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1668 7 582.3006 -23.03 2 50.8 56.0 0 28-37 R.LFDQAFGLPR.L

1666 3 953.4317 -71.06 2 49.5 35.6 0 172-188 K.LATQSNEITIPVTFESR.A mdown:qdown 1.04

2886 2 822.4678 63.76 2 64.8 15.6 1 189-205 R.AQLGGPEAAKSDETAAK.-
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Protein 29: cadherin EGF LAG seven-pass G-type receptor 3 precursor [Homo sapiens]
Accession: gi|145309304 Score: 103.8
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 [%]: 3.0

No. of unique Peptides: 7
Quantitation
Wdown:Qdown Median: 0.31 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

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

2841 1 648.3701 87.56 1 64.1 13.5 0 1513-
1518

R.CEVAAR.S

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

942 1 470.6329 -182.64 2 40.6 10.3 0 2331-
2338

R.MEHPSSPR.G Wdown:Qdown 0.31

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 30: PREDICTED: dystonin isoform X9 [Homo sapiens]
Accession: gi|530382434 Score: 101.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 872.0
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 6
Quantitation
mdown:qdown Median: 0.81 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.70 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

585 1 558.7340 -142.02 2 36.6 17.2 1 542-550 K.LRDEIMALR.N Wdown:Qdown 0.70
mdown:qdown 0.81

1982 1 927.8655 -42.70 2 53.4 10.5 1 1776-
1790

R.QNMCKDLIDPCTSEK.V Carbamidomethyl: 4, 11; 
Oxidation: 3

103 1 822.3979 -76.79 2 30.5 11.5 2 3803-
3816

K.LNEAKIKCEQLNLK.A

779 1 1105.2011 129.15 2 38.2 12.7 2 4203-
4221

K.TLDDIVGRYEDLSKSVNER.N

2450 1 684.2042 -212.00 2 61.0 10.9 1 4940-
4951

K.EEQNKSHPISAK.L

2575 1 588.6984 -194.01 2 60.9 10.5 0 6226-
6235

K.LLDVMELAEK.F Oxidation: 5
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Protein 31: PREDICTED: plectin isoform X7 [Homo sapiens]
Accession: gi|530389155 Score: 101.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 514.1
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 0.40 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.34 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

1213 1 713.6809 -62.89 3 43.8 10.9 2 2258-
2277

K.QVAEEAARLSVAAQEAARLR.
Q

1692 1 582.1401 -225.95 2 51.1 12.2 0 2358-
2367

R.QLEMSAEAER.L

42 1 768.2950 -141.23 2 29.9 18.7 1 3585-
3598

R.AQLMADFQAGRVTK.E mdown:qdown 0.40
Wdown:Qdown 0.34

1932 1 1021.8810 -139.60 2 52.6 12.9 2 3847-
3864

R.CRRDDGTGQLLLPLSDAR.K Carbamidomethyl: 1
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Protein 32: lactotransferrin isoform 2 [Homo sapiens]
Accession: gi|312433998 Score: 100.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.1
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.4

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.43 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.01 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

1629 2 695.8567 -18.94 2 48.9 36.9 0 76-88 K.GGSFQLNELQGLK.S

852 1 598.3199 18.32 2 40.1 36.0 0 261-271 K.FQLFGSPSGQK.D mdown:qdown 0.43

2950 4 668.3368 -23.49 2 66.0 27.5 0 543-554 K.LADFALLCLDGK.R Carbamidomethyl: 8 Wdown:Qdown 2.01
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Protein 33: keratin, type I cytoskeletal 19 [Homo sapiens]
Accession: gi|24234699 Score: 100.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.1
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 13.5

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 1 1051.4041 -77.63 2 53.4 11.4 1 248-264 K.ILSDMRSQYEVMAEQNR.K Oxidation: 5, 12
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Protein 34: dynein heavy chain 1, axonemal [Homo sapiens]
Accession: gi|197927452 Score: 87.6
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 [%]: 2.0

No. of unique Peptides: 6
Quantitation
mdown:qdown Median: 1.42 CV: 70.92 % No. of Peptides: 2

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

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

405 3 565.3234 -64.51 2 34.1 17.4 2 596-604 K.LRKLMELVK.Y

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

R.EACRNSNLKDVEGFLTK.C Carbamidomethyl: 3

870 1 573.1350 -254.46 2 40.3 10.7 1 2478-
2486

R.DRLVNEEDR.S mdown:qdown 2.69

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 mdown:qdown 0.75

41 1 706.3121 -81.89 3 29.9 12.9 2 3699-
3718

K.KLSAISLGQGQGPRAEAMMR.
S

Oxidation: 18



Detailed Protein Report

49 / 2108

Protein 35: fibrillin-2 precursor [Homo sapiens]
Accession: gi|66346695 Score: 83.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 314.6
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 5
Quantitation
mdown:qdown Median: 1.53 CV: 38.07 % No. of Peptides: 2
Wdown:Qdown Median: 3.53 CV: 7.35 % 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

534 2 730.1886 -131.49 2 36.0 10.1 1 383-394 R.MTKMQCCCEPGR.C Carbamidomethyl: 6; 
Oxidation: 4

522 1 730.1851 -136.21 2 35.9 15.8 1 383-394 R.MTKMQCCCEPGR.C Carbamidomethyl: 8; 
Oxidation: 4

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

K.LSPNGACVDR.N mdown:qdown 1.06
Wdown:Qdown 3.80

281 1 477.4617 -193.67 3 32.2 10.8 0 2436-
2448

K.ICPHGPGYTTDGR.D Carbamidomethyl: 2

304 4 642.1738 -171.43 2 33.2 24.4 1 2529-
2539

K.TCKDLDECQTK.Q Wdown:Qdown 3.28
mdown:qdown 2.21
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Protein 36: plastin-2 [Homo sapiens]
Accession: gi|167614506 Score: 83.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.2
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 12.1

No. of unique Peptides: 5
Quantitation
Wdown:Qdown Median: 1.14 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530402335 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: plastin-2 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

545 1 652.1661 -227.16 2 36.1 14.5 0 402-412 R.NWMNSLGVNPR.V Oxidation: 3 Wdown:Qdown 1.14

1806 1 649.7882 -96.92 2 52.6 11.2 2 531-542 R.EAKKSSSISSFK.D

2231 1 793.3805 -58.93 2 56.5 14.2 0 597-610 R.VYALPEDLVEVNPK.M

2744 1 710.3515 31.99 2 65.6 10.2 0 611-622 K.MVMTVFACLMGK.G Carbamidomethyl: 8; 
Oxidation: 1, 3
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Protein 37: splicing factor, proline- and glutamine-rich [Homo sapiens]
Accession: gi|4826998 Score: 81.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 5
Quantitation
mdown:qdown Median: 0.44 CV: 28.48 % No. of Peptides: 2
Wdown:Qdown Median: 1.11 CV: 74.66 % No. of Peptides: 2

Alias proteins:
Accession Name Description
gi|530363144 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  splicing  factor,  proline-  and  glutamine-rich  isoform  X3  
[Homo sapiens]

gi|530363142 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  splicing  factor,  proline-  and  glutamine-rich  isoform  X2  
[Homo sapiens]

gi|530363140 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  splicing  factor,  proline-  and  glutamine-rich  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

376 6 678.1939 -185.67 2 34.0 29.1 1 268-279 R.SEEKISDSEGFK.A mdown:qdown 0.58
Wdown:Qdown 2.17

14 1 1103.5206 70.68 2 29.5 14.3 1 609-630 R.
DMRMGGGGAMNMGDPYGSGGQK.
F

Oxidation: 2, 12

18 2 736.0042 54.34 3 29.4 11.7 1 609-630 R.
DMRMGGGGAMNMGDPYGSGGQK.
F

Oxidation: 2, 10 Wdown:Qdown 0.57
mdown:qdown 0.33

20 2 735.9950 41.81 3 29.6 11.7 1 609-630 R.
DMRMGGGGAMNMGDPYGSGGQK.
F

Oxidation: 4, 10

8 2 736.0117 64.51 3 29.3 14.9 1 609-630 R.
DMRMGGGGAMNMGDPYGSGGQK.
F

Oxidation: 4, 12
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Protein 38: PREDICTED: dynein heavy chain 3, axonemal isoform X1 [Homo sapiens]
Accession: gi|578828592 Score: 81.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 466.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.0

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

301 1 874.1753 76.12 3 33.1 22.7 0 463-484 K.LEVSEPIIVFNPSFDGCWELIR.D Carbamidomethyl: 17

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
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Protein 39: glyceraldehyde-3-phosphate dehydrogenase isoform 1 [Homo sapiens]
Accession: gi|7669492 Score: 80.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.0
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.7

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.50 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.36 CV: 136.48 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

703 1 917.4101 -58.22 2 37.6 39.4 0 146-162 K.IISNASCTTNCLAPLAK.V Carbamidomethyl: 7, 11 mdown:qdown 0.50
Wdown:Qdown 1.00

904 2 706.3818 -24.09 2 40.1 26.3 0 201-215 R.GALQNIIPASTGAAK.A Wdown:Qdown 0.13

2067 1 882.3181 -98.33 2 54.4 15.0 0 310-323 K.LISWYDNEFGYSNR.V
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Protein 40: zinc finger protein 737 [Homo sapiens]
Accession: gi|226530355 Score: 78.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.9
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.3

No. of unique Peptides: 6
Quantitation
Wdown:Qdown Median: 3.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2780 1 922.4553 -14.26 2 66.1 16.9 1 128-143 K.RGYNGLNQYLTTTQSK.I

2919 1 981.9597 -7.66 2 65.7 10.8 2 333-348 K.RIHTGEKPYKCEECGR.A Carbamidomethyl: 11

2966 1 953.4397 -17.72 2 66.3 13.9 2 333-348 K.RIHTGEKPYKCEECGR.A Wdown:Qdown 3.24

1955 1 1022.8979 -86.37 2 54.5 10.5 2 427-444 K.CEECGKAFKCFSILTTHK.R

2022 1 1051.4074 -85.21 2 53.9 10.6 2 427-444 K.CEECGKAFKCFSILTTHK.R Carbamidomethyl: 10

2081 3 1051.4297 -64.07 2 54.6 15.9 2 427-444 K.CEECGKAFKCFSILTTHK.R Carbamidomethyl: 1
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Protein 41: TNF receptor-associated factor 2 [Homo sapiens]
Accession: gi|22027612 Score: 77.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.8
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2037 1 1051.4158 -90.99 2 54.1 10.8 1 214-231 R.VPCRFHAIGCLETVEGEK.Q Carbamidomethyl: 3, 10

2147 1 1022.9076 -91.14 2 57.0 15.3 1 214-231 R.VPCRFHAIGCLETVEGEK.Q Carbamidomethyl: 10
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Protein 42: immunoglobulin lambda-like polypeptide 5 isoform 2 [Homo sapiens]
Accession: gi|372466586 Score: 77.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.7
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 24.5
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1891 3 1021.8855 -134.81 2 52.1 22.0 0 38-56 K.ANPTVTLFPPSSEELQANK.A

1753 11 872.4147 -21.04 2 50.6 55.0 0 99-113 K.YAASSYLSLTPEQWK.S
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Protein 43: PREDICTED: DNA-directed RNA polymerase, mitochondrial isoform X1 [Homo 
sapiens]

Accession: gi|530425287 Score: 75.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.6

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2442 1 857.6864 -95.07 3 60.9 18.7 2 40-65 R.RGPVGWPGAACVMSALCWGRGAAGLK.R

125 1 793.8591 -42.14 2 30.8 18.8 1 158-172 K.VQMGAKDATPVPCGR.W Carbamidomethyl: 13

2603 1 678.4838 186.95 1 63.1 15.6 0 1227-
1231

R.EQFVR.L
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Protein 44: keratin, type II cytoskeletal 1b [Homo sapiens]
Accession: gi|194018511 Score: 75.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.9
Database Date: 2015-11-30 pI: 5.6

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

2213 1 1103.9435 -56.00 2 56.2 13.0 0 18-41 R.VYSTSSSAGSGGGSPAVGSVCYAR.G
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Protein 45: PREDICTED: zinc finger protein 665 isoform X5 [Homo sapiens]
Accession: gi|578834915 Score: 72.6
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 [%]: 7.5

No. of unique Peptides: 5
Quantitation
Wdown:Qdown 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

2105 6 937.3619 -106.09 2 56.5 15.4 0 1-18 -.MVCPCSGLLLAVGGMPPR.C Carbamidomethyl: 5; 
Oxidation: 15

Wdown:Qdown 0.88

2957 4 937.4644 3.23 2 66.1 16.2 0 1-18 -.MVCPCSGLLLAVGGMPPR.C Carbamidomethyl: 3; 
Oxidation: 15

2976 1 754.4009 45.80 3 66.4 15.0 1 1-22 -.
MVCPCSGLLLAVGGMPPRCQGR.
T

Oxidation: 1

1877 2 1057.5274 21.10 3 52.1 10.3 2 453-480 K.
CNDCGKVFTQNSHLASHRGIHSGEKPYK.
C

Carbamidomethyl: 4

1830 2 1057.5034 -1.56 3 51.5 15.7 2 453-480 K.
CNDCGKVFTQNSHLASHRGIHSGEKPYK.
C

Carbamidomethyl: 1
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Protein 46: PREDICTED: protein AHNAK2 isoform X1 [Homo sapiens]
Accession: gi|530403029 Score: 72.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 605.3
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 5
Quantitation
mdown:qdown Median: 7.41 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.50 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2566 1 913.4598 -15.26 2 62.5 16.5 1 369-385 R.DTTEGGTQIGPPEIRVR.V

2037 1 596.7447 -195.99 2 55.6 14.7 2 384-393 R.VRVHDLKTPK.F Wdown:Qdown 0.50
mdown:qdown 7.41

597 1 1230.6275 14.93 2 36.8 18.6 1 685-707 K.
AEVTAPDVKMSLSSMEVDVQAPR.
A

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

R.FPKLGFSSSPTK.K

1331 1 1023.0328 -5.50 2 45.4 12.2 1 5662-
5679

R.VMVTSAARTELILPEQDR.K Oxidation: 2
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Protein 47: centromere protein F [Homo sapiens]
Accession: gi|55770834 Score: 71.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 357.3
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 1.9
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 1.50 CV: 63.88 % No. of Peptides: 2
Wdown:Qdown Median: 1.57 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

104 2 1043.8924 -98.05 2 30.5 15.3 0 128-147 R.SQQAAQSADVSLNPCNTPQK.
I

Wdown:Qdown 1.57
mdown:qdown 0.83

1209 1 573.1437 -261.24 2 43.6 14.6 0 981-990 K.EINASLNQEK.M mdown:qdown 2.69

2721 2 974.5198 32.44 2 63.0 14.2 1 2466-
2482

K.AKEQNLSSQVECLELEK.A
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Protein 48: neurogenic locus notch homolog protein 1 preproprotein [Homo sapiens]
Accession: gi|148833508 Score: 70.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 272.3
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.2

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

1878 2 716.0566 111.85 3 52.1 10.3 1 1331-
1350

R.GFICKCPAGFEGATCENDAR.T Carbamidomethyl: 6

1825 2 715.9982 30.20 3 51.5 11.6 1 1331-
1350

R.GFICKCPAGFEGATCENDAR.T Carbamidomethyl: 4

1618 4 697.0380 98.52 3 48.9 15.1 1 1331-
1350

R.GFICKCPAGFEGATCENDAR.T

2040 1 841.7905 116.85 3 55.6 14.8 0 1855-
1877

R.MSAMAPTPPQGEVDADCMDVNVR.G Carbamidomethyl: 17; 
Oxidation: 1, 4

2914 9 698.3691 -7.48 2 65.6 18.9 0 1992-
2004

R.MHDGTTPLILAAR.L
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Protein 49: dynein heavy chain 17, axonemal [Homo sapiens]
Accession: gi|256542310 Score: 70.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 509.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.6
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

1870 1 704.2582 -146.54 2 53.4 13.7 0 1255-
1267

K.SGGLFEVPVPDYK.Q

2850 1 869.4224 -91.80 2 64.2 14.1 0 3728-
3742

K.LIFLAQVTFQVLSMK.K

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

R.RSLKELNLGLK.G
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Protein 50: zinc finger protein 492 [Homo sapiens]
Accession: gi|148806865 Score: 69.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.1
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 11.3

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578833408 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 492 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1839 1 582.2374 12.53 2 53.0 13.4 1 84-92 K.YCKSMDECK.V Carbamidomethyl: 8

1912 1 621.2738 -20.17 2 54.0 13.3 1 195-204 K.KPYKCEECGK.A Carbamidomethyl: 5

2688 1 992.0980 -39.40 3 64.8 18.1 2 495-519 R.HKMIHTGEKLYKPESCNNACDNIAK.I Carbamidomethyl: 16, 20; 
Oxidation: 3
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Protein 51: PREDICTED: neuroblast differentiation-associated protein AHNAK isoform X6 [Homo 
sapiens]

Accession: gi|530397289 Score: 68.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 580.3
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 0.54 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.31 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2716 1 849.3583 -170.01 2 65.2 15.5 2 485-499 K.GTKVKTPEMIIQKPK.I

863 1 578.2806 -119.29 2 40.2 10.1 2 1771-
1780

K.MPKLNIKAPK.V Oxidation: 1

1213 1 764.7682 -167.48 2 44.8 12.8 1 2851-
2865

K.GDVDVTGPKVEGDLK.G

1557 1 472.2329 -53.94 2 49.3 18.8 0 2979-
2987

K.GDVDISLPK.V Wdown:Qdown 1.31
mdown:qdown 0.54
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Protein 52: PREDICTED: rho GTPase-activating protein 26 isoform X13 [Homo sapiens]
Accession: gi|578810840 Score: 68.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.6
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 8.4
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1954 9 710.2864 -113.94 2 54.5 21.4 1 35-48 R.ARHAGVPAVGPECR.A

286 1 716.6484 355.53 1 32.9 20.0 0 165-171 K.EQIGAAK.E
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Protein 53: 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
mdown:qdown Median: 2.33 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

Wdown:Qdown 2.74
mdown:qdown 2.33
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Protein 54: PREDICTED: keratin, type I cytoskeletal 24 isoform X1 [Homo sapiens]
Accession: gi|578830527 Score: 67.2
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
Quantitation
Wdown:Qdown Median: 0.97 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

587 1 512.7149 -24.47 2 35.9 12.9 0 367-376 R.NSGSVNMGSR.D Oxidation: 7 Wdown:Qdown 0.97
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Protein 55: macrophage mannose receptor 1 precursor [Homo sapiens]
Accession: gi|4505245 Score: 66.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.9
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 5
Quantitation
mdown:qdown Median: 0.16 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.51 CV: 117.59 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1884 1 621.2922 12.19 2 53.6 15.7 1 95-103 K.SEFQKWECK.N Carbamidomethyl: 8

1638 1 1069.9824 -53.73 2 49.0 18.2 2 324-341 K.NAKWENLECVQKLGYICK.K Wdown:Qdown 0.20
mdown:qdown 0.16

1876 1 914.3217 -127.99 2 53.5 10.7 2 477-491 R.GCEWPLGYICKMKSR.S Carbamidomethyl: 10

2392 1 736.0727 87.47 3 60.2 10.6 1 586-604 R.FTHWNSDMPGRKPGCVAMR.
T

Oxidation: 8
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

196 1 651.1714 -173.27 2 31.8 10.9 1 819-829 K.ETMDNARAFCK.R Oxidation: 3 Wdown:Qdown 1.30
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Protein 56: dystrophin Dp260-2 isoform [Homo sapiens]
Accession: gi|5032291 Score: 65.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 270.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 5
Quantitation
Wdown:Qdown Median: 0.50 CV: 3.56 % 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

129 1 619.6434 29.86 3 30.9 11.2 2 392-407 R.DQAANLMANRGDHCRK.L Carbamidomethyl: 14 Wdown:Qdown 0.48

2949 1 735.4039 12.58 2 65.6 12.3 1 482-493 K.ELLQRGDNLQQR.I

982 1 712.1299 -301.49 1 41.8 17.8 1 747-751 K.MYKDR.Q Wdown:Qdown 0.52

1755 1 636.2889 -138.71 2 51.9 13.1 1 951-960 K.LKQTNLQWIK.V

1813 1 785.8684 -31.80 2 51.3 11.2 0 1315-
1327

K.VHMITENINASWR.S
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Protein 57: PREDICTED: uncharacterized protein KIAA1551 isoform X1 [Homo sapiens]
Accession: gi|530399223 Score: 65.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 194.7
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2628 1 644.4984 138.82 1 63.6 19.8 1 391-395 K.EKLVR.D

2689 1 731.8632 -38.63 2 64.8 14.6 1 416-428 K.INKDLLMAAGCIK.M Carbamidomethyl: 11; 
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

Oxidation: 7

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-
1672

K.EQAPLQVSGIK.S
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Protein 58: ubiquitin carboxyl-terminal hydrolase 34 [Homo sapiens]
Accession: gi|110347427 Score: 64.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 404.0
Database Date: 2015-11-30 pI: 5.4

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

2681 1 1079.0243 41.33 2 64.7 12.9 2 2052-
2070

K.DTLEGDNMYTCSHCGKKVR.A

597 2 642.8360 18.78 2 36.1 18.4 0 2940-
2950

R.SCWTTLISAFR.I
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Protein 59: PREDICTED: uncharacterized protein LOC101927628 [Homo sapiens]
Accession: gi|578827891 Score: 63.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.0
Database Date: 2015-11-30 pI: 12.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.8

No. of unique Peptides: 5

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2702 1 856.8935 -53.50 2 65.0 10.9 1 71-85 R.AAVQPALAWEREDTR.G

254 1 977.7698 -10.85 3 31.9 11.3 2 91-117 R.AGRPRSSSSQSCCPTCTHVGTSRHSWR.R

2075 3 937.3867 -15.36 2 54.5 13.9 1 280-296 R.SSSSQSCCPTCTRVGTR.R Carbamidomethyl: 7, 8

2276 2 937.4372 47.94 2 56.9 12.7 1 951-967 R.NSSSQSCCPTCTRVGMR.R Carbamidomethyl: 8

2316 1 937.2798 -119.93 2 57.4 14.7 1 951-967 R.NSSSQSCCPTCTRVGMR.R Carbamidomethyl: 7
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Protein 60: hemoglobin subunit epsilon [Homo sapiens]
Accession: gi|4885393 Score: 63.5
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

Quantitation
mdown:qdown Median: 7.41 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

2140 3 596.7831 -152.64 2 55.3 13.5 0 134-145 K.LVSAVAIALAHK.Y Wdown:Qdown 0.50
mdown:qdown 7.41
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Protein 61: dynein heavy chain 11, axonemal [Homo sapiens]
Accession: gi|459642365 Score: 63.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 520.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

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

1302 1 817.1657 -329.27 1 46.0 11.8 0 1-8 -.MAAQVAAR.E

2700 1 920.8814 -102.30 2 65.0 16.0 2 857-872 R.REAAFTLEDKGDLFTK.K

882 1 647.8007 -79.74 2 39.8 12.8 2 1437-
1446

R.LHRVEDDVRR.I

36 1 779.3158 -100.01 2 29.7 10.1 1 2083-
2095

R.GDKNRPEDQVLMR.A

1863 1 965.8216 -153.66 2 53.3 12.4 2 4470-
4484

R.QETKQTYECPVYRTK.L Carbamidomethyl: 9
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Protein 62: fibrillin-1 precursor [Homo sapiens]
Accession: gi|281485550 Score: 63.1
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 [%]: 2.3

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 0.87 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.57 CV: 87.02 % 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

25 1 796.8073 -13.58 2 29.5 12.2 0 166-179 R.CACTYGFTGPQCER.D Carbamidomethyl: 1 Wdown:Qdown 0.27

1152 1 991.7003 -40.24 3 44.0 14.6 1 356-380 K.
MQCCCDAGRCWSPGVTVAPEMCPIR.
A

Carbamidomethyl: 3, 4, 5, 
22; Oxidation: 1, 21

2800 1 913.4636 99.50 2 63.5 13.3 0 1178-
1192

K.YQCACNPGYHSTPDR.L Carbamidomethyl: 3, 5

976 9 635.1635 -177.36 2 40.7 23.1 1 2482-
2492

R.SCKDLDECATK.Q Carbamidomethyl: 8 Wdown:Qdown 1.21
mdown:qdown 0.87
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Protein 63: coagulation factor VIII isoform a precursor [Homo sapiens]
Accession: gi|4503647 Score: 63.0
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 [%]: 3.8

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 0.79 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

102 / 2108



Detailed Protein Report

103 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2170 1 937.3499 -130.54 2 55.7 11.5 0 1-15 -.MQIELSTCFFLCLLR.F Carbamidomethyl: 12 mdown:qdown 0.79

2041 1 856.8157 -171.77 2 55.6 11.8 2 1060-
1073

K.KVTPLIHDRMLMDK.N Oxidation: 12

2184 1 1061.5230 -9.68 3 57.5 13.4 0 1523-
1553

K.
DLFPTETSNGSPGHLDLVEGSLLQGTEGAIK.
W

2720 1 710.3296 -131.82 2 65.3 14.5 0 2092-
2104

K.VDLLAPMIIHGIK.T
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Protein 64: profilin-1 [Homo sapiens]
Accession: gi|4826898 Score: 62.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.0
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 20.7

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.19 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.07 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2934 9 822.4733 1.65 2 65.5 46.8 0 39-54 K.TFVNITPAEVGVLVGK.D

1495 1 850.7379 -173.16 2 48.5 15.9 2 128-140 K.CYEMASHLRRSQY.- Carbamidomethyl: 1 mdown:qdown 1.19
Wdown:Qdown 1.07



Detailed Protein Report

105 / 2108

Protein 65: PREDICTED: probable E3 ubiquitin-protein ligase MYCBP2 isoform X2 [Homo sapiens]
Accession: gi|530402184 Score: 62.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 504.8
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.9

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1222 1 927.2551 104.81 3 44.9 11.3 1 1184-
1209

R.ALTTRSHAALHILGCLDTLAAMQDLK.M Oxidation: 22

1800 1 658.7973 -153.52 2 52.5 13.4 1 1909-
1921

R.ALSVVSTVVRASK.D

1461 1 799.6263 -94.96 3 48.0 13.1 1 4259-
4279

K.AMVEFREHTGKPTTSSSEACR.F Carbamidomethyl: 20; 
Oxidation: 2
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Protein 66: low-density lipoprotein receptor-related protein 2 precursor [Homo sapiens]
Accession: gi|126012573 Score: 61.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 521.6
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

1173 1 786.4695 28.78 1 44.3 12.4 0 776-782 R.EILAANR.V

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

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

23 1 788.3643 33.00 3 29.6 20.9 0 3797-
3816

R.TCHPEYFQCTSGHCVHSELK.C Carbamidomethyl: 2
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Protein 67: PREDICTED: RANBP2-like and GRIP domain-containing protein 8 isoform X4 [Homo 
sapiens]

Accession: gi|530369360 Score: 61.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.0
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 4.7
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2775 1 557.2986 22.82 3 63.1 14.9 1 623-638 K.STKEGFSIPVSADGFK.F

1997 1 648.7895 -86.66 2 53.5 11.3 1 1114-
1124

R.DQVLKLCANHR.I

1535 1 1023.6824 101.59 2 49.0 12.2 1 1429-
1445

K.NVLLQFIFLKPGSERER.L
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Protein 68: PREDICTED: E3 ubiquitin-protein ligase HERC2 isoform X5 [Homo sapiens]
Accession: gi|578827509 Score: 59.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 517.6
Database Date: 2015-11-30 pI: 5.9

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

445 2 592.8266 -45.39 2 34.9 13.6 1 568-577 K.LQDLDVVKVR.C

2175 1 1031.4134 -71.31 2 55.8 19.5 1 2684-
2701

R.CHSSQPGMLLDSWSRMVK.S

360 1 543.1311 -259.95 2 33.8 14.2 0 3920-
3930

K.LYATGYGAGGR.L
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Protein 69: complement C3 precursor [Homo sapiens]
Accession: gi|115298678 Score: 59.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.0
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.8
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2933 1 940.0026 13.02 2 65.4 22.8 0 226-241 K.EYVLPSFEVIVEPTEK.F

2727 4 701.3852 -51.38 2 62.5 16.6 0 892-904 K.SSLSVPYVIVPLK.T

1782 3 1086.9427 -40.31 2 50.9 20.1 2 1505-
1522

K.LCRDELCRCAEENCFIQK.S
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Protein 70: fibrinogen beta chain isoform 2 preproprotein [Homo sapiens]
Accession: gi|296080754 Score: 59.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.9
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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 71: PDZ domain-containing protein 4 [Homo sapiens]
Accession: gi|46559761 Score: 59.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.1
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2759 1 905.4805 55.19 3 65.8 12.2 1 2-24 M.GCNMCVVQKPEEQYKVMLQVNGK.E Carbamidomethyl: 2; 
Oxidation: 4, 17

450 1 1100.7316 -85.85 3 34.6 14.6 0 326-356 R.DFHFSMDSLLAEGAGLGGGDVPGLTDEEYER.Y Oxidation: 6
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Protein 72: tenascin-X isoform 1 precursor [Homo sapiens]
Accession: gi|188528648 Score: 58.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 457.9
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

1929 1 890.3591 -119.35 2 52.8 13.5 1 1418-
1435

R.VGGKESEVTVGGLEPGHK.Y

2906 1 557.9675 41.54 3 65.1 15.9 0 2141-
2157

R.VGGEESEVTVGGLEPGR.K

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

R.VPGHEDRVTISGLEPDNK.Y
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Protein 73: PREDICTED: caspase-10 isoform X1 [Homo sapiens]
Accession: gi|530371069 Score: 57.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.8
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.8

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2857 12 710.3665 -46.32 2 64.9 19.3 1 133-144 K.DMIFLLKDSLPK.T

1677 1 933.3261 -154.07 2 50.9 26.9 1 235-253 K.HAGSNGNRATNGAPSLVSR.G

2646 1 1145.5422 35.87 2 61.8 11.6 0 340-359 K.CNPAHADGDCFVFCILTHGR.F Carbamidomethyl: 10, 14
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Protein 74: PREDICTED: NEDD8 ultimate buster 1 isoform X1 [Homo sapiens]
Accession: gi|530387030 Score: 57.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.2
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2521 1 648.3547 69.36 2 62.0 10.7 0 255-265 K.ALMLAMGYHEK.G Oxidation: 3, 6

2062 1 625.2581 -159.60 2 54.4 16.1 2 329-338 K.KLNLAQKCFK.N Carbamidomethyl: 8
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Protein 75: centrosomal protein of 290 kDa [Homo sapiens]
Accession: gi|109255234 Score: 57.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 290.2
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 5
Quantitation
mdown:qdown Median: 0.41 CV: 41.53 % 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

2146 2 937.4291 -49.48 2 55.4 15.4 2 115-129 R.NEICQLEKQLEQKDR.E

1969 1 703.7594 -155.73 2 54.7 10.7 0 1966-
1978

K.TTGMTVDQVLGIR.A Oxidation: 4

1615 1 494.1461 -276.33 2 50.1 10.7 2 2106-
2113

K.EKAEVQRK.L mdown:qdown 0.61

1421 1 846.6046 174.69 1 47.5 10.1 0 2387-
2393

K.DLETQLK.M mdown:qdown 0.28

1648 1 858.4049 -102.70 1 49.1 10.3 0 2438-
2444

K.NILLEEK.V
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Protein 76: PREDICTED: ankyrin repeat domain-containing protein 11 isoform X3 [Homo sapiens]
Accession: gi|578828957 Score: 56.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 293.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 3.05 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

2918 1 1155.0468 -67.97 2 65.2 13.4 2 50-71 R.
KAGLLFGMGLSGIRAGYPLSER.
Q

Oxidation: 8

1383 2 637.4051 150.05 3 45.8 14.2 0 510-527 K.TISSPAWSEVSSLSDSTR.T mdown:qdown 3.05

313 2 501.1733 -259.03 2 33.0 13.5 2 1482-
1490

R.LGDAKLKEK.F

2584 1 658.2319 -130.00 2 61.0 15.1 0 2381-
2391

K.LDAIEPYHSDR.A
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Protein 77: hemicentin-1 precursor [Homo sapiens]
Accession: gi|118572606 Score: 56.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 613.0
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 3
Quantitation
Wdown:Qdown Median: 6.26 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

2962 1 1019.9724 -61.55 2 66.2 12.4 0 1188-
1206

R.VDIPCNAQGTPLPVITWSK.G

1984 1 883.9757 -72.13 3 53.5 15.0 1 5183-
5205

R.
RTSDGLSCQDINECQESSPCHQR.
C

Carbamidomethyl: 8

1025 1 676.6792 37.90 3 41.3 16.6 2 5247-
5264

K.NTRGGYKCIDLCPNGMTK.A Carbamidomethyl: 8 Wdown:Qdown 6.26
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Protein 78: coiled-coil domain-containing protein 168 [Homo sapiens]
Accession: gi|226246554 Score: 56.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 801.4
Database Date: 2015-11-30 pI: 9.6

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

2780 1 701.4146 -7.24 2 63.2 11.0 2 2385-
2396

R.KIILNPKCLTMK.E

2491 1 974.1939 35.72 3 59.5 10.7 2 5658-
5682

R.DEDIYFTGFGTIRSGKRPEWLFTGK.K
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Protein 79: PREDICTED: centrosomal protein of 290 kDa isoform X4 [Homo sapiens]
Accession: gi|530400856 Score: 55.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 234.7
Database Date: 2015-11-30 pI: 6.1

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1190 3 500.7991 -35.31 2 43.5 14.1 2 2-9 M.QKLSLRQK.S
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Protein 80: PREDICTED: striated muscle preferentially expressed protein kinase isoform X14 
[Homo sapiens]

Accession: gi|578803490 Score: 55.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 283.5
Database Date: 2015-11-30 pI: 9.4

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

Quantitation
mdown:qdown Median: 0.31 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

92 1 531.9231 -79.62 3 30.5 25.4 2 2089-
2103

R.GPLLESLGGRARDPR.M mdown:qdown 0.31
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Protein 81: PREDICTED: LOW QUALITY PROTEIN: ubiquitin carboxyl-terminal hydrolase 17-like 
protein 20 [Homo sapiens]

Accession: gi|578843530 Score: 55.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.1
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1896 1 599.9585 -51.71 3 52.4 13.5 2 260-274 K.HSKRALLVCQNSQWK.Y

2567 1 709.8660 -0.12 2 62.5 14.7 0 264-274 R.ALLVCQWSQWK.Y Carbamidomethyl: 5

1491 1 981.6005 60.92 2 47.4 15.8 1 264-279 R.ALLVCQISQWKYRPTR.T
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Protein 82: intersectin-1 isoform ITSN-l [Homo sapiens]
Accession: gi|47717123 Score: 55.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 195.3
Database Date: 2015-11-30 pI: 8.5
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.83 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1569 1 788.7801 -144.71 2 49.5 15.7 2 584-596 R.DQLDEVEKETRSK.L

2785 1 874.5334 88.10 1 63.9 14.2 1 1359-
1365

K.RLAMDPR.C Oxidation: 4 mdown:qdown 0.83
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Protein 83: histone-lysine N-methyltransferase, H3 lysine-36 and H4 lysine-20 specific isoform b 
[Homo sapiens]

Accession: gi|19923586 Score: 55.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 296.5
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.50 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.47 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578811198 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  histone-lysine  N-methyltransferase,  H3  lysine-36  and  
H4 lysine-20 specific isoform X5 [Homo sapiens]

gi|530381144 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  histone-lysine  N-methyltransferase,  H3  lysine-36  and  
H4 lysine-20 specific isoform X1 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1166 2 509.6492 -167.89 2 43.2 11.3 0 2-9 M.DQTCELPR.R Carbamidomethyl: 4

617 1 459.6161 -280.24 2 37.0 16.5 1 491-498 K.EKPCAKSR.A mdown:qdown 0.50
Wdown:Qdown 0.47
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Protein 84: PREDICTED: dynein heavy chain 12, axonemal isoform X1 [Homo sapiens]
Accession: gi|578805765 Score: 55.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 454.9
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.23 CV: 37.24 % No. of Peptides: 2
Wdown:Qdown Median: 0.34 CV: 56.08 % 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

47 1 1103.4984 -39.62 2 29.9 12.9 1 73-91 R.TPLLPPPDYPQTMTSEMKK.K Oxidation: 13, 17 Wdown:Qdown 0.57
mdown:qdown 0.33

1482 1 681.7771 64.45 3 47.3 18.6 2 267-284 K.VINLFTKKEALEGVKPEK.L

1201 1 1070.0173 -20.70 2 43.7 12.3 1 583-600 K.INPIFDENDELIENAKHK.K Wdown:Qdown 0.20
mdown:qdown 0.16
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Protein 85: fibrinogen gamma chain isoform gamma-A precursor [Homo sapiens]
Accession: gi|70906437 Score: 54.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 4.8
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 0.52 CV: 98.68 % No. of Peptides: 2
Wdown:Qdown Median: 0.89 CV: 37.40 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

176 1 757.3345 -43.89 2 31.4 25.9 0 135-146 R.YLQEIYNSNNQK.I Wdown:Qdown 0.62
mdown:qdown 1.19

329 1 559.1487 -212.08 2 33.2 28.9 0 274-282 R.VELEDWNGR.T Wdown:Qdown 1.28
mdown:qdown 0.23
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Protein 86: stAR-related lipid transfer protein 9 [Homo sapiens]
Accession: gi|270265793 Score: 54.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 516.0
Database Date: 2015-11-30 pI: 5.9

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

2847 1 665.3691 57.41 2 64.1 17.6 0 2192-
2202

R.EFTNTSLHPQR.M

1886 1 863.9273 -37.56 2 52.2 12.3 1 2739-
2754

K.KVVAALPSQAPYDDPR.V



Detailed Protein Report

154 / 2108

Protein 87: phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1 isoform b [Homo sapiens]
Accession: gi|40254823 Score: 54.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.1
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 4.0
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 1.45 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

499 3 584.8345 31.59 2 35.6 27.2 0 79-87 K.LDQLIEFYK.K Wdown:Qdown 1.00
mdown:qdown 1.45

1543 1 1008.6543 64.47 2 49.1 16.6 1 1107-
1125

K.TPVSSQAPVPAKRPIKPSR.S
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Protein 88: PREDICTED: integrin beta-7 isoform X3 [Homo sapiens]
Accession: gi|578823673 Score: 54.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.0
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.6

No. of unique Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2663 2 731.3721 63.85 2 64.5 13.4 0 54-65 K.CILSHPSCAWCK.Q Carbamidomethyl: 1, 11

2734 1 772.4219 -54.41 2 65.4 16.0 1 200-213 K.TVLPFVSTVPSKLR.H

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
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Protein 89: PREDICTED: keratin, type I cytoskeletal 26 isoform X2 [Homo sapiens]
Accession: gi|578830847 Score: 53.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 10.5

No. of unique Peptides: 4
Quantitation
mdown:qdown 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

108 1 557.2530 -43.29 2 30.6 12.5 1 1-10 -.MSFRLSGGSR.R Oxidation: 1

559 1 625.3768 63.05 2 35.6 11.4 0 368-377 K.LEYEQLLDVK.I mdown:qdown 0.46

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 90: PREDICTED: zinc finger protein 729 isoform X1 [Homo sapiens]
Accession: gi|578832877 Score: 53.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.0
Database Date: 2015-11-30 pI: 10.5

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

1895 1 704.7670 -172.25 2 52.2 13.8 1 502-513 R.HKAIHTGEKPYK.C

2677 1 665.3406 42.21 2 61.8 13.9 2 621-631 R.EKLYKCEECGK.A
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Protein 91: GRIP and coiled-coil domain-containing protein 1 [Homo sapiens]
Accession: gi|22208850 Score: 53.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.8
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 6.5
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 1.36 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.90 CV: 41.33 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

165 1 635.8027 -9.05 2 31.3 11.3 1 180-190 K.SRMEASYLADK.K Wdown:Qdown 1.34
mdown:qdown 1.36

1918 2 572.7243 -166.46 2 54.0 17.8 1 344-353 R.KTALAEDQLR.Q

55 1 1096.9659 -93.00 2 30.1 11.7 0 363-382 R.VAALENQISEVSELLGTYEK.A Wdown:Qdown 0.61
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Protein 92: PREDICTED: kinesin-like protein KIF13B isoform X2 [Homo sapiens]
Accession: gi|530387685 Score: 53.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 195.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578815259 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: kinesin-like protein KIF13B isoform X4 [Homo sapiens]

gi|578815257 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: kinesin-like protein KIF13B isoform X3 [Homo sapiens]



Detailed Protein Report

160 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

978 1 955.6278 74.00 1 41.8 12.8 1 94-101 K.VRDLLDPK.G

1541 1 513.1056 -215.54 2 48.0 12.4 1 585-592 K.QNCRSMDR.F Oxidation: 6
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Protein 93: PREDICTED: MAX gene-associated protein isoform X16 [Homo sapiens]
Accession: gi|578826753 Score: 53.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 290.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 1.85 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

1840 1 899.4842 21.23 2 51.7 12.0 0 1585-
1601

K.VLQSEGEAVDPEANVIK.Q

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

K.VMPCLAPIAAKVGSVGHK.M Oxidation: 2 Wdown:Qdown 1.85



Detailed Protein Report

164 / 2108

Protein 94: E3 ubiquitin-protein ligase UBR5 isoform 2 [Homo sapiens]
Accession: gi|544583486 Score: 53.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 309.0
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.46 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 7.90 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

1093 1 647.6752 -180.54 2 42.2 14.8 0 132-146 R.WSSGVGGSGGGSSGR.S Wdown:Qdown 7.90
mdown:qdown 0.46

31 1 712.9884 0.22 3 29.6 11.4 1 1305-
1323

R.KTASPEDSDMPDHDLEPPR.F

2778 1 958.9830 42.28 2 66.1 16.7 1 2102-
2117

K.MSYAANLKNVMNMQNR.Q Oxidation: 11, 13
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Protein 95: neuralized-like protein 4 isoform 2 [Homo sapiens]
Accession: gi|53829368 Score: 52.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 2.4
No. of unique Peptides: 4

Quantitation
mdown:qdown Median: 0.11 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

760 1 856.2336 -324.05 1 38.9 11.7 1 493-499 R.RNNAILR.A

512 1 457.1269 -288.36 2 35.0 10.5 0 500-508 R.ALSPEGALR.R mdown:qdown 0.11

2675 1 715.3668 -42.44 2 61.8 10.6 1 1139-
1151

K.NILLSNGNRTATR.V
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

K.LRGDEAHRR.R
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Protein 96: zinc finger protein 281 isoform 2 [Homo sapiens]
Accession: gi|526253066 Score: 52.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.2
Database Date: 2015-11-30 pI: 9.3

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

2653 1 811.8976 73.50 2 64.2 24.6 1 311-323 K.CDTCQQYFSRTDR.L

768 2 495.2668 -36.55 2 38.4 28.1 1 372-380 K.SKSIAIENK.E
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Protein 97: prolactin-inducible protein precursor [Homo sapiens]
Accession: gi|4505821 Score: 52.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.6
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 18.5

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.55 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.61 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2176 2 642.3028 -132.15 2 57.4 28.1 0 107-118 R.TVQIAAVVDVIR.E Wdown:Qdown 1.61
mdown:qdown 0.55

2317 1 805.9036 -28.46 2 57.6 24.3 0 119-133 R.ELGICPDDAAVIPIK.N Carbamidomethyl: 5
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Protein 98: short transient receptor potential channel 4 isoform zeta [Homo sapiens]
Accession: gi|209863032 Score: 52.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.2
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.09 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

117 1 849.3965 -40.26 2 30.9 18.1 1 530-542 R.HHQYQEVMRNLVK.R Oxidation: 8 Wdown:Qdown 1.24
mdown:qdown 1.09



Detailed Protein Report

172 / 2108

Protein 99: desmoplakin isoform I [Homo sapiens]
Accession: gi|58530840 Score: 52.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 331.6
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.7
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 1.44 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

2423 1 837.8362 -126.41 2 60.6 16.4 2 1545-
1558

R.VSQERTVKDQDITR.F

1485 1 600.4356 127.57 2 47.3 10.5 2 1819-
1828

K.IKVLEQDKAR.L mdown:qdown 1.44
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Protein 100: guanine nucleotide-binding protein-like 3-like protein [Homo sapiens]
Accession: gi|9506611 Score: 51.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.5
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.1

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|296317324 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
guanine nucleotide-binding protein-like 3-like protein [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2071 1 1023.8928 -74.38 2 54.5 11.7 1 229-245 K.ACFGAENLMRVLGNYCR.L Carbamidomethyl: 2, 16; 
Oxidation: 9

2097 1 701.2282 -87.20 3 56.4 10.9 0 562-582 K.LSDSMMSALDLSGNADDGVGD.- Oxidation: 5, 6
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Protein 101: PREDICTED: tetratricopeptide repeat protein 13 isoform X7 [Homo sapiens]
Accession: gi|578802328 Score: 51.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.4
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 10.8
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 2.05 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 5.78 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

1705 1 820.8385 -139.02 2 49.9 10.6 1 234-247 R.SLSRGFNNHINLIR.G

549 2 730.3654 19.41 2 36.2 15.9 0 328-340 K.EYDGFTITITGDK.V Wdown:Qdown 5.78
mdown:qdown 2.05

2198 1 905.3670 -138.71 2 56.0 12.3 0 410-428 R.GSSVIAYSVIVGALMASGK.E
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Protein 102: PREDICTED: ubiquitin-protein ligase E3C isoform X3 [Homo sapiens]
Accession: gi|530387311 Score: 51.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.7
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 1.08 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2476 4 817.2871 -207.41 1 61.3 12.6 0 124-130 K.HSSLFVK.Q mdown:qdown 1.08

259 1 862.8548 57.47 3 32.6 16.7 2 689-712 K.
RIRVHLLNAHGLDEAGIDGGGIFR.
E

2651 1 856.4088 -69.02 2 64.2 10.9 2 866-878 R.LNRQIRQHCLAFR.Q Carbamidomethyl: 9

2795 1 874.5325 111.23 1 64.0 11.6 0 872-878 R.QHCLAFR.Q
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Protein 103: PREDICTED: neuron navigator 2 isoform X5 [Homo sapiens]
Accession: gi|578820908 Score: 51.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 264.1
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.0

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

183 1 904.3719 -34.40 2 31.7 10.6 2 435-452 K.GGSKAGEGPGSRDTSCER.L Carbamidomethyl: 16

2463 1 647.1849 -205.84 2 61.2 24.0 0 1063-
1074

R.GMTAQVGITMPR.T Oxidation: 2, 10
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Protein 104: Alstrom syndrome protein 1 [Homo sapiens]
Accession: gi|110349786 Score: 51.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 460.9
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

312 1 862.8548 -22.20 2 33.0 10.7 1 340-352 R.YDDLCSYMSWKTR.K Carbamidomethyl: 5

1836 4 863.4125 -60.24 2 51.6 18.6 1 3791-
3805

R.LIQAFGHERVCLSPR.R
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Protein 105: E3 ubiquitin-protein ligase BRE1A [Homo sapiens]
Accession: gi|34878777 Score: 51.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.6
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.4

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 1.17 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 3.32 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

1337 1 926.7938 6.01 3 45.5 12.7 1 257-280 K.
VETAESRVSVLESMIDDLQWDIDK.
I

463 1 475.6020 -277.84 2 35.1 11.6 0 827-834 R.TQALEMNK.R Oxidation: 6 Wdown:Qdown 3.32
mdown:qdown 1.17

2961 1 788.3914 -25.63 2 65.8 15.7 2 835-848 K.RKAMEAAQLADDLK.A Oxidation: 4

1898 1 918.3471 -84.86 2 52.4 11.4 2 956-971 R.KCPKCNAAFGANDFHR.I Carbamidomethyl: 5
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Protein 106: protein FAM115C isoform B [Homo sapiens]
Accession: gi|293651621 Score: 51.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.6
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 1.85 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.60 CV: 0.00 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

7 1 689.3232 -60.71 1 29.3 10.0 0 15-20 K.CTPIQK.Y

126 1 822.3680 -116.44 2 30.8 17.1 1 118-131 K.MGPFLLNAVRWLAR.G

495 2 705.1921 -194.39 2 35.1 10.8 1 636-646 K.EIINEMDMRSR.G Oxidation: 6 Wdown:Qdown 0.60

738 2 705.1981 -185.90 2 37.8 13.4 1 636-646 K.EIINEMDMRSR.G Oxidation: 8 Wdown:Qdown 0.60
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Protein 107: PREDICTED: unhealthy ribosome biogenesis protein 2 homolog isoform X1 [Homo 
sapiens]

Accession: gi|530366678 Score: 51.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.5
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

598 1 661.8686 26.39 2 36.8 13.9 2 12-22 K.LKSKTTSWEDK.L mdown:qdown 1.55
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Protein 108: PREDICTED: serine/threonine-protein kinase 31 isoform X3 [Homo sapiens]
Accession: gi|578813577 Score: 51.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.7
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

452 1 524.1225 -252.65 2 34.6 17.8 0 551-559 R.DLLDAEPMK.E Oxidation: 8

249 3 592.1348 -240.88 2 32.3 18.3 0 581-591 K.GYSVDVDTEAK.V

2669 1 948.3641 -79.89 2 64.6 15.1 2 817-831 K.EEEIKTENLDKCMEK.T Carbamidomethyl: 12
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Protein 109: Fanconi anemia group I protein isoform 2 [Homo sapiens]
Accession: gi|82830440 Score: 51.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 142.5
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.3
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 1.85 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.67 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

426 3 658.3901 11.29 2 34.4 22.4 2 780-791 K.KLSDILNEKAGK.A

1909 2 918.3239 -154.66 2 52.5 13.3 1 885-900 R.EDADVSVTQRTAFQIR.Q

13 1 814.3623 -84.24 2 29.4 15.2 1 1105-
1118

K.DLCKMYTTLTALVR.Y Wdown:Qdown 1.67
mdown:qdown 1.85
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Protein 110: PREDICTED: histone-lysine N-methyltransferase 2A isoform X2 [Homo sapiens]
Accession: gi|578822197 Score: 51.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 292.4
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.3
No. of unique Peptides: 2



Detailed Protein Report

190 / 2108



Detailed Protein Report

191 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

11 1 820.3475 -49.73 1 29.3 12.9 1 2443-
2448

K.HCRNYK.F

2967 2 753.3836 9.44 2 66.3 16.1 1 2476-
2488

R.KSAFDMFNFLASK.H
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Protein 111: mucin-19 precursor [Homo sapiens]
Accession: gi|533112494 Score: 50.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 804.8
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2638 1 937.4152 -21.95 2 61.7 11.6 2 1085-
1100

K.YNVKACNSSCRSLSER.D Carbamidomethyl: 10

1442 1 1061.4940 -55.50 2 47.8 12.0 1 6074-
6097

R.SSAGVTGTTGLSAKSGTSIPSAGK.T

2090 1 1131.3695 -118.05 2 56.3 11.2 1 8209-
8227

K.LVKFQSNDTCCEIGYCEPR.T Carbamidomethyl: 10
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Protein 112: sorting nexin-8 [Homo sapiens]
Accession: gi|23943858 Score: 50.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.5
Database Date: 2015-11-30 pI: 7.2
Modification(s): Oxidation Sequence Coverage [%]: 9.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1502 1 978.1127 119.49 2 48.6 18.2 1 109-123 R.RYNDFVVFQEMLLHK.F Oxidation: 11
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Protein 113: PREDICTED: nesprin-2 isoform X6 [Homo sapiens]
Accession: gi|530403362 Score: 50.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 795.8
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 0.7
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

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

1518 1 882.6077 144.13 2 48.8 11.3 2 3618-
3632

K.SEQFEELQSILKKGK.L
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Protein 114: dynein heavy chain 6, axonemal [Homo sapiens]
Accession: gi|194353966 Score: 50.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 475.7
Database Date: 2015-11-30 pI: 5.6

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

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

2264 1 1011.7667 170.21 1 56.8 10.2 1 2148-
2157

R.KNILGAPGNK.R

2924 1 1015.5128 -43.32 2 65.3 18.0 2 2905-
2922

K.LRAAQAELDITMATLREK.Q
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Protein 115: PREDICTED: obscurin isoform X31 [Homo sapiens]
Accession: gi|578802370 Score: 50.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 877.0
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.7

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

1941 1 643.2925 -112.28 2 54.4 13.1 2 338-347 K.RLQDLEVREK.E

2890 1 922.9785 45.19 2 65.3 10.6 2 1021-
1037

K.KLSSSSKVCMEATGCTR.R Carbamidomethyl: 15

2923 1 951.4595 12.61 2 65.7 13.9 2 1021-
1037

K.KLSSSSKVCMEATGCTR.R Carbamidomethyl: 9, 15

1563 1 927.4401 -8.97 3 48.2 13.0 1 5415-
5440

R.EDSGQYAAYISNAMGAAYSSARLLVR.G Oxidation: 14
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Protein 116: sacsin isoform 2 [Homo sapiens]
Accession: gi|491227401 Score: 50.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 504.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2078 1 1029.6855 128.38 2 56.1 10.5 0 1714-
1730

K.WTVKPHIGEVFCYLPLR.I

71 1 845.3572 -104.63 2 30.3 12.1 1 1872-
1887

K.TGSKNLCAVELPSSVK.L Carbamidomethyl: 7

2171 1 1022.8841 -140.49 2 57.3 14.3 2 2331-
2348

K.DTTVKYCHADIPREVAVK.L
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Protein 117: peroxisome biogenesis factor 1 isoform 3 [Homo sapiens]
Accession: gi|544186104 Score: 50.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.5
Database Date: 2015-11-30 pI: 5.7

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

1127 6 1207.8838 99.74 1 42.8 28.3 2 233-242 K.IPRSLKLQPR.E
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Protein 118: peroxiredoxin-2 [Homo sapiens]
Accession: gi|32189392 Score: 50.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 5.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

766 1 606.3268 -23.04 2 38.4 50.1 0 140-150 R.QITVNDLPVGR.S
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Protein 119: myotubularin-related protein 5 [Homo sapiens]
Accession: gi|239735519 Score: 49.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.9
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.57 CV: 11.37 % No. of Peptides: 2
Wdown:Qdown Median: 0.76 CV: 104.20 % No. of 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 Ratios

280 1 591.8074 33.08 2 32.6 12.3 1 242-251 R.SYQRLADACR.G Wdown:Qdown 0.25
mdown:qdown 0.64

1064 3 751.8788 61.27 2 42.0 11.0 1 1116-
1128

R.MTMSSLVERACCR.D Oxidation: 3 Wdown:Qdown 0.87

348 1 800.7371 -149.37 2 33.7 13.1 1 1116- R.MTMSSLVERACCR.D Carbamidomethyl: 11, 12 mdown:qdown 0.51
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1128 Wdown:Qdown 2.02
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Protein 120: spectrin beta chain, non-erythrocytic 1 isoform 2 [Homo sapiens]
Accession: gi|112382252 Score: 49.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 251.2
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.9
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 0.88 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 3.94 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

214 / 2108



Detailed Protein Report

215 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

418 6 607.8310 -55.05 2 34.3 14.1 2 820-829 K.EVAELTRLRK.Q

601 2 548.1743 -250.21 2 36.1 12.2 0 1087-
1095

K.LLTQHENIK.N mdown:qdown 0.88
Wdown:Qdown 3.94
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Protein 121: aldehyde oxidase [Homo sapiens]
Accession: gi|71773480 Score: 49.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.8
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2110 1 938.3880 -65.37 2 55.0 10.6 1 151-166 R.CTGYRPIIDACKTFCK.T Carbamidomethyl: 11
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Protein 122: zinc finger protein 540 isoform a [Homo sapiens]
Accession: gi|22749241 Score: 48.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.0
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 7.4
No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|288557351 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 540 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2641 1 701.3872 28.83 2 61.3 12.6 1 70-82 R.DVTGRQCPGLLSR.H

765 1 541.3095 42.61 3 38.4 11.9 1 303-315 K.ECGKVFQLIFYFK.E

848 2 946.4705 3.74 2 39.4 11.1 2 331-347 K.ECGKAFSVCGQLTRHQK.I
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Protein 123: PREDICTED: extracellular matrix protein FRAS1 isoform X2 [Homo sapiens]
Accession: gi|578809381 Score: 48.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 438.5
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl 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

2609 1 1176.3241 -122.97 2 60.9 16.9 1 605-627 R.CKACHSSCLACMGPAPSHCTGCK.K Carbamidomethyl: 1

30 1 1096.9812 -111.34 2 29.6 16.6 2 2080-
2098

R.LQMMKHGNLEQISIKGPIR.S
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Protein 124: PREDICTED: collagen alpha-1(XIV) chain isoform X1 [Homo sapiens]
Accession: gi|530389313 Score: 48.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.8
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 2.7
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 0.60 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.46 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

1886 10 673.2683 -119.28 2 53.6 15.8 0 208-218 R.IEWHLNAFSTK.D

64 1 809.3817 -76.89 2 30.0 10.1 1 740-754 R.NLVVGDETTSSLRVK.W mdown:qdown 0.60
Wdown:Qdown 0.46

2197 1 585.1748 -243.43 2 57.7 10.6 0 826-836 K.TLPSSGPQNLR.V
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Protein 125: PREDICTED: A-kinase anchor protein 9 isoform X3 [Homo sapiens]
Accession: gi|578813854 Score: 48.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 447.3
Database Date: 2015-11-30 pI: 4.8
Modification(s): Oxidation Sequence Coverage [%]: 0.8

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

27 4 768.2815 -117.99 2 29.6 16.0 2 758-769 K.QMKEKENDLQEK.F Oxidation: 2

49 1 819.8727 -87.95 2 29.3 12.5 1 3738-
3751

R.WHRVTGSVSININR.D
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Protein 126: phospholipase B1, membrane-associated isoform 2 precursor [Homo sapiens]
Accession: gi|283436114 Score: 48.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl 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

428 3 587.8118 72.68 2 34.7 11.5 0 43-52 K.NSPFPCNPNK.L Carbamidomethyl: 6

413 1 587.7939 24.16 2 34.5 11.6 1 375-384 R.EGAEIRCPDK.D Carbamidomethyl: 7

2292 1 816.2731 -168.26 2 58.9 11.1 0 472-487 K.ETSPNAFLNQAVAGGR.A
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Protein 127: eukaryotic translation initiation factor 4 gamma 3 isoform 1 [Homo sapiens]
Accession: gi|311771714 Score: 48.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.4
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2704 1 847.8687 -44.85 2 65.0 19.4 0 712-726 K.APTCPPLVMSHPPMK.S Carbamidomethyl: 4; 
Oxidation: 9, 14

1921 1 781.2702 -157.47 2 52.7 13.1 0 857-870 K.VPMADKPGNTVNFR.K Oxidation: 3

2882 1 938.5029 13.03 2 64.8 15.4 1 940-955 K.MLTEAIMHDCVVKLLK.N Oxidation: 1, 7
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Protein 128: transcription factor HIVEP3 isoform b [Homo sapiens]
Accession: gi|189181750 Score: 47.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 259.2
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.97 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

229 / 2108



Detailed Protein Report

230 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2516 1 941.4560 -33.22 2 61.9 13.2 2 635-651 K.GLKTKGVIYECNICGAR.Y Carbamidomethyl: 11

22 1 657.3901 133.33 2 28.9 15.8 1 1752-
1762

R.GKYVCEECGIR.C Carbamidomethyl: 5 mdown:qdown 0.97
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Protein 129: PREDICTED: uncharacterized protein LOC101929845 [Homo sapiens]
Accession: gi|578845877 Score: 47.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.2
Database Date: 2015-11-30 pI: 12.2
Modification(s): Carbamidomethyl 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

2221 1 1032.3950 -68.06 2 56.4 11.4 2 1-18 -.MEESAEQAPRCDETRVGR.R

48 1 1220.0219 -37.76 2 30.0 11.4 2 33-56 R.AGTAVRRDAASQSCCPTCTGVATR.R Carbamidomethyl: 14
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Protein 130: mis18-binding protein 1 [Homo sapiens]
Accession: gi|42415492 Score: 47.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 3

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

1865 1 1057.5367 -22.09 2 52.0 12.7 0 182-201 R.ASVQGVPLESSNNDIFLPVK.Q

2837 1 868.9237 11.97 2 64.0 11.5 1 325-341 K.TVPGETGLPGSMKDTCK.I Oxidation: 12

2772 1 733.8764 59.69 2 63.7 13.0 0 695-707 K.SMGTLENTFEGHK.S Oxidation: 2



Detailed Protein Report

233 / 2108

Protein 131: OTU domain-containing protein 7B [Homo sapiens]
Accession: gi|118026942 Score: 47.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.5
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 6.2

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578801304 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  OTU  domain-containing  protein  7B  isoform  X5  [Homo  
sapiens]

gi|578801302 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  OTU  domain-containing  protein  7B  isoform  X4  [Homo  
sapiens]

gi|578801300 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  OTU  domain-containing  protein  7B  isoform  X3  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2718 1 1175.5515 -33.60 2 62.4 11.6 0 348-368 R.SPLVLAYDQAHFSALVSMEQK.E Oxidation: 18

2130 1 1052.4295 -112.31 2 56.8 17.0 1 529-551 K.GSKPGGVGTGLGGSSGTETLEKK.K

917 1 491.6624 -132.38 2 40.3 18.8 0 631-638 R.YLSDAEER.F
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Protein 132: MAP/microtubule affinity-regulating kinase 4 isoform 2 [Homo sapiens]
Accession: gi|33636756 Score: 47.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.3
Database Date: 2015-11-30 pI: 10.5

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

Quantitation
mdown:qdown 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

1367 1 388.0811 -379.40 2 45.6 16.7 1 106-111 R.EVRIMK.G mdown:qdown 0.40
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Protein 133: PREDICTED: dmX-like protein 2 isoform X3 [Homo sapiens]
Accession: gi|530405585 Score: 47.4
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 [%]: 1.7

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

951 1 677.3400 9.12 3 40.4 17.0 0 598-615 R.SHSTHMNILAPTVMMISK.H Oxidation: 14, 15

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 134: collagen alpha-2(XI) chain isoform 2 preproprotein [Homo sapiens]
Accession: gi|111118972 Score: 47.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 162.1
Database Date: 2015-11-30 pI: 8.8

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

2871 3 645.8309 -41.94 2 64.6 23.7 1 158-169 K.GQSVTLIVDCKK.R

2503 1 862.3584 -77.51 2 61.7 12.3 1 689-706 K.GRTGPTGDPGPPGLMGEK.G
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Protein 135: PREDICTED: nesprin-1 isoform X17 [Homo sapiens]
Accession: gi|578812600 Score: 47.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 1006.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 0.6

No. of unique Peptides: 4
Quantitation
mdown:qdown 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

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

543 1 567.1646 -233.64 2 36.1 11.3 0 5483-
5492

K.LMELDAAVQK.F Oxidation: 2 mdown:qdown 1.08

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

K.EVEKIEQNGLALIQNK.K
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Protein 136: PREDICTED: LOW QUALITY PROTEIN: hemicentin-2 [Homo sapiens]
Accession: gi|578818143 Score: 47.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 546.0
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 2



Detailed Protein Report

243 / 2108



Detailed Protein Report

244 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2115 1 840.8591 -53.51 2 56.6 14.6 0 161-175 K.QSQVVFVLTGDCGDR.T Carbamidomethyl: 12

61 1 623.8088 95.46 5 29.5 12.6 2 866-895 R.NVFGKVQAEARLIVTGHAPPQIASSAPTVR.V
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Protein 137: keratin, type II cuticular Hb4 [Homo sapiens]
Accession: gi|15431316 Score: 47.1
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
mdown:qdown 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

553 1 607.3109 -5.53 2 35.5 13.1 0 54-64 R.SVITFGSYSPR.I

603 2 652.6252 -207.98 2 36.9 13.1 0 79-91 R.FGAGCGMGFGDGR.G Carbamidomethyl: 5; 
Oxidation: 7

mdown:qdown 1.41
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Protein 138: PREDICTED: PR domain zinc finger protein 16 isoform X3 [Homo sapiens]
Accession: gi|530360370 Score: 47.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.7
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

1511 1 1005.9710 -61.06 2 47.6 21.5 2 104-122 K.MEAGERLGPCVVVPRAAAK.E Carbamidomethyl: 10

2972 1 646.8226 -64.07 2 66.4 11.8 0 935-946 R.SPPPTLSDPILR.K
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Protein 139: myosin-9 [Homo sapiens]
Accession: gi|12667788 Score: 47.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 226.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 3
Quantitation
Wdown:Qdown Median: 0.74 CV: 125.52 % 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

573 1 472.1766 -189.39 2 36.0 12.4 0 31-38 K.LVWVPSDK.S Wdown:Qdown 0.28

1950 1 856.8003 -136.41 2 54.5 12.5 1 910-923 K.KQELEEICHDLEAR.V

502 2 567.1670 -259.21 2 35.6 22.1 2 1604- K.QRSMAVAARK.K Oxidation: 4 Wdown:Qdown 1.96
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1613
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Protein 140: PREDICTED: chromodomain-helicase-DNA-binding protein 7 isoform X4 [Homo 
sapiens]

Accession: gi|578815680 Score: 47.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 214.1
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2753 2 937.4586 -76.18 2 63.4 14.1 2 343-360 K.ASLKLGLDKAVLQSMSGR.E

1713 1 806.6994 -162.85 2 51.4 15.5 0 750-765 R.GTDMLADGGDGGEFDR.E

2811 1 995.0043 51.30 2 63.6 17.4 0 995-1010 K.LCQPSLDLPEWWECGR.H Carbamidomethyl: 14
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Protein 141: PREDICTED: rho guanine nucleotide exchange factor 5-like, partial [Homo sapiens]
Accession: gi|578844357 Score: 46.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2416 1 447.0974 -266.42 2 60.5 12.0 1 525-532 R.RETSCAAR.A

1626 1 1058.4994 -29.00 2 49.0 12.0 2 933-951 K.DEAGVSEHPEAPAREPLRR.T
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Protein 142: numb-like protein [Homo sapiens]
Accession: gi|10863899 Score: 46.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.9
Database Date: 2015-11-30 pI: 10.1

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

Quantitation
mdown:qdown Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2693 1 1023.5273 37.29 2 64.9 10.3 2 203-221 R.EKECGVTAAFDASRTSFAR.E

2525 1 834.4332 -13.93 2 62.0 11.3 2 227-242 R.LSGGGRPAEREAPDKK.K

2024 2 788.7867 -185.87 2 53.8 13.7 2 308-321 R.GFPALSQKNSPFKR.Q mdown:qdown 1.04
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Protein 143: PREDICTED: zinc finger protein 708 isoform X1 [Homo sapiens]
Accession: gi|578833563 Score: 46.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.3
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 2.04 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

328 4 605.6684 -199.06 2 32.8 13.8 2 102-111 K.NPFKCKECGK.S Carbamidomethyl: 8 Wdown:Qdown 1.15
mdown:qdown 2.04

1130 6 586.6095 -252.07 2 43.8 19.3 1 330-339 K.CEECGKAFTK.S Carbamidomethyl: 4
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Protein 144: rap guanine nucleotide exchange factor 3 isoform b [Homo sapiens]
Accession: gi|20070215 Score: 46.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.3
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.50 CV: 6.46 % No. of Peptides: 2

Alias proteins:
Accession Name Description
gi|148747862 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
rap guanine nucleotide exchange factor 3 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

870 1 711.3337 31.93 2 39.7 13.9 0 478-490 R.LENGCGNASPQMK.A Carbamidomethyl: 5; 
Oxidation: 12

mdown:qdown 0.47

997 3 555.1971 -145.78 2 41.0 15.0 2 800-808 K.MRMMARAAR.M Oxidation: 1 mdown:qdown 0.54
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Protein 145: transformation/transcription domain-associated protein isoform 2 [Homo sapiens]
Accession: gi|4507691 Score: 46.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 434.1
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 1.5

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

873 1 946.4119 -18.65 3 40.4 15.0 1 2003-
2029

R.IKDQQPDSDMDPNSSGEGVNSVSSSIK.R Oxidation: 10

2507 1 913.4337 -85.65 2 61.8 14.5 2 2373-
2387

R.EKSILLVKMMTYIEK.R
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Protein 146: alpha-1-acid glycoprotein 2 precursor [Homo sapiens]
Accession: gi|4505529 Score: 46.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.6
Database Date: 2015-11-30 pI: 4.9

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

1023 3 617.8379 -30.01 2 41.5 46.2 0 114-123 R.EHVAHLLFLR.D
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Protein 147: uncharacterized protein C4orf21 [Homo sapiens]
Accession: gi|254826809 Score: 46.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 236.5
Database Date: 2015-11-30 pI: 5.8

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

Quantitation
mdown:qdown Median: 1.15 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

2940 2 973.5071 -8.25 2 65.5 10.8 1 167-183 K.KDVNNILADPENIVTYK.N mdown:qdown 1.15

2930 7 698.3835 -51.56 2 65.8 21.0 1 282-294 K.QPQGSLKIATKPK.Y
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Protein 148: serine/threonine-protein kinase Nek1 isoform 5 [Homo sapiens]
Accession: gi|313661434 Score: 45.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.0
Database Date: 2015-11-30 pI: 5.4

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

894 1 946.4617 -25.43 3 40.0 16.1 1 411-440 R.NVLSAGGSGEVKAPFLGSGGTIAPSSFSSR.G
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Protein 149: neutrophil defensin 1 preproprotein [Homo sapiens]
Accession: gi|4758146 Score: 45.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.2
Database Date: 2015-11-30 pI: 7.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.6

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.15 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

108 2 493.6493 -220.14 2 30.7 45.9 0 70-78 R.IPACIAGER.R Carbamidomethyl: 4 mdown:qdown 1.15
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Protein 150: PREDICTED: chromodomain-helicase-DNA-binding protein 4 isoform X6 [Homo 
sapiens]

Accession: gi|578822562 Score: 45.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 216.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2537 2 649.8872 -125.27 3 60.0 13.8 0 1005-
1021

K.CCNHPYLFPVAAMEAPK.M Carbamidomethyl: 2

2522 2 649.8743 -145.17 3 59.8 13.9 0 1005-
1021

K.CCNHPYLFPVAAMEAPK.M Carbamidomethyl: 1
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Protein 151: PREDICTED: transmembrane channel-like protein 8 isoform X4 [Homo sapiens]
Accession: gi|578830481 Score: 45.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.7
Database Date: 2015-11-30 pI: 10.7

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

704 1 457.7465 -33.68 2 37.6 18.2 1 79-86 R.EAAQRLAR.G
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Protein 152: dynein heavy chain 10, axonemal [Homo sapiens]
Accession: gi|198442844 Score: 45.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 514.5
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.0
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 0.91 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.20 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1629 1 711.6687 -76.59 3 49.1 10.5 1 779-797 K.NADDISSRLTLIEAINLFK.Y

115 1 679.8485 -38.99 2 30.8 24.0 0 2662-
2673

R.VFNGLVLTNPER.F Wdown:Qdown 1.20
mdown:qdown 0.91
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Protein 153: PREDICTED: pyridine nucleotide-disulfide oxidoreductase domain-containing protein 
2 isoform X1 [Homo sapiens]

Accession: gi|578819959 Score: 45.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.0
Database Date: 2015-11-30 pI: 6.3

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

2627 1 869.6010 138.74 2 61.1 14.0 0 67-83 R.HVIGGAAVTEEIIPGFK.F

2482 1 836.1552 175.38 2 59.3 13.8 2 196-210 R.MRSLSTLKPLLKAGR.I
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Protein 154: astrotactin-1 isoform 2 precursor [Homo sapiens]
Accession: gi|46488921 Score: 45.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.0
Database Date: 2015-11-30 pI: 4.9

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

2260 1 1061.4977 -63.82 3 58.5 11.2 2 185-214 R.RVPQPQKSASAEAANEIHYIPSVLIGGHGR.E
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Protein 155: PREDICTED: armadillo repeat-containing protein 3 isoform X3 [Homo sapiens]
Accession: gi|530392014 Score: 45.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.5
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2698 1 709.8343 -97.82 2 64.9 17.6 1 2-14 M.IFGILASNNDVKK.L
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Protein 156: zinc finger protein 646 [Homo sapiens]
Accession: gi|215820619 Score: 45.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 200.7
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 1.04 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.80 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530409437 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 646 isoform X2 [Homo sapiens]

gi|530409435 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 646 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

2876 1 899.9560 111.44 2 64.7 16.6 0 1-15 -.MEDTPPSLSCSDCQR.H Carbamidomethyl: 10, 13; 
Oxidation: 1

2169 1 701.2467 -130.95 3 57.3 10.5 1 308-324 R.ELLEHQQSHEGERQEPR.W

1307 1 1023.7335 252.51 1 46.0 17.9 0 1557-
1564

R.HYCLLCSK.E Carbamidomethyl: 3 mdown:qdown 1.04
Wdown:Qdown 0.80
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Protein 157: DNA-dependent protein kinase catalytic subunit isoform 2 [Homo sapiens]
Accession: gi|126032350 Score: 45.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 465.2
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 1.23 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

1341 1 473.1526 -298.22 2 45.3 12.1 0 1643-
1651

K.MAVLALLAK.I Oxidation: 1

698 1 512.2692 -22.73 2 37.6 10.8 0 2434-
2441

K.VCLDIIYK.M Carbamidomethyl: 2 mdown:qdown 1.23

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

K.ECSPWMSDFKVEFLR.N
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Protein 158: PREDICTED: cyclin-dependent kinase 7 isoform X1 [Homo sapiens]
Accession: gi|530379082 Score: 44.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 11.4
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
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Protein 159: PREDICTED: ankyrin repeat domain-containing protein 26 isoform X7 [Homo sapiens]
Accession: gi|578818368 Score: 44.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.0
Database Date: 2015-11-30 pI: 5.3

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

1740 1 555.2376 -81.69 2 51.7 17.4 1 1165-
1173

R.RNADTLYEK.I
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Protein 160: PREDICTED: dolichyl-phosphate beta-glucosyltransferase isoform X1 [Homo sapiens]
Accession: gi|530402309 Score: 44.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.8
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 16.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2024 1 687.3070 -64.03 2 55.4 10.8 0 54-65 K.ETLPSIWDSPTK.Q

153 1 635.8187 75.84 2 31.1 11.0 0 149-159 R.MNQMAIACGSR.A Carbamidomethyl: 8; 
Oxidation: 1, 4
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Protein 161: PREDICTED: arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing 
protein 3 isoform X7 [Homo sapiens]

Accession: gi|578810904 Score: 44.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.1
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

164 1 715.8153 8.42 2 31.4 24.0 0 170-181 R.DMWCSTLQSCLK.E Oxidation: 2
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Protein 162: protein FAM194B [Homo sapiens]
Accession: gi|210147567 Score: 44.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.6
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2001 1 876.8626 -126.17 2 53.7 10.2 2 462-476 K.EWIQKKTVVHQGDGK.L
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Protein 163: ATP-binding cassette sub-family A member 13 [Homo sapiens]
Accession: gi|31657092 Score: 44.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 575.8
Database Date: 2015-11-30 pI: 6.0

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

2092 1 1030.3822 -211.70 1 56.3 15.0 1 3972-
3981

K.QTRALSGGLK.R
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Protein 164: GDNF family receptor alpha-like precursor [Homo sapiens]
Accession: gi|148231468 Score: 44.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.5
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.1

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2904 2 937.4573 -13.81 2 65.5 12.0 0 209-225 K.TCAVNMVPPPTCLSVIR.S Carbamidomethyl: 2; 
Oxidation: 6

2943 1 937.4648 -5.86 2 66.0 16.3 0 209-225 K.TCAVNMVPPPTCLSVIR.S Carbamidomethyl: 12; 
Oxidation: 6

2830 1 648.3562 69.68 2 63.9 15.9 0 295-305 R.TITQSEESLCK.I Carbamidomethyl: 10
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Protein 165: PREDICTED: autoimmune regulator isoform X1 [Homo sapiens]
Accession: gi|530419216 Score: 44.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.5
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 14.9

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1699 1 1011.4214 -66.62 3 51.2 12.9 1 18-45 R.NRVFFPIGMAPGGVCWRPDGWGTGGQGR.I Carbamidomethyl: 15

1351 1 669.2815 20.48 2 45.7 14.6 0 107-119 R.DGGELICCDGCPR.A

2864 1 651.8581 112.84 2 64.5 16.6 0 249-259 R.CTHCAAAFHWR.C
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Protein 166: PREDICTED: androglobin isoform X1 [Homo sapiens]
Accession: gi|578812976 Score: 44.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.6
Database Date: 2015-11-30 pI: 9.1

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

2723 1 921.1582 -5.50 3 65.3 17.8 1 138-160 R.WIISEIYAVWKIFNGGILSNYFK.G

2707 2 933.4993 -17.55 2 65.1 26.2 2 913-927 K.IQAMWRGTYVRLLMK.A



Detailed Protein Report

290 / 2108

Protein 167: putative ribosomal RNA methyltransferase NOP2 isoform 4 [Homo sapiens]
Accession: gi|385198063 Score: 43.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.6
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 6.2
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2658 1 625.2870 -81.65 2 61.5 11.2 1 442-452 R.QFPKVVGGFDR.V

2674 1 933.1060 151.43 2 64.6 13.8 0 583-599 K.FSNSIPQSQTDGVLLCR.S
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Protein 168: FERM, RhoGEF and pleckstrin domain-containing protein 2 isoform b [Homo sapiens]
Accession: gi|545478372 Score: 43.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.2
Database Date: 2015-11-30 pI: 9.6

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

22 1 1001.9616 -70.42 2 29.6 16.6 2 601-618 R.LALWEGPSKAHTKGSHQR.I
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Protein 169: PREDICTED: intraflagellar transport protein 88 homolog isoform X7 [Homo sapiens]
Accession: gi|530402705 Score: 43.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.8
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

1492 1 450.0889 -279.87 2 48.4 13.5 0 43-50 K.NCLGPHMK.F
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Protein 170: PREDICTED: coiled-coil domain-containing protein 91 isoform X6 [Homo sapiens]
Accession: gi|578822930 Score: 43.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1931 4 1022.8987 -73.55 2 54.2 16.6 0 1-16 -.MWVQQHRPENTFGDQR.E Oxidation: 1

1996 1 665.3129 -29.71 2 55.1 11.2 2 203-212 K.HKQELEDMRK.A Oxidation: 8



Detailed Protein Report

294 / 2108

Protein 171: complement C4-A isoform 2 preproprotein [Homo sapiens]
Accession: gi|356582273 Score: 43.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.6
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1978 2 656.8089 -24.39 2 54.8 11.3 1 60-71 R.NPSRNNVPCSPK.V

946 1 872.2583 -156.84 2 40.6 12.5 0 730-743 R.EPFLSCCQFAESLR.K Carbamidomethyl: 6, 7
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Protein 172: PREDICTED: protein PRR14L isoform X4 [Homo sapiens]
Accession: gi|578837142 Score: 43.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 219.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.17 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1682 1 917.4150 -55.34 2 49.6 13.4 2 245-260 R.SERGGPFLFNAREPEK.E Wdown:Qdown 0.07
mdown:qdown 0.17

140 1 793.8794 36.37 2 31.0 13.1 0 632-646 K.NVSQENMCSASAAFK.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

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

R.KDTESCTSPCLLGAPR.K Carbamidomethyl: 10
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Protein 173: RB1-inducible coiled-coil protein 1 isoform 2 [Homo sapiens]
Accession: gi|134304846 Score: 43.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 182.7
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.9
No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578815756 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  RB1-inducible  coiled-coil  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

2032 1 687.8227 -80.45 2 55.5 10.2 1 388-399 K.ELAQGFLANQKR.A

1335 1 497.7323 -72.04 2 46.4 14.6 1 508-514 K.MFIKHYR.E
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1272 1 673.3365 -36.20 2 45.6 18.3 1 1228-
1238

R.EQLIQKLNCEK.D
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Protein 174: PREDICTED: leucine-rich repeat-containing protein 16C isoform X1 [Homo sapiens]
Accession: gi|530423607 Score: 43.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.1
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 2
Quantitation
mdown:qdown 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

2608 1 698.3486 -78.93 2 61.3 15.4 2 425-437 R.ARTLRHLGLAGCK.L mdown:qdown 1.82

2909 1 682.3620 -10.00 3 65.1 17.7 2 1177-
1196

R.VQVMLQRIGVSRGSGGAEGK.
R

Oxidation: 4
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Protein 175: PREDICTED: amphiphysin isoform X1 [Homo sapiens]
Accession: gi|578813410 Score: 43.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.8
Database Date: 2015-11-30 pI: 4.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2902 1 836.7384 18.81 3 65.4 13.6 2 93-112 R.EDVKMVGEKCDVLWEDFHQK.L Carbamidomethyl: 10; 
Oxidation: 5

1311 1 1115.7434 90.99 1 46.1 17.0 1 751-760 R.DKNQAVLSIK.L
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Protein 176: PREDICTED: protein unc-13 homolog B isoform X1 [Homo sapiens]
Accession: gi|578816361 Score: 43.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.9
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.7

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2611 1 709.8596 -31.02 2 63.3 11.5 0 917-930 K.LLGCEAGLDILSSK.E

2064 1 753.2991 -61.50 2 55.9 14.2 0 1327-
1338

K.CQDLLNADCLQR.A Carbamidomethyl: 1, 9

2797 1 937.4532 -3.05 2 64.1 17.3 1 1934-
1948

K.LECPDPSILAHYMRR.F Carbamidomethyl: 3; 
Oxidation: 13
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Protein 177: PREDICTED: AP-3 complex subunit beta-2 isoform X2 [Homo sapiens]
Accession: gi|578827454 Score: 43.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 2

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

2503 2 974.2875 -301.77 1 59.6 11.1 1 17-25 R.IVAMIARGK.N Oxidation: 4

619 1 677.3962 18.75 2 36.6 11.7 1 77-88 K.DPNQLIRASALR.V
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Protein 178: PREDICTED: muskelin isoform X4 [Homo sapiens]
Accession: gi|578814266 Score: 43.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.3
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 6.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1158 1 477.6545 -288.11 2 44.1 17.4 0 15-22 R.LLPYALHK.W

2818 1 989.4652 -27.99 2 64.4 13.5 2 597-614 K.VHYLFGGNPGKSCSPKMR.L
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Protein 179: zinc finger protein 605 isoform 1 [Homo sapiens]
Accession: gi|34222391 Score: 43.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.3
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.0

No. of unique Peptides: 4
Quantitation
mdown:qdown Median: 0.80 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.64 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2421 1 863.4315 78.18 2 58.6 10.2 0 442-456 R.THTGEKPYECSECGK.A Carbamidomethyl: 13

1971 1 1079.8531 -128.17 2 53.3 10.5 1 523-540 R.HQRIHTGEKPYECSECGK.A Carbamidomethyl: 16

1972 1 665.2897 -23.77 2 54.8 11.9 2 591-601 K.CGECGKSFTRK.S Carbamidomethyl: 1, 4 Wdown:Qdown 1.64
mdown:qdown 0.80

1767 1 856.7921 -80.88 2 52.1 10.3 1 616-629 K.YYGCNECGTTFNRK.S Carbamidomethyl: 4
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Protein 180: PREDICTED: testis-specific gene 10 protein isoform X9 [Homo sapiens]
Accession: gi|578804973 Score: 42.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.2
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.21 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.07 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1178 1 760.8598 -40.38 2 43.4 12.7 1 218-231 R.GANCDVELLKTTTR.D Wdown:Qdown 1.07
mdown:qdown 1.21
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Protein 181: PREDICTED: N-alpha-acetyltransferase 15, NatA auxiliary subunit isoform X1 [Homo 
sapiens]

Accession: gi|530378196 Score: 42.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.1
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

2297 1 863.8705 -61.74 2 57.2 20.5 1 316-330 R.MNFSKGCPPVFNTLR.S Oxidation: 1
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Protein 182: probable ATP-dependent RNA helicase DDX58 [Homo sapiens]
Accession: gi|27881482 Score: 42.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.5
Database Date: 2015-11-30 pI: 6.0
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

1833 1 599.7809 -18.91 2 52.9 13.8 1 751-759 K.EQINMYKEK.M Oxidation: 5
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Protein 183: PREDICTED: uncharacterized protein LOC102724905 [Homo sapiens]
Accession: gi|578835678 Score: 42.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 16.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2384 1 1045.1618 131.45 2 60.1 16.4 2 2-19 M.KCSTSNCIISIKDYTSIR.I Carbamidomethyl: 7

1810 1 641.7727 -58.27 2 52.6 13.4 0 3-13 K.CSTSNCIISIK.D Carbamidomethyl: 1, 6
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Protein 184: glutathione S-transferase P [Homo sapiens]
Accession: gi|4504183 Score: 42.5
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

1632 1 942.4899 12.06 2 49.1 42.5 0 56-71 K.FQDGDLTLYQSNTILR.H
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Protein 185: mitochondrial intermediate peptidase [Homo sapiens]
Accession: gi|156105687 Score: 42.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.6
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation 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

2189 1 993.8848 -92.03 2 56.0 11.7 1 632-647 R.YYSYLMSRAVASMVWK.E Oxidation: 6, 13

3000 4 703.3599 16.84 2 66.4 13.5 0 675-686 R.EPMLMVEGMLQK.C
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Protein 186: PREDICTED: microtubule-actin cross-linking factor 1 isoform X21 [Homo sapiens]
Accession: gi|578798822 Score: 42.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 853.1
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 0.5
No. of unique Peptides: 2

Quantitation
Wdown:Qdown Median: 1.17 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

324 1 755.2309 -145.08 2 33.4 13.7 1 998-1010 K.SMENEDKEETVAK.M Wdown:Qdown 1.17

1103 1 1355.1276 184.19 1 42.5 16.9 2 2167-
2178

K.LQVQVKKTLGIK.L
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Protein 187: PREDICTED: zinc finger protein 554 isoform X2 [Homo sapiens]
Accession: gi|578832959 Score: 42.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.7
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2623 1 812.4211 89.86 2 63.6 11.3 0 223-237 R.THTGEKPYGCGECGK.A Carbamidomethyl: 13

2493 4 741.8586 -20.96 2 61.6 20.5 0 266-277 K.SFCQSSYLILHK.R Carbamidomethyl: 3
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Protein 188: smoothelin isoform e [Homo sapiens]
Accession: gi|333360860 Score: 42.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.8
Database Date: 2015-11-30 pI: 9.9
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

2098 2 938.2855 -133.64 2 54.8 13.7 0 1-19 -.MGGMGTPGDLHAACPSTTR.R Oxidation: 1

1621 1 502.6927 -108.16 2 50.1 15.3 1 523-532 K.DGRGQASTGR.V
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Protein 189: TRIO and F-actin-binding protein isoform 1 [Homo sapiens]
Accession: gi|88501740 Score: 42.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.0
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 8.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2143 1 1051.3799 -114.76 2 55.3 12.5 1 276-294 K.WFEATDSRTPEVPAGEGPR.R

1759 1 920.8290 -90.65 2 52.0 12.2 1 547-564 R.GFIASQGMGNGCGRSNER.S
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Protein 190: ranBP2-like and GRIP domain-containing protein 4 [Homo sapiens]
Accession: gi|211059431 Score: 41.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.2
Database Date: 2015-11-30 pI: 5.9

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

2527 1 863.4144 10.20 2 62.0 14.8 0 1700-
1714

R.NQEQEESAANVEHLK.N
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Protein 191: testis-specific serine/threonine-protein kinase 2 [Homo sapiens]
Accession: gi|194294513 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 2.21 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

174 2 642.2924 -49.65 2 31.4 20.1 2 293-302 K.YRAECKLDTK.T Carbamidomethyl: 5 mdown:qdown 2.21
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Protein 192: PREDICTED: latrophilin-1 isoform X5 [Homo sapiens]
Accession: gi|578833089 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.9
Database Date: 2015-11-30 pI: 6.5
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

2050 1 900.3480 -63.50 3 55.8 14.3 1 96-120 R.CNNRTQCVVVAGSDAFPDPCPGTYK.Y Carbamidomethyl: 7
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Protein 193: xylosyltransferase 1 precursor [Homo sapiens]
Accession: gi|28269693 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.5
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 5.3

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.48 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

87 1 669.7442 115.37 3 29.8 12.8 2 68-91 R.
RDLPAEPAAARGGGGGGGGGGGGR.
G

1789 1 916.3008 -236.11 1 52.4 13.7 0 289-296 K.LGLLMPEK.V Oxidation: 5 Wdown:Qdown 1.47
mdown:qdown 0.48

2109 1 701.2880 -90.93 3 56.5 15.4 0 388-406 R.MATIWGGASLLSTYLQSMR.D Oxidation: 18
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Protein 194: PREDICTED: cleavage and polyadenylation specificity factor subunit 1 isoform X1 
[Homo sapiens]

Accession: gi|578815943 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.4
Database Date: 2015-11-30 pI: 5.9
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

2457 1 596.2158 -123.37 2 61.1 10.4 0 1404-
1412

R.YLYLSTMER.S Oxidation: 7
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Protein 195: talin-1 [Homo sapiens]
Accession: gi|223029410 Score: 41.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 269.6
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.35 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

509 2 501.1523 -279.76 2 35.2 14.2 1 58-66 K.KGIWLEAGK.A mdown:qdown 0.35
Wdown:Qdown 0.07

2760 1 698.3753 1.48 2 63.5 13.0 0 442-454 K.VEHGSVALPAIMR.S Oxidation: 12
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Protein 196: sarcoplasmic/endoplasmic reticulum calcium ATPase 2 isoform a [Homo sapiens]
Accession: gi|4502285 Score: 41.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.6
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1931 1 709.7683 -152.59 2 52.8 13.6 1 511-523 K.MFVKGAPEGVIDR.C

2121 1 701.2646 -134.99 3 56.7 14.0 2 511-528 K.MFVKGAPEGVIDRCTHIR.V Carbamidomethyl: 14; 
Oxidation: 1
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Protein 197: ATPase family AAA domain-containing protein 2 [Homo sapiens]
Accession: gi|24497618 Score: 41.6
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
Wdown:Qdown 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

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

2087 6 937.3467 -131.35 2 54.7 19.5 0 407-424 K.IGASLADVDPMQLDSSVR.F Wdown:Qdown 0.88
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Protein 198: endothelin-2 preproprotein [Homo sapiens]
Accession: gi|4503463 Score: 41.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.9
Database Date: 2015-11-30 pI: 12.1
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

2155 1 1051.4608 -0.17 2 55.5 16.2 2 95-112 R.RCQCSSARDPACATFCLR.R Carbamidomethyl: 12, 16
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Protein 199: Fanconi anemia group M protein [Homo sapiens]
Accession: gi|74959747 Score: 41.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.0
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.7
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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2013 1 687.7835 -136.48 2 55.3 11.0 2 1356-
1367

K.EILKTPDSSKEK.V
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Protein 200: 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 201: PREDICTED: ATPase family AAA domain-containing protein 2B isoform X1 [Homo 
sapiens]

Accession: gi|578802946 Score: 41.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.4
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.92 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 4.19 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

987 1 574.1653 -221.32 2 40.8 18.3 1 1088-
1096

K.LCEEIKEAR.I Carbamidomethyl: 2 mdown:qdown 0.92
Wdown:Qdown 4.19
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Protein 202: PREDICTED: thyroglobulin isoform X10 [Homo sapiens]
Accession: gi|578816124 Score: 41.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 302.4
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.75 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.79 CV: 118.24 % 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

865 1 623.9049 -34.22 3 40.3 10.8 0 228-243 R.FPEVSGYCHCADSQGR.E Carbamidomethyl: 8, 10 Wdown:Qdown 2.01
mdown:qdown 0.75

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

R.GSGKAFCVDGEGRR.L Wdown:Qdown 0.31



Detailed Protein Report

339 / 2108

Protein 203: structural maintenance of chromosomes protein 4 isoform 2 [Homo sapiens]
Accession: gi|570700827 Score: 41.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.4
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

452 5 862.8266 -126.10 2 34.3 30.1 2 457-471 R.EKELMGFSKSVNEAR.S
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Protein 204: small proline-rich protein 2E [Homo sapiens]
Accession: gi|83582817 Score: 41.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 7.8
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 18.1

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.02 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.76 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

85 3 753.3519 -18.26 2 30.5 41.0 0 10-22 K.QPCQPPPVCPTPK.C Carbamidomethyl: 3, 9 Wdown:Qdown 1.76
mdown:qdown 1.02
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Protein 205: prosaposin isoform a preproprotein [Homo sapiens]
Accession: gi|11386147 Score: 40.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.1
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2867 11 869.4159 28.09 2 64.6 19.3 0 93-107 K.TCDWLPKPNMSASCK.E Carbamidomethyl: 2

1784 4 840.7706 -131.02 2 52.3 21.6 0 93-107 K.TCDWLPKPNMSASCK.E
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Protein 206: PREDICTED: hormone-sensitive lipase isoform X1 [Homo sapiens]
Accession: gi|530416587 Score: 40.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.8
Database Date: 2015-11-30 pI: 6.2

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

2789 2 1023.0413 -12.46 2 63.3 21.9 2 375-392 R.SLVHTARCCLAHLLHKSR.Y

1528 1 977.3724 -87.41 2 48.9 18.9 1 708-725 K.HCALLGAKTEDHSNSDQK.A
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Protein 207: 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase epsilon-1 isoform 2 
[Homo sapiens]

Accession: gi|260166694 Score: 40.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 223.7
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.51 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2773 1 648.3579 4.41 2 63.1 11.0 0 689-699 K.MLFSGLLELTR.A Oxidation: 1

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

R.IKKADNSACNK.G Carbamidomethyl: 9 mdown:qdown 0.51
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Protein 208: cornifin-A [Homo sapiens]
Accession: gi|45827734 Score: 40.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.9
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.7

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.90 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.67 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|315360635 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
cornifin-A [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

243 2 838.3874 -15.29 2 31.8 40.7 0 23-36 K.QPCQPPPQEPCIPK.T Carbamidomethyl: 3, 11 Wdown:Qdown 2.67
mdown:qdown 0.90
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Protein 209: PREDICTED: cytosolic carboxypeptidase 2 isoform X4 [Homo sapiens]
Accession: gi|530395811 Score: 40.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.6
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

179 1 879.8295 -147.14 2 31.6 13.6 1 33-48 K.AQRGSLPNSATHQHVR.K

1977 1 746.3572 -41.97 2 54.8 11.3 1 546-558 R.VFPLMLCKNAPDK.F Oxidation: 5
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Protein 210: elongation factor 1-alpha 2 [Homo sapiens]
Accession: gi|4503475 Score: 40.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.4
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Quantitation
Wdown:Qdown 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

668 1 488.2507 -58.30 2 36.9 28.2 0 248-255 R.LPLQDVYK.I Wdown:Qdown 1.32



Detailed Protein Report

348 / 2108

Protein 211: PREDICTED: serine/threonine-protein kinase mTOR isoform X2 [Homo sapiens]
Accession: gi|530360520 Score: 40.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 263.7
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 1.2
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 1.03 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 14.16 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1142 1 586.6322 -235.21 2 43.9 12.9 0 1840-
1849

K.ETSFNQAYGR.D mdown:qdown 1.03

1911 1 704.7631 -82.23 2 52.4 11.2 1 1850-
1860

R.DLMEAQEWCRK.Y

559 1 472.6946 -192.04 2 35.8 16.4 2 2277-
2284

R.VRDKLTGR.D
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Protein 212: PREDICTED: bromodomain-containing protein 1 isoform X12 [Homo sapiens]
Accession: gi|578837129 Score: 40.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.4
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

832 1 902.3468 -117.98 2 39.2 13.7 1 303-319 R.ARPADCVLCPNKGGAFK.K Carbamidomethyl: 6

1578 2 873.9352 -97.55 2 48.2 14.4 2 567-580 R.HDLERARLLIELLR.K
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Protein 213: PREDICTED: matrix extracellular phosphoglycoprotein isoform X1 [Homo sapiens]
Accession: gi|578809281 Score: 39.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.1
Database Date: 2015-11-30 pI: 9.4
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

2687 1 920.7982 -142.16 2 64.8 16.9 1 46-60 K.HGHYVFKCVYMSPEK.K Oxidation: 11
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Protein 214: hemopexin precursor [Homo sapiens]
Accession: gi|11321561 Score: 39.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 6.6

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

Alias proteins:
Accession Name Description
gi|530395269 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: hemopexin isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2360 1 1073.7380 -84.18 3 59.8 17.0 0 290-317 R.DGWHSWPIAHQWPQGPSAVDAAFSWEEK.L

1592 2 919.4423 -5.15 2 48.6 22.8 0 387-402 K.SGAQATWTELPWPHEK.V
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Protein 215: centrosomal protein of 55 kDa [Homo sapiens]
Accession: gi|187608537 Score: 39.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 5.0
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 0.36 CV: 26.65 % No. of Peptides: 2
Wdown:Qdown Median: 0.51 CV: 0.00 % No. of 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 Ratios

1005 1 423.6388 -147.47 2 41.1 17.5 0 309-315 R.EENDIAR.G mdown:qdown 0.28
Wdown:Qdown 0.51

398 1 587.3194 -13.57 2 34.3 10.3 0 389-398 R.NQITQLESLK.Q mdown:qdown 0.46



Detailed Protein Report

355 / 2108

Protein 216: PREDICTED: histone-lysine N-methyltransferase setd3 isoform X3 [Homo sapiens]
Accession: gi|530404751 Score: 39.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.3
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

832 1 491.6524 -172.14 2 39.8 26.5 0 117-123 R.QYAYFYK.V mdown:qdown 0.54
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Protein 217: protein piccolo isoform 2 [Homo sapiens]
Accession: gi|150170670 Score: 39.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 537.6
Database Date: 2015-11-30 pI: 5.9

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

1917 1 902.8454 -85.60 2 54.0 12.9 0 3678-
3694

R.SMSDPKPLSPTADESSR.A
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Protein 218: sodium-driven chloride bicarbonate exchanger isoform 2 [Homo sapiens]
Accession: gi|155722998 Score: 39.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.6
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1
Quantitation
Wdown:Qdown Median: 0.41 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1399 1 783.2967 -72.60 2 47.2 11.8 0 1047-
1060

R.DDPSVINISDEMSK.T Oxidation: 12 Wdown:Qdown 0.41
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Protein 219: PREDICTED: polyamine-modulated factor 1-binding protein 1 isoform X2 [Homo 
sapiens]

Accession: gi|530424400 Score: 39.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.2
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.1

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.46 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.39 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

293 1 477.5768 -43.77 3 32.4 14.6 1 261-273 R.NKLACSNALVLER.E mdown:qdown 1.46
Wdown:Qdown 2.39

1797 1 638.2204 -122.59 3 51.0 12.7 1 434-449 K.QQCMATELEMTVKEAK.Q Carbamidomethyl: 3; 
Oxidation: 4
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Protein 220: PREDICTED: serine/arginine repetitive matrix protein 1 isoform X3 [Homo sapiens]
Accession: gi|530360787 Score: 39.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.7
Database Date: 2015-11-30 pI: 12.4
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2594 1 741.8530 -30.71 2 63.0 14.5 0 84-96 K.MMQINLTGFLNGK.N Oxidation: 1

1844 1 590.7772 1.91 2 53.1 11.4 1 537-546 K.ETSPRMQMGK.R Oxidation: 6
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Protein 221: A disintegrin and metalloproteinase with thrombospondin motifs 20 preproprotein 
[Homo sapiens]

Accession: gi|124430557 Score: 39.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 214.6
Database Date: 2015-11-30 pI: 7.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.57 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.97 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1189 1 599.1520 -198.95 2 44.5 12.7 1 1541-
1550

R.LNCSTSCERK.D Carbamidomethyl: 7 Wdown:Qdown 0.97
mdown:qdown 0.57
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Protein 222: PREDICTED: zinc finger protein DZIP1 isoform X5 [Homo sapiens]
Accession: gi|578825194 Score: 39.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.9
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1639 1 1023.6248 76.10 1 49.2 11.8 1 818-826 K.EQKEPPPAK.N mdown:qdown 1.04

2531 1 595.3252 88.36 2 62.1 10.6 0 886-894 K.SCQCFLYVI.- Carbamidomethyl: 2, 4
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Protein 223: RNA polymerase II transcription factor SIII subunit A2 [Homo sapiens]
Accession: gi|45439357 Score: 39.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

687 1 512.1344 -204.56 2 37.4 13.3 1 251-259 R.EKSCGACLR.E Carbamidomethyl: 4

436 1 734.3141 -70.58 3 34.5 10.6 2 422-440 R.ESWDSAKKLPPVQESQSER.L
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Protein 224: protein inscuteable homolog isoform d [Homo sapiens]
Accession: gi|507417931 Score: 39.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.2
Database Date: 2015-11-30 pI: 5.4

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

2332 1 952.9342 -79.33 2 57.6 13.0 1 2-19 M.MALPGGRHLDSVTLPGQR.L
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Protein 225: PREDICTED: splicing regulatory glutamine/lysine-rich protein 1 isoform X2 [Homo 
sapiens]

Accession: gi|530379166 Score: 39.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.4
Database Date: 2015-11-30 pI: 11.1

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

2747 1 807.3929 1.22 2 65.6 17.1 2 311-324 K.EKEHNKEPDSSVSK.E
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Protein 226: latent-transforming growth factor beta-binding protein 4 isoform b [Homo sapiens]
Accession: gi|110347412 Score: 39.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 169.3
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 2.5
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 0.11 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

398 1 646.4124 27.70 2 34.0 10.5 2 89-100 R.RPRGPGGRGLLR.R

1055 1 941.2810 -147.80 2 42.8 15.8 1 932-949 R.GPALCGSQRCENSPGSYR.C

373 1 457.1205 -287.06 2 34.0 13.0 1 1136-
1144

R.QGPVGSGRR.E mdown:qdown 0.11
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Protein 227: PREDICTED: neuroblastoma breakpoint family member 3 isoform X2 [Homo sapiens]
Accession: gi|578799908 Score: 39.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.0
Database Date: 2015-11-30 pI: 4.2
Modification(s): Oxidation Sequence Coverage [%]: 5.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578799910 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: neuroblastoma breakpoint family member 3 isoform X3 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1974 2 696.2762 -133.49 2 54.8 13.9 2 65-75 K.DLIKSMLRDER.L Oxidation: 6
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Protein 228: PREDICTED: focal adhesion kinase 1 isoform X12 [Homo sapiens]
Accession: gi|530389222 Score: 39.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.1
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.25 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2249 1 937.4207 -94.13 2 56.6 13.7 2 484-498 K.LPIKWMAPESINFRR.F Oxidation: 6

2062 1 720.2626 -173.22 2 54.3 10.7 0 922-935 K.QMLTAAHALAVDAK.N mdown:qdown 1.25
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Protein 229: PREDICTED: p21-activated protein kinase-interacting protein 1 isoform X2 [Homo 
sapiens]

Accession: gi|578811766 Score: 39.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.4
Database Date: 2015-11-30 pI: 10.1
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

2184 1 778.2730 -90.09 3 55.8 13.6 1 205-223 R.FFDCDSLVCLCEFKAHENR.V Carbamidomethyl: 11
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Protein 230: protein unc-13 homolog A [Homo sapiens]
Accession: gi|283837842 Score: 39.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.9
Database Date: 2015-11-30 pI: 5.1
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

2705 1 805.4372 84.57 2 65.1 14.8 1 460-473 R.MQLQEARGEGEMSK.S Oxidation: 1

2215 1 682.1038 136.60 3 57.9 10.1 1 1122-
1137

K.WLYNEYVTELPAFKDR.V
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Protein 231: latent-transforming growth factor beta-binding protein 4 isoform c precursor [Homo 
sapiens]

Accession: gi|110347437 Score: 39.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.6
Database Date: 2015-11-30 pI: 4.8
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

1901 1 900.3202 -98.12 2 52.4 10.3 1 45-61 R.CVHGPTGSRCTPTCAPR.N Carbamidomethyl: 10



Detailed Protein Report

374 / 2108

Protein 232: SURP and G-patch domain-containing protein 2 [Homo sapiens]
Accession: gi|224282117 Score: 39.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.1
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.4

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|224282119 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
SURP and G-patch domain-containing protein 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2696 1 835.4525 -15.26 2 62.1 11.4 1 213-228 R.GRALNIVDQEGSLLGK.G

1971 6 948.3560 -134.88 2 53.1 17.6 0 439-455 K.SVTPLLMACNAYELSVK.M Carbamidomethyl: 9
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Protein 233: PREDICTED: protein FAM186A isoform X1 [Homo sapiens]
Accession: gi|578823289 Score: 38.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 262.1
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 0.34 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

82 1 724.8160 -30.23 2 30.3 10.0 0 308-319 R.DLSNENEMLQQK.L Wdown:Qdown 0.34
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Protein 234: replication factor C subunit 1 isoform 1 [Homo sapiens]
Accession: gi|32528306 Score: 38.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.1
Database Date: 2015-11-30 pI: 9.9

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

991 1 530.7704 -72.90 2 41.2 10.7 2 42-50 K.EIKVNSSRK.E

6 1 776.7890 -162.05 2 28.8 17.4 1 776-789 R.VEQIKGAMMSIAFK.E
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Protein 235: zinc finger protein 275 [Homo sapiens]
Accession: gi|298231195 Score: 38.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.0
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2741 1 806.4367 70.79 2 65.5 13.9 0 286-300 R.IHSGAKPYGCPHCGK.L Carbamidomethyl: 13

803 1 820.2164 -287.56 1 39.4 12.4 1 304-310 R.RSSELTK.H



Detailed Protein Report

380 / 2108

Protein 236: zinc finger protein 841 [Homo sapiens]
Accession: gi|211057416 Score: 38.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2885 1 1129.0588 -29.01 2 64.8 11.2 1 179-197 K.HMENQLILRFQSGLGELQK.F Oxidation: 2

1460 1 1011.7530 -79.39 3 48.0 16.8 2 590-616 R.MHTGEKPYKCNVCGKVFIDSGNLSIHR.R
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Protein 237: G2/mitotic-specific cyclin-B3 isoform 3 [Homo sapiens]
Accession: gi|90669307 Score: 38.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.8
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.4
No. of unique Peptides: 3

Quantitation
mdown:qdown 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

1030 1 670.7981 -53.16 2 41.6 10.6 1 290-300 K.CTIYGKICHFR.K mdown:qdown 0.38

2723 1 639.3585 -37.42 2 62.4 12.0 2 348-358 K.KSLALQKTNFK.E

1809 2 1011.7628 -33.19 3 51.3 16.1 2 535-560 K.
KKCTTQEMMSICPELLDFQDMIGEDK.
N
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Protein 238: ankyrin-1 isoform 2 [Homo sapiens]
Accession: gi|70780355 Score: 38.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 188.9
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.4
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 1.76 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 3.16 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

1714 2 917.4108 -124.71 2 50.0 23.4 1 287-303 R.ISEILLDHGAPIQAKTK.N

2592 3 449.6181 -325.55 2 61.1 15.2 1 1492-
1498

R.NLKPDRR.H Wdown:Qdown 3.16
mdown:qdown 1.76
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Protein 239: PREDICTED: testis-expressed sequence 2 protein isoform X4 [Homo sapiens]
Accession: gi|530412523 Score: 38.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.0
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.67 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1076 1 581.1694 -231.84 2 41.9 12.9 1 2-11 M.TSLYGRHAEK.T mdown:qdown 0.67

2499 1 1044.5086 15.43 2 61.7 15.0 1 632-648 K.KYPICIELGQQDDFMSK.A Carbamidomethyl: 5; 
Oxidation: 15

Wdown:Qdown 0.16
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Protein 240: bone morphogenetic protein 1 isoform 3 precursor [Homo sapiens]
Accession: gi|5453579 Score: 38.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.2
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 3.4
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 0.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

556 1 658.3907 22.79 2 35.8 11.5 2 303-314 R.TRLSKGDIAQAR.K mdown:qdown 0.63

2634 3 753.8426 -101.90 2 61.7 16.4 1 525-537 R.LWLKFVSDGSINK.A

2126 1 1131.3250 -234.65 1 56.8 10.6 1 978-986 K.FQDTLHSRK.-
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Protein 241: F-box only protein 41 [Homo sapiens]
Accession: gi|289803020 Score: 38.4
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
Quantitation
mdown:qdown Median: 1.17 CV: 0.00 % No. of 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 Ratios

2879 2 813.9356 28.83 2 65.2 12.4 1 568-580 R.TLLHAAEVCRDWR.F Carbamidomethyl: 9 mdown:qdown 1.17
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Protein 242: chromosome-associated kinesin KIF4A [Homo sapiens]
Accession: gi|116686122 Score: 38.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.8
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl 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

2387 1 1051.5184 80.34 2 58.2 16.1 2 1082-
1100

K.NIQGCSCKGWCGNKQCGCR.K Carbamidomethyl: 11

2074 1 701.2275 -91.47 3 56.1 10.6 2 1082-
1100

K.NIQGCSCKGWCGNKQCGCR.K Carbamidomethyl: 18
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Protein 243: ubiquilin-like protein [Homo sapiens]
Accession: gi|145580580 Score: 38.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.9
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 8.8

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.36 CV: 31.66 % No. of Peptides: 2
Wdown:Qdown 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

177 1 642.3095 14.02 2 31.6 11.3 0 43-53 K.DFMVADDISVR.Q Oxidation: 3 mdown:qdown 1.00
Wdown:Qdown 0.78

2144 1 953.3984 -72.07 2 57.0 10.6 1 358-375 K.ANTAMISTKGQSHICATR.Q Oxidation: 5 mdown:qdown 1.85
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Protein 244: PREDICTED: zinc finger protein 675 isoform X3 [Homo sapiens]
Accession: gi|530414622 Score: 38.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.2
Database Date: 2015-11-30 pI: 10.2
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

1793 1 682.2364 -94.72 3 52.4 10.6 2 37-54 K.CGNDNFQLKGCKSVDECK.L Carbamidomethyl: 17
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Protein 245: death-inducer obliterator 1 isoform c [Homo sapiens]
Accession: gi|301129165 Score: 38.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 243.7
Database Date: 2015-11-30 pI: 8.9

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

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

62 1 675.3854 58.70 2 29.5 15.9 2 536-548 R.RSEEKAAAMAASK.K
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Protein 246: ubiquitin carboxyl-terminal hydrolase 43 isoform 2 [Homo sapiens]
Accession: gi|389616163 Score: 38.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.2
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2554 5 812.4077 -74.32 2 62.4 18.3 2 1042-
1056

R.IPEGLARGLGSRLER.D
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Protein 247: PREDICTED: sperm flagellar protein 2 isoform X5 [Homo sapiens]
Accession: gi|578810001 Score: 38.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.7
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 3.4
No. of unique Peptides: 3

Quantitation
mdown:qdown 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

2952 1 973.5048 -25.95 2 66.1 10.6 2 2-17 M.SEILCQWLNKELKVSR.T

1496 1 1006.5889 17.49 3 47.4 12.9 2 1200-
1226

K.
DNSESQLRIPLVPRISISLETVTPKPK.
T
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1569 1 480.6396 -230.14 2 48.1 14.6 1 1292-
1300

K.SPQMGANKK.V mdown:qdown 0.35
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Protein 248: PREDICTED: protein unc-45 homolog A isoform X3 [Homo sapiens]
Accession: gi|530407244 Score: 38.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.2
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1687 1 793.3789 34.81 2 51.0 14.1 1 648-661 R.RAATECMCNLAMSK.E Carbamidomethyl: 6

2677 1 731.3736 106.62 2 64.7 11.8 0 649-661 R.AATECMCNLAMSK.E Carbamidomethyl: 5; 
Oxidation: 6, 11

150 1 977.7995 37.53 3 31.3 12.2 1 649-674 R.AATECMCNLAMSKEVQDLFEAQGNDR.L Carbamidomethyl: 5
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Protein 249: PREDICTED: UPF0505 protein C16orf62 isoform X2 [Homo sapiens]
Accession: gi|530408446 Score: 38.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.9
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1659 1 1273.7346 60.72 2 50.7 10.5 2 554-574 K.HMTPDRAFEDSYPQLQLIIKK.V Oxidation: 2

1481 2 949.1566 5.84 3 48.3 12.1 2 902-925 R.NNKLNQLSVNLWHLAQRHGCADTR.T Carbamidomethyl: 20
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Protein 250: biorientation of chromosomes in cell division protein 1-like 1 [Homo sapiens]
Accession: gi|87299628 Score: 38.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 330.3
Database Date: 2015-11-30 pI: 4.9

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

582 1 848.5905 146.58 2 36.6 10.8 2 853-867 K.DSLGSKQHGITLQRR.S
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Protein 251: PREDICTED: disks large homolog 5 isoform X3 [Homo sapiens]
Accession: gi|578819987 Score: 38.0
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

Quantitation
Wdown:Qdown Median: 4.10 CV: 0.00 % No. of Peptides: 1

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]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2115 1 916.8144 -155.80 2 55.0 10.3 2 257-270 R.ERNLLQQSWEDMKR.L Wdown:Qdown 4.10

1673 1 662.2991 -86.48 2 49.4 14.9 1 1248-
1259

K.AKGLPGDSFYIR.A
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Protein 252: PREDICTED: cyclin-dependent kinase-like 1 isoform X1 [Homo sapiens]
Accession: gi|530404810 Score: 37.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.56 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

317 1 442.6411 -276.80 2 33.0 10.9 0 889-896 K.TLGDLIPR.H Wdown:Qdown 0.15
mdown:qdown 0.56
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Protein 253: neuropeptides B/W receptor type 1 [Homo sapiens]
Accession: gi|53828924 Score: 37.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.1
Database Date: 2015-11-30 pI: 10.1

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

408 1 604.3472 17.95 2 34.1 23.5 2 146-156 R.RVAGRTYSAAR.A
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Protein 254: histone H4 [Homo sapiens]
Accession: gi|4504301 Score: 37.9
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

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

1347 10 495.2734 -38.66 2 45.6 37.9 0 61-68 K.VFLENVIR.D
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Protein 255: PREDICTED: centlein isoform X1 [Homo sapiens]
Accession: gi|530389965 Score: 37.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 162.0
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 2.6
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 1.15 CV: 55.25 % No. of Peptides: 2
Wdown:Qdown Median: 2.15 CV: 86.23 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

255 1 795.3881 -39.33 2 32.4 10.8 1 88-101 R.RLEGISVEEAMVTR.T Wdown:Qdown 1.02
mdown:qdown 0.69

1953 1 643.3047 -169.45 1 54.5 11.9 0 1198-
1203

R.LNVAVK.E mdown:qdown 1.93
Wdown:Qdown 4.53

2736 1 683.3656 57.65 3 65.5 15.2 2 1206-
1221

K.SQYEQMYQKSKEELEK.K
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Protein 256: PREDICTED: dedicator of cytokinesis protein 6 isoform X3 [Homo sapiens]
Accession: gi|578833402 Score: 37.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.6
Database Date: 2015-11-30 pI: 6.3

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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1750 1 628.2499 -105.50 2 51.8 11.8 2 28-38 R.ERSGSPHSSRR.C

2956 1 753.3925 -14.65 2 66.1 10.4 0 1905-
1917

K.TLLSTDHAFPYIK.T
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Protein 257: PREDICTED: utrophin isoform X8 [Homo sapiens]
Accession: gi|578812959 Score: 37.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 287.1
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 0.8

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1249 1 764.3778 23.73 2 45.3 11.3 2 1023-
1033

K.WDRINRMYSDR.K Oxidation: 7
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Protein 258: zinc finger CCCH domain-containing protein 13 [Homo sapiens]
Accession: gi|116008442 Score: 37.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.8
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530402208 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger CCCH domain-containing protein 13 isoform 
X12 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1864 1 606.2622 -6.93 2 53.3 12.3 2 475-483 R.DMRDSREMR.D Oxidation: 8

1287 1 795.9839 117.71 2 45.8 13.8 2 528-540 R.SYGRNHLREESSR.T
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Protein 259: PREDICTED: 1-acyl-sn-glycerol-3-phosphate acyltransferase gamma isoform X1 
[Homo sapiens]

Accession: gi|530419317 Score: 37.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.2
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

2765 2 702.0547 47.21 3 65.9 20.2 1 1-19 -.MCITALSVAPKGWVPAACR.Q Carbamidomethyl: 2, 18; 
Oxidation: 1

2735 1 905.4845 9.33 1 65.5 17.5 0 274-282 R.VSMEVAAAK.G
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Protein 260: PREDICTED: WD repeat-containing protein 88 isoform X1 [Homo sapiens]
Accession: gi|578833944 Score: 37.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 6.8

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

2091 1 757.2566 -151.54 2 54.7 16.0 0 18-32 K.LPPPSAPASEYCPGK.L
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Protein 261: TPR and ankyrin repeat-containing protein 1 [Homo sapiens]
Accession: gi|257467636 Score: 37.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 336.0
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

770 1 573.6008 -82.93 3 39.0 12.7 2 2682-
2695

R.ACLVVSLCISWRRR.V Carbamidomethyl: 8
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Protein 262: rapamycin-insensitive companion of mTOR isoform 3 [Homo sapiens]
Accession: gi|550544215 Score: 37.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.8
Database Date: 2015-11-30 pI: 6.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2622 1 658.3808 -6.32 2 61.5 16.9 2 182-193 R.LRASAALNCLKR.F
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Protein 263: PREDICTED: receptor-type tyrosine-protein phosphatase delta isoform X16 [Homo 
sapiens]

Accession: gi|578816637 Score: 37.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.2
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 2.0

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1512 1 682.1037 142.22 3 48.7 23.6 2 810-826 K.FGRKDMEPLTTLEFSEK.E Oxidation: 6

1854 2 1074.5548 -28.36 2 51.8 13.8 2 1040-
1060

R.GNSAGGLQHRVTAKTAPDVLR.T
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Protein 264: 14-3-3 protein zeta/delta [Homo sapiens]
Accession: gi|4507953 Score: 37.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.7
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.0

No. of unique Peptides: 1

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

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

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

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

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

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

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

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

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

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

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

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

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

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

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2523 1 709.8534 -14.08 2 62.0 10.3 0 92-103 R.DICNDVLSLLEK.F Carbamidomethyl: 3
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Protein 265: PREDICTED: serine/threonine-protein phosphatase 4 regulatory subunit 4 isoform X1 
[Homo sapiens]

Accession: gi|530404339 Score: 37.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.3
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 7.0
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578839938 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  serine/threonine-protein  phosphatase  4  regulatory  
subunit 4 isoform X3 [Homo sapiens]

gi|578839936 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  serine/threonine-protein  phosphatase  4  regulatory  
subunit 4 isoform X2 [Homo sapiens]

gi|578839934 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  serine/threonine-protein  phosphatase  4  regulatory  
subunit 4 isoform X1 [Homo sapiens]

gi|578826014 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  serine/threonine-protein  phosphatase  4  regulatory  
subunit 4 isoform X3 [Homo sapiens]

gi|530404341 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  serine/threonine-protein  phosphatase  4  regulatory  
subunit 4 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

119 1 566.9137 -154.93 3 30.9 13.4 2 89-103 K.ILGKLTNKFDAHTIK.R

2420 1 701.3590 -21.14 3 58.6 13.0 0 498-515 K.YFFLPAIELTHDPVANVR.M
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Protein 266: E3 ubiquitin-protein ligase RNF213 isoform 3 [Homo sapiens]
Accession: gi|366039979 Score: 37.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 591.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 0.7

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2481 1 856.9085 -24.89 2 61.4 13.6 1 4661-
4674

R.LLNFDTELSTKEMR.N Oxidation: 13
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Protein 267: condensin complex subunit 1 [Homo sapiens]
Accession: gi|178056552 Score: 37.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.1
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1765 1 788.2766 -109.58 2 52.0 10.1 1 154-166 R.TKAAHGFDWEEER.Q

1660 1 927.4336 -29.14 3 49.5 11.3 2 286-310 K.CPQELSRDPSGTKGFAAFLTELAER.V Carbamidomethyl: 1
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Protein 268: zinc finger protein castor homolog 1 isoform a [Homo sapiens]
Accession: gi|119709834 Score: 37.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.9
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578799307 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein castor homolog 1 isoform X2 [Homo 
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2568 2 673.3695 74.26 2 62.6 11.8 2 1279-
1288

K.YFTKREECGR.L Carbamidomethyl: 8
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Protein 269: protein kinase C delta type [Homo sapiens]
Accession: gi|31377782 Score: 36.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.5
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 6.4

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578806373 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein kinase C delta type isoform X3 [Homo sapiens]

gi|578806371 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein kinase C delta type isoform X2 [Homo sapiens]

gi|47157325 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein kinase C delta type [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2648 1 937.4596 47.34 2 61.9 14.1 1 319-336 K.KTGVAGEDMQDNSGTYGK.I Oxidation: 9

2810 1 648.3524 -55.50 2 63.6 10.4 2 614-623 K.RRLEPPFRPK.V
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Protein 270: ryanodine receptor 3 isoform 2 [Homo sapiens]
Accession: gi|345842488 Score: 36.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 551.1
Database Date: 2015-11-30 pI: 5.4
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

58 1 845.3504 -92.64 3 29.9 13.1 2 382-402 R.KVILHQEGHMDDGLTLQRCQR.E Carbamidomethyl: 19

833 1 575.1451 -229.53 2 39.8 12.5 0 1250-
1258

K.DHPHIEVMR.I Oxidation: 8

2682 1 1051.5508 66.61 2 64.7 11.2 1 1384-
1401

K.RSNCYMVWGGDIVASSQR.S Carbamidomethyl: 4; 
Oxidation: 6



Detailed Protein Report

434 / 2108

Protein 271: toll-like receptor 9 precursor [Homo sapiens]
Accession: gi|8394456 Score: 36.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.8
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 3.2
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 0.74 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1901 1 698.8088 -121.07 2 52.3 10.8 0 235-247 K.LAPEDLANLTALR.V

1454 1 1059.0764 13.42 2 48.0 15.1 1 788-807 R.VKCGSPGQLQGLSIFAQDLR.L

399 1 945.4882 8.09 2 34.3 10.8 0 790-807 K.CGSPGQLQGLSIFAQDLR.L mdown:qdown 0.74
Wdown:Qdown 0.60
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Protein 272: tRNA wybutosine-synthesizing protein 1 homolog B isoform 1 [Homo sapiens]
Accession: gi|224282123 Score: 36.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.9
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 1.27 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

912 1 697.8084 -22.08 2 39.9 10.4 1 161-173 R.VMSRGEGDCDVVK.S Wdown:Qdown 1.27

2915 3 713.3417 41.37 2 65.2 16.0 0 343-355 R.CMETTPSLACANK.C Carbamidomethyl: 10
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Protein 273: 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

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

2975 1 953.4552 -84.55 2 66.4 23.6 2 242-260 K.VAFTGSTEVGKLIKEAAGK.S
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Protein 274: PREDICTED: LIM/homeobox protein Lhx9 isoform X2 [Homo sapiens]
Accession: gi|530365098 Score: 36.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 13.6

No. of unique Peptides: 2
Quantitation
mdown:qdown 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

2658 1 932.9537 71.73 2 64.4 15.8 0 151-166 R.DSVYHLSCFTCSTCNK.T Carbamidomethyl: 11

929 1 612.4347 236.48 2 41.1 10.6 0 167-177 K.TLTTGDHFGMK.D Oxidation: 10 mdown:qdown 0.95
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Protein 275: PREDICTED: NMDA receptor-regulated protein 2 isoform X4 [Homo sapiens]
Accession: gi|530406441 Score: 36.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.5
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1819 1 649.7840 -134.37 2 52.7 13.7 1 107-117 R.SYVDLLVKYAK.I

9 1 650.7714 -185.46 2 29.3 12.0 2 178-188 K.ILRACIEQVKK.Y

1355 1 607.6081 -208.99 2 45.5 10.8 0 485-494 K.DDQGFESCEK.V Carbamidomethyl: 8
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Protein 276: 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: 1

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

2819 1 937.4520 9.17 2 64.4 12.8 1 673-688 R.RIHTGERPYACPECGK.A Carbamidomethyl: 11
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Protein 277: PREDICTED: probable E3 ubiquitin-protein ligase HERC1 isoform X6 [Homo sapiens]
Accession: gi|530406610 Score: 36.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 524.9
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2832 1 923.8157 -4.48 3 64.6 12.0 1 487-513 R.NIPTLVKDISNVGEVSCGSSHTIALSK.D
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Protein 278: PREDICTED: peroxisomal acyl-coenzyme A oxidase 2 isoform X2 [Homo sapiens]
Accession: gi|530373234 Score: 36.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.7
Database Date: 2015-11-30 pI: 8.8
Modification(s): 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

1349 1 945.2230 -270.57 1 45.4 11.1 0 24-31 R.LGWLEDGR.E

2448 1 863.7544 -77.93 2 58.9 15.3 0 325-339 K.AMMSEFCTQGAEMCR.R Oxidation: 2, 13
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Protein 279: PREDICTED: centrosome-associated protein CEP250 isoform X4 [Homo sapiens]
Accession: gi|530417804 Score: 36.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 2.7

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]

813 1 683.3344 -49.61 2 39.0 12.1 1 421-432 R.EKASLTLSLMEK.E Oxidation: 10

1397 1 926.5056 55.39 3 46.2 12.2 2 1681-
1707

R.EAMRAAQAGSLEISKATASSPTQQDGR.G Oxidation: 3
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Protein 280: T-complex protein 11 homolog isoform 3 [Homo sapiens]
Accession: gi|387849264 Score: 36.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.8
Database Date: 2015-11-30 pI: 5.0
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

2154 1 1052.4435 -57.89 2 57.1 16.6 2 14-32 K.MPDVKESVPPKYPGDSEGR.S Oxidation: 1
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Protein 281: kinesin-like protein KIF26B [Homo sapiens]
Accession: gi|124430752 Score: 36.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 223.7
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

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

2229 1 597.6218 -9.28 3 56.3 11.5 1 126-140 R.GVWCENCNARLVELK.R Carbamidomethyl: 7
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Protein 282: PREDICTED: protein unc-13 homolog C isoform X2 [Homo sapiens]
Accession: gi|530405878 Score: 36.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 247.7
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.38 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.31 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification Ratios
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Cmpds. [ppm] [min]

1046 1 742.4006 68.40 2 41.8 12.0 1 1497-
1508

K.YRENFPASNTER.L Wdown:Qdown 1.31
mdown:qdown 0.38
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Protein 283: PDZ domain-containing RING finger protein 4 isoform 2 [Homo sapiens]
Accession: gi|142976783 Score: 36.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.0
Database Date: 2015-11-30 pI: 5.0

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

Quantitation
mdown:qdown Median: 1.40 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.42 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

652 2 639.3334 -62.76 2 37.0 25.9 2 369-378 R.FRQLLELKCK.I Wdown:Qdown 1.42
mdown:qdown 1.40

2536 1 821.0789 154.65 2 60.0 10.2 1 497-511 R.SPDSSLPRVINLTNK.K
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Protein 284: nuclear receptor coactivator 3 isoform d [Homo sapiens]
Accession: gi|291490685 Score: 36.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.3
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.74 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

544 1 630.6481 4.75 3 35.4 14.2 2 18-35 K.RKLPCDTPGQGLTCSGEK.R mdown:qdown 0.74
Wdown:Qdown 0.60

286 1 881.1736 82.04 3 32.7 11.0 2 199-220 R.
MLMKTPHDILEDINASPEMRQR.
Y

Oxidation: 19

787 1 1115.0348 46.39 2 38.7 10.9 1 234-252 R.AMMEEGEDLQSCMICVARR.I Carbamidomethyl: 15
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Protein 285: PREDICTED: uncharacterized protein LOC102723569 isoform X1 [Homo sapiens]
Accession: gi|578835246 Score: 36.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.7
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.3

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.37 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.53 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

169 1 826.3632 -11.95 3 30.9 10.2 0 223-244 K.
CWLQGTESSPCHSPCYPLGNLK.
G

Carbamidomethyl: 11 mdown:qdown 0.37
Wdown:Qdown 1.53
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Protein 286: PREDICTED: collagen alpha-4(IV) chain isoform X9 [Homo sapiens]
Accession: gi|578803629 Score: 36.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.0
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 7.48 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

464 3 607.1279 -228.90 2 34.7 14.4 0 1142-
1153

R.GQPGEMGDPGPR.G Oxidation: 6 mdown:qdown 7.48
Wdown:Qdown 1.74

950 1 984.1390 132.77 2 41.4 10.5 1 1230-
1252

K.
GPPGPPGSSGPPGPAGATGRAPK.
D
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Protein 287: stromal interaction molecule 2 isoform 2 precursor [Homo sapiens]
Accession: gi|281182822 Score: 36.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 6.0
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1585 1 942.4058 -100.34 2 49.7 13.0 1 661-677 K.SMIFSPASKVYNGILEK.S Wdown:Qdown 1.24
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Protein 288: exportin-5 [Homo sapiens]
Accession: gi|22748937 Score: 36.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.2
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation 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

629 1 459.6075 -259.30 2 37.2 12.3 0 441-448 R.AQQGEVMR.L

1960 1 731.2880 -122.56 2 54.6 12.4 0 721-733 R.MSFCVYSILGVVK.R Oxidation: 1
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Protein 289: PREDICTED: Fanconi anemia-associated protein of 100 kDa isoform X2 [Homo 
sapiens]

Accession: gi|578831470 Score: 35.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.0
Database Date: 2015-11-30 pI: 5.0

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

1236 1 765.0123 96.72 2 45.1 17.1 1 304-317 K.IKELLSGIGNISER.V
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Protein 290: protein-tyrosine kinase 2-beta isoform b [Homo sapiens]
Accession: gi|27886588 Score: 35.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.1
Database Date: 2015-11-30 pI: 5.6
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

458 1 544.1530 -199.80 2 34.7 10.3 0 471-479 K.FMSEAVIMK.N Oxidation: 2, 8
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Protein 291: prolow-density lipoprotein receptor-related protein 1 precursor [Homo sapiens]
Accession: gi|126012562 Score: 35.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 504.3
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

127 1 849.3809 -43.54 2 30.9 15.1 1 1560-
1573

R.TVSCACPHLMKLHK.D Carbamidomethyl: 4, 6; 
Oxidation: 10
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Protein 292: PREDICTED: cortactin-binding protein 2 isoform X1 [Homo sapiens]
Accession: gi|530386508 Score: 35.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 179.5
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 2.68 CV: 102.48 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

493 1 464.6529 -266.41 2 34.8 10.9 0 38-45 R.DLVIEALR.A mdown:qdown 6.24
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2703 3 973.4604 -78.66 2 65.0 13.9 0 1151-
1167

K.EQLLDLFISSACLIPVK.Q Carbamidomethyl: 12 mdown:qdown 1.15
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Protein 293: sodium channel protein type 7 subunit alpha [Homo sapiens]
Accession: gi|111378393 Score: 35.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.4
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 4.16 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578804726 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: sodium channel protein type 7 subunit alpha isoform X3 
[Homo sapiens]

gi|578804724 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: sodium channel protein type 7 subunit alpha isoform X2 
[Homo sapiens]

gi|578804722 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: sodium channel protein type 7 subunit alpha 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

235 1 627.3257 -128.41 2 32.1 15.7 2 747-757 K.NLQLAVARIKK.G Wdown:Qdown 4.16
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Protein 294: PREDICTED: dedicator of cytokinesis protein 11 isoform X2 [Homo sapiens]
Accession: gi|530422336 Score: 35.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 235.7
Database Date: 2015-11-30 pI: 8.1
Modification(s): Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 2
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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]

2375 3 682.7793 -68.50 2 58.1 17.0 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
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Protein 295: PREDICTED: GRAM domain-containing protein 1C isoform X2 [Homo sapiens]
Accession: gi|530374810 Score: 35.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.6
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 4.8
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1154 1 981.6192 184.16 1 44.1 11.5 1 66-72 K.DRNEEYR.R

2537 1 884.5766 142.07 2 62.2 14.2 2 588-603 K.TFDLLNKNKTGMAVES.-
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Protein 296: PREDICTED: coiled-coil domain-containing protein 146 isoform X3 [Homo sapiens]
Accession: gi|530386260 Score: 35.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.2
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 0.50 CV: 14.84 % No. of Peptides: 2
Wdown:Qdown 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

1670 1 524.8066 68.22 2 50.8 14.1 0 33-41 K.ITKPGEMEK.K Oxidation: 7 mdown:qdown 0.58

1783 1 870.2900 -263.69 1 52.3 10.4 0 396-402 K.FVNLLHK.A

595 1 572.7739 -48.16 2 36.8 11.3 0 506-515 R.NESGVQLIER.E Wdown:Qdown 0.88
mdown:qdown 0.43
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Protein 297: replication factor C subunit 4 [Homo sapiens]
Accession: gi|4506491 Score: 35.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.7
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 7.4
No. of unique Peptides: 2

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

2686 2 703.3641 38.67 2 64.8 15.8 1 19-33 K.DRGVAASAGSSGENK.K

1817 2 727.2971 -204.84 2 51.2 19.9 2 206-217 K.IQQQRLLDIAKK.E
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Protein 298: CCR4-NOT transcription complex subunit 1 isoform a [Homo sapiens]
Accession: gi|42716275 Score: 35.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 266.8
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

585 1 603.8101 58.84 2 36.2 10.4 0 2365-
2376

K.QAQQVMEGTGAS.-
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Protein 299: PREDICTED: LOW QUALITY PROTEIN: double homeobox protein 4-like protein 4 
[Homo sapiens]

Accession: gi|578798033 Score: 35.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.9
Database Date: 2015-11-30 pI: 10.8
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

2748 1 826.4475 66.34 3 65.6 12.9 2 0-0 .QREALCACFYRNPYMGIATR. Carbamidomethyl: 6, 8

2114 1 1131.4444 -110.45 1 56.6 10.9 0 173-182 R.SWVAFAHTGR.W
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Protein 300: pogo transposable element with ZNF domain isoform 3 [Homo sapiens]
Accession: gi|302699211 Score: 35.5
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 [%]: 2.1

No. of unique Peptides: 3
Quantitation
mdown:qdown 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

240 1 732.8262 -63.03 2 31.7 14.2 1 285-296 R.CNAQFRVTEALR.G Carbamidomethyl: 1 mdown:qdown 0.84

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 301: testis- and ovary-specific PAZ domain-containing protein 1 [Homo sapiens]
Accession: gi|222537754 Score: 35.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 190.8
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 1.11 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.14 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2728 1 913.4776 71.07 2 62.5 11.3 1 25-44 K.
RQAPGPGAAGGCGPEAGGCR.
E

Carbamidomethyl: 19

934 1 872.4494 41.89 2 40.5 10.6 0 749-764 R.NSVTPVQASSDSFYNK.K

64 1 1068.4736 -22.86 2 30.2 13.6 1 1114-
1131

K.FAHVPEQGDEKVCMDVFK.K Carbamidomethyl: 13 Wdown:Qdown 1.14
mdown:qdown 1.11
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Protein 302: PREDICTED: protein FAM45A isoform X1 [Homo sapiens]
Accession: gi|530393695 Score: 35.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 10.6
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2766 1 804.4142 11.70 3 63.0 10.7 2 38-57 R.KCCLTDENKLLHPFVFGQYR.R

2881 2 973.5257 3.04 2 64.8 12.2 1 77-93 K.VTHFSIVLTAKDFNPEK.Y
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Protein 303: cytoplasmic dynein 1 heavy chain 1 [Homo sapiens]
Accession: gi|33350932 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 532.1
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 0.6

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 2.42 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

1836 1 805.7966 -107.51 2 53.0 18.5 1 570-583 R.DQLGTAKNANEMFR.I Oxidation: 12 Wdown:Qdown 2.42

1465 1 671.4099 30.99 2 47.1 16.6 2 705-716 R.KVQQRNLGVSGR.I
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Protein 304: PREDICTED: protein THEMIS isoform X2 [Homo sapiens]
Accession: gi|578812733 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.5
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 4.0
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 1.29 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578839551 r e f s e q _ h u m a n

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

500 1 599.8540 -33.23 2 35.6 16.2 1 25-34 K.DIKLENLIIK.Q mdown:qdown 1.29

2974 2 698.3723 10.43 2 66.4 18.9 1 100-111 R.TRTVNLTDFSNK.W
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Protein 305: A-kinase anchor protein 2 isoform 2 [Homo sapiens]
Accession: gi|211971074 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.6
Database Date: 2015-11-30 pI: 4.9

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

2188 1 796.7740 -143.67 2 57.6 14.4 1 823-836 R.MDDSSVLEATRVNR.R
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Protein 306: guanylate cyclase soluble subunit alpha-3 isoform D [Homo sapiens]
Accession: gi|194595482 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.1
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 5.6
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 0.88 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 3.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

289 1 548.1845 -238.23 2 32.7 11.4 2 2-10 M.FCTKLKDLK.I mdown:qdown 0.88
Wdown:Qdown 3.94

2692 1 848.1258 162.49 2 64.9 11.8 0 117-133 K.TIAEQAVAAGVPVEVIK.E
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Protein 307: glutamate receptor ionotropic, kainate 3 precursor [Homo sapiens]
Accession: gi|28605145 Score: 35.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.0
Database Date: 2015-11-30 pI: 7.8
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

2002 1 704.2753 -62.09 2 55.1 13.0 0 666-678 R.MESPIDSADDLAK.Q Oxidation: 1
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Protein 308: aldo-keto reductase family 1 member C2 isoform 2 [Homo sapiens]
Accession: gi|207028673 Score: 35.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.7
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 23.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2935 1 859.1202 17.35 3 65.9 17.7 1 10-33 K.LNDGHFMPVLGFGTYAPAEVPKSK.A
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Protein 309: dnaJ homolog subfamily C member 14 [Homo sapiens]
Accession: gi|119943096 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.5
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.7

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 1.37 CV: 10.31 % No. of Peptides: 2
Wdown:Qdown Median: 1.17 CV: 81.46 % No. of Peptides: 3

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 Wdown:Qdown 2.63

2317 1 951.3323 -86.76 2 57.4 10.0 1 524-539 K.LQDDLKEAMNTMMCSR.C Oxidation: 12 Wdown:Qdown 0.46
mdown:qdown 1.52

1717 3 820.8378 -35.57 2 50.0 14.3 2 552-564 R.EPKSARYCAECNR.L Carbamidomethyl: 8, 11 Wdown:Qdown 1.30
mdown:qdown 1.23
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Protein 310: PREDICTED: inositol 1,4,5-trisphosphate receptor type 2 isoform X1 [Homo sapiens]
Accession: gi|578822836 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 2.2

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2130 3 648.2779 -125.55 2 55.2 13.9 2 1199-
1208

K.CRNQHQRLLK.N

1156 1 867.9132 -54.78 2 43.1 10.9 2 1647-
1661

R.IRCGAFMSKLINHTK.K Oxidation: 7
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Protein 311: dynein heavy chain 2, axonemal [Homo sapiens]
Accession: gi|75677365 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 507.4
Database Date: 2015-11-30 pI: 5.9

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

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

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

58 1 827.0195 -82.92 3 30.1 13.2 1 1393-
1414

R.LRGTEEVFQALEDNQVALSTMK.A

312 1 712.8533 -32.33 2 33.2 10.2 2 3248-
3258

K.LEMLKKQYDEK.L
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Protein 312: PREDICTED: hephaestin isoform X3 [Homo sapiens]
Accession: gi|578838557 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.3
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation 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

2643 1 784.0056 -47.59 3 61.3 13.5 0 271-291 R.MHAINGFVFGNLPELNMCAQK.R Oxidation: 17

1824 2 805.8049 -133.19 2 52.8 21.4 0 465-478 R.AEVGDTIQVVFYNR.A
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Protein 313: acyl-protein thioesterase 2 [Homo sapiens]
Accession: gi|9966764 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.7
Database Date: 2015-11-30 pI: 6.9
Modification(s): Oxidation Sequence Coverage [%]: 12.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1333 1 1061.5792 39.36 1 46.4 21.3 0 154-164 R.AFPQAANGSAK.D

1865 2 984.3384 -99.79 2 51.8 13.6 0 204-221 K.TYPGVMHSSCPQEMAAVK.E Oxidation: 6, 14
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Protein 314: PREDICTED: integrin beta-8 isoform X2 [Homo sapiens]
Accession: gi|530384769 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.2
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530384771 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: integrin beta-8 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2775 1 746.3843 84.07 3 66.0 16.7 2 381-400 K.DQPVCSGRGVCVCGKCSCHK.I Carbamidomethyl: 5, 11, 18
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Protein 315: scm-like with four MBT domains protein 1 [Homo sapiens]
Accession: gi|53692193 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.1
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 1
Quantitation
Wdown:Qdown Median: 1.64 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578806223 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  scm-like  with  four  MBT  domains  protein  1  isoform  X4  
[Homo sapiens]

gi|578806221 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  scm-like  with  four  MBT  domains  protein  1  isoform  X3  
[Homo sapiens]

gi|530372640 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  scm-like  with  four  MBT  domains  protein  1  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2349 1 873.4186 -61.16 2 57.8 11.0 1 46-61 R.LQNGFAPGMKLEVAVR.T Oxidation: 9 Wdown:Qdown 1.64
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Protein 316: PREDICTED: dedicator of cytokinesis protein 5 isoform X2 [Homo sapiens]
Accession: gi|530388077 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.2
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.9

No. of unique Peptides: 3
Quantitation
mdown:qdown 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

1026 1 583.6927 -110.67 2 41.3 11.4 0 497-506 K.DGDEFNNSIR.Q

1143 2 630.9795 -7.44 3 43.0 11.9 0 694-708 R.QDIIDFLMETFIMFK.D

862 1 945.8909 -57.70 2 40.2 11.6 1 932-946 K.ENRMSCTVNVLNFYK.E Carbamidomethyl: 6; 
Oxidation: 4

mdown:qdown 1.06
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Protein 317: trinucleotide repeat-containing gene 6B protein isoform 3 [Homo sapiens]
Accession: gi|67782330 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.3
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.02 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.13 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1277 1 829.2282 -142.65 2 45.6 10.2 0 1-15 -.MQTNEGEVSEESSSK.V Oxidation: 1

433 6 564.6888 -181.74 2 34.7 24.6 0 503-511 R.QQQEQQLAR.M Wdown:Qdown 0.13
mdown:qdown 1.02
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Protein 318: uncharacterized aarF domain-containing protein kinase 2 [Homo sapiens]
Accession: gi|32261307 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.9
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 7.7

No. of unique Peptides: 3
Quantitation
mdown:qdown 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

2782 2 835.4333 6.80 2 63.2 13.6 0 235-251 R.ASCLPPFSHTGAVGGLR.E

2955 1 953.4514 -107.61 2 66.1 10.5 0 489-506 R.LVLLDAGIVAELQAPDLR.N

2880 1 713.3447 -10.93 2 64.7 10.8 0 510-522 R.AVFMAVVMGQGQR.V Oxidation: 4, 8 mdown:qdown 0.21
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Protein 319: microtubule-associated protein 6 isoform 1 [Homo sapiens]
Accession: gi|48375173 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.5
Database Date: 2015-11-30 pI: 9.8
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

1658 1 1045.0497 8.34 2 49.4 18.6 1 528-547 K.DQGPSVPVPPKNQSPMVPAK.V Oxidation: 16

1905 5 572.7262 -106.04 2 53.9 16.3 0 594-604 K.DQGPMVSAPVK.D Oxidation: 5
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Protein 320: uncharacterized protein C9orf172 [Homo sapiens]
Accession: gi|148762978 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.6
Database Date: 2015-11-30 pI: 10.2

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

2104 1 977.4132 -55.55 2 54.9 10.8 1 945-961 R.RTGRPFMCMIMAASEPR.A

1808 3 599.9802 55.20 3 51.3 13.7 0 946-961 R.TGRPFMCMIMAASEPR.A
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Protein 321: integrin beta-4 isoform 3 precursor [Homo sapiens]
Accession: gi|54607033 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 194.9
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

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

2157 1 841.3003 -27.93 2 57.2 16.5 1 47-59 K.DCAYCTDEMFRDR.R Carbamidomethyl: 2
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Protein 322: tumor protein D54 isoform g [Homo sapiens]
Accession: gi|345197262 Score: 34.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.5
Database Date: 2015-11-30 pI: 6.2

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

2523 1 1052.4103 -115.77 2 59.8 34.7 1 66-83 K.QNLSRSWHDVQVSSAYVK.T
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Protein 323: PREDICTED: latent-transforming growth factor beta-binding protein 1 isoform X5 
[Homo sapiens]

Accession: gi|530367595 Score: 34.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation 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

65 1 1240.0095 73.75 3 30.2 22.4 1 180-214 K.APGSQRCTKPSCVPPCQNGGMCLRPQLCVCKPGTK.G Carbamidomethyl: 7; 
Oxidation: 21
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Protein 324: transcription regulator protein BACH1 [Homo sapiens]
Accession: gi|4502353 Score: 34.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.9
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.64 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.40 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530418993 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  transcription  regulator  protein  BACH1  isoform  X3  
[Homo sapiens]

gi|530418991 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  transcription  regulator  protein  BACH1  isoform  X2  
[Homo sapiens]

gi|530418989 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  transcription  regulator  protein  BACH1  isoform  X1  
[Homo sapiens]

gi|45827690 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transcription regulator protein BACH1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

504 1 667.7055 -215.81 2 35.6 22.1 1 615-626 K.QNLTGLCQKVCK.E mdown:qdown 0.64
Wdown:Qdown 2.40

1770 1 851.2192 -170.05 2 52.1 12.5 0 717-731 R.QSGGISDFCQQMTDK.C Carbamidomethyl: 9
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Protein 325: PREDICTED: DNA polymerase kappa isoform X3 [Homo sapiens]
Accession: gi|530379363 Score: 34.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.6
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 10.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2396 1 1045.2249 47.66 3 60.3 12.4 1 180-206 K.EVKEILADYDPNFMAMSLDEAYLNITK.H

1772 1 807.4927 33.69 2 52.1 10.9 2 465-477 R.LKVFGYLVFPMKR.T Oxidation: 11
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Protein 326: retinoic acid-induced protein 1 [Homo sapiens]
Accession: gi|40807477 Score: 34.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 203.2
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.69 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

95 1 510.4790 -193.63 3 30.4 18.7 2 1790-
1804

R.EDGGEEAAPADKGRK.H mdown:qdown 0.69
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Protein 327: MAP7 domain-containing protein 2 isoform 4 [Homo sapiens]
Accession: gi|270483747 Score: 34.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 9.4

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

1648 1 575.1737 -226.87 2 50.5 13.4 1 311-320 K.HVVDKHASEK.H
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Protein 328: mucin-2 precursor [Homo sapiens]
Accession: gi|557129045 Score: 34.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 539.8
Database Date: 2015-11-30 pI: 5.4
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

2678 1 857.6944 26.58 3 64.7 10.2 0 616-637 K.YDTCNCQNNEDCLCAALSSYAR.A Carbamidomethyl: 4, 12
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Protein 329: DNA-directed RNA polymerase II subunit RPB1 [Homo sapiens]
Accession: gi|4505939 Score: 34.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 217.1
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 2.2
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

652 1 918.1693 7.00 3 37.5 17.7 2 358-382 K.RVDFSARTVITPDPNLSIDQVGVPR.S
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Protein 330: PREDICTED: CAD protein isoform X4 [Homo sapiens]
Accession: gi|530368098 Score: 34.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 235.9
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.7

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

2542 1 836.1207 149.60 2 60.1 10.3 1 1354-
1368

R.RLAADFSVPLIIDIK.C

1509 1 1061.8026 -76.29 3 48.7 10.6 2 1369-
1397

K.CTKLFVEALGQIGPAPPLKVHVDCMTSQK.L Carbamidomethyl: 1; 
Oxidation: 25
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Protein 331: PREDICTED: centriolin isoform X3 [Homo sapiens]
Accession: gi|578817016 Score: 34.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 258.5
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 2.3

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2056 1 1029.5727 91.82 2 55.8 13.5 2 415-430 K.KMEPDEQLRNDHMNLR.G Oxidation: 2, 13
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Protein 332: PREDICTED: rootletin-like [Homo sapiens]
Accession: gi|578843302 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.5
Database Date: 2015-11-30 pI: 5.5

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

2904 2 973.5046 -21.62 2 65.1 13.6 2 479-495 R.EKETLSLTLAEEKEVAR.C
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Protein 333: PREDICTED: transforming acidic coiled-coil-containing protein 3 isoform X2 [Homo 
sapiens]

Accession: gi|530375987 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.9
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1875 1 917.8351 -120.99 2 53.5 12.8 1 464-478 K.ENEELTRICDDLISK.M Carbamidomethyl: 9 mdown:qdown 1.72
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Protein 334: PREDICTED: F-box/WD repeat-containing protein 8 isoform X2 [Homo sapiens]
Accession: gi|530401261 Score: 34.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.4
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.7

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530401263 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  F-box/WD  repeat-containing  protein  8  isoform  X3  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2655 2 673.3551 106.75 2 64.3 12.0 2 1-12 -.MRCCGTGCASRK.G Carbamidomethyl: 3; 
Oxidation: 1

2701 1 973.4995 -32.63 2 62.2 10.8 1 17-36 R.IAASLTILAGSSSSKSAEPR.N
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Protein 335: insulin receptor-related protein precursor [Homo sapiens]
Accession: gi|31657140 Score: 34.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

561 2 730.2206 -117.87 2 36.3 16.7 0 213-225 R.VCPCPHGMACTAR.G Carbamidomethyl: 2, 4

2751 1 922.4677 -48.57 2 65.7 17.3 2 499-512 R.ILLRWERYEPLEAR.D
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Protein 336: storkhead-box protein 1 isoform a [Homo sapiens]
Accession: gi|63025200 Score: 33.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.9
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|194328691 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
storkhead-box protein 1 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1506 1 881.6342 118.58 2 48.6 18.4 1 69-84 R.GVLLVRAPPACLQVLR.D Carbamidomethyl: 11

2951 1 823.4152 -31.89 2 66.1 15.5 0 942-957 R.TQSLGSNNSVILDGLK.R
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Protein 337: ubiquitin carboxyl-terminal hydrolase 6 [Homo sapiens]
Accession: gi|109638751 Score: 33.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 158.6
Database Date: 2015-11-30 pI: 8.8
Modification(s): Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 3

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

1774 8 673.2348 -219.99 2 52.2 11.9 2 89-99 K.HSSKLIDRVYK.G

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

2697 1 1175.5508 58.82 2 62.1 11.6 1 1039-
1058

R.AFTSEEELGESEMYYCSKCK.T Oxidation: 13
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Protein 338: prostate tumor-overexpressed gene 1 protein [Homo sapiens]
Accession: gi|33695090 Score: 33.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.8
Database Date: 2015-11-30 pI: 11.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530416718 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  prostate  tumor-overexpressed  gene  1  protein  isoform  
X3 [Homo sapiens]

gi|530416716 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  prostate  tumor-overexpressed  gene  1  protein  isoform  
X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2316 1 974.1925 62.96 3 59.2 21.5 2 332-356 K.DLETLKSLCRIMDNGFAGCVHFSYK.A Carbamidomethyl: 19; 
Oxidation: 12
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Protein 339: glycerol-3-phosphate dehydrogenase, mitochondrial precursor [Homo sapiens]
Accession: gi|285002231 Score: 33.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.8
Database Date: 2015-11-30 pI: 8.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.9

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|530370176 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  glycerol-3-phosphate  dehydrogenase,  mitochondrial  
isoform X1 [Homo sapiens]

gi|285002233 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

glycerol-3-phosphate dehydrogenase, mitochondrial precursor [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1028 1 863.9268 -97.49 2 41.6 10.0 2 114-128 K.LIHGGVRYLQKAIMK.L

29 1 706.3122 -81.53 3 29.6 11.9 1 179-197 K.LYDLVAGSNCLKSSYVLSK.S Carbamidomethyl: 10

2822 1 607.3358 86.08 2 64.4 11.7 0 598-606 K.FLYYEMGYK.S
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Protein 340: leukocyte receptor cluster member 1 [Homo sapiens]
Accession: gi|24308289 Score: 33.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.5
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

575 1 565.3015 -6.83 2 36.5 11.1 1 154-162 R.LDPLREMQK.H
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Protein 341: PREDICTED: regulator of G-protein signaling 3 isoform X5 [Homo sapiens]
Accession: gi|578817739 Score: 33.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.9

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2171 1 576.2313 -138.85 3 55.7 10.6 1 31-46 K.VQGAGQLRLSIDAQDR.V

27 4 819.8677 -73.87 2 29.0 12.2 2 81-93 R.LRHQKTQTVPDCR.D Carbamidomethyl: 12

1945 1 700.2356 -147.65 2 54.4 10.8 0 127-139 R.QSGLIGCMSFGVK.S Carbamidomethyl: 7; 
Oxidation: 8
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Protein 342: KRR1 small subunit processome component homolog [Homo sapiens]
Accession: gi|117676403 Score: 33.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.6
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.15 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

2913 2 973.5096 1.50 2 65.6 13.8 2 2-19 M.ASPSLERPEKGAGKSEFR.N Wdown:Qdown 1.28
mdown:qdown 1.15
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Protein 343: PREDICTED: centrosomal protein KIAA1731 isoform X7 [Homo sapiens]
Accession: gi|578822447 Score: 33.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.9
Database Date: 2015-11-30 pI: 5.4

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

131 1 608.2888 -54.72 2 30.9 17.7 0 749-758 R.EAQEVLYVHK.Q

2043 1 709.3053 -139.25 2 55.7 15.7 1 2299-
2311

K.EKPSISSSVSRLK.G
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Protein 344: keratin, type II cytoskeletal 8 isoform 2 [Homo sapiens]
Accession: gi|4504919 Score: 33.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.7
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.08 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 mdown:qdown 1.08
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Protein 345: PREDICTED: EGF-containing fibulin-like extracellular matrix protein 1 isoform X2 
[Homo sapiens]

Accession: gi|530367362 Score: 33.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.3
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 9.8
No. of unique Peptides: 2

Quantitation
Wdown:Qdown Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

952 1 824.0174 -86.17 3 40.4 12.7 2 2-24 M.
STCPLWRGVPASLGNEELAREGK.
R

555 1 676.8735 43.07 2 36.3 10.5 0 110-122 R.SAAAQVFLLCCAR.N Wdown:Qdown 1.24
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Protein 346: PREDICTED: keratin, type II cuticular Hb3 isoform X1 [Homo sapiens]
Accession: gi|530400232 Score: 33.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 5.3
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

2096 1 1052.4199 -78.76 2 54.8 12.5 0 422-443 R.LCEGVEAAAPGVGLCAGISACR.A Carbamidomethyl: 2
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Protein 347: PREDICTED: filamin-B isoform X6 [Homo sapiens]
Accession: gi|530372129 Score: 33.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 233.6
Database Date: 2015-11-30 pI: 5.2

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

171 1 614.7837 -134.87 2 30.9 13.4 1 977-987 K.LDVTILSPSRK.V
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Protein 348: PREDICTED: diacylglycerol kinase iota isoform X2 [Homo sapiens]
Accession: gi|578814735 Score: 33.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.9
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 3
Quantitation
mdown:qdown Median: 1.70 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1635 1 1100.4411 -20.69 3 50.3 12.6 1 2-38 M.
NPSSSAGEEKGATGGSSSSGSGAGSCCLGAEGGADPR.
G

Carbamidomethyl: 26

800 2 451.4498 -220.69 3 38.5 10.1 0 228-238 K.EIVAISCSWCK.Q Carbamidomethyl: 7, 10 Wdown:Qdown 1.24
mdown:qdown 1.70

2495 1 735.4148 -22.06 2 61.6 10.5 2 275-287 K.VKKPQNSLKASNR.K
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Protein 349: serine/threonine-protein kinase 3 isoform 2 [Homo sapiens]
Accession: gi|372622373 Score: 33.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.4
Database Date: 2015-11-30 pI: 5.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2001 2 731.8177 -100.79 2 55.1 18.2 0 2-14 M.LQLMDSGITICLR.N
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Protein 350: uncharacterized protein C2orf78 [Homo sapiens]
Accession: gi|122937341 Score: 33.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.1
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.43 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.88 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530367561 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  C2orf78  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

273 1 572.6538 -235.90 2 32.1 17.4 1 886-895 K.AQQERENAAK.Y Wdown:Qdown 0.88
mdown:qdown 0.43
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Protein 351: E3 SUMO-protein ligase CBX4 [Homo sapiens]
Accession: gi|55770830 Score: 33.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.3
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1064 1 500.6481 -289.29 2 42.9 11.2 1 105-114 R.AKLDLGAQGK.G

443 1 699.2695 -110.76 3 34.5 10.6 1 228-249 K.GPPNGMMPAPKEAVTGNGIGGK.M Oxidation: 6
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Protein 352: membrane-bound transcription factor site-1 protease preproprotein [Homo sapiens]
Accession: gi|4506775 Score: 33.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.7
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.41 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.20 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1660 1 612.4256 151.20 3 49.3 12.0 1 387-404 R.MKPDIVTYGAGVRGSGVK.G Wdown:Qdown 1.20
mdown:qdown 1.41

1464 1 742.6304 -61.81 3 48.1 21.1 1 645-662 R.MKNDPLDWNGDHIHTNFR.D Oxidation: 1
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Protein 353: zinc finger protein 674 isoform 1 [Homo sapiens]
Accession: gi|89994742 Score: 33.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.2
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.6

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 0.33 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2101 1 599.9147 -53.58 3 56.4 11.0 2 378-392 R.THTKENIYECSKCGK.S Carbamidomethyl: 10 Wdown:Qdown 0.33

1639 1 1136.1099 81.18 2 50.4 11.8 2 546-565 R.THTGEKPYECRDCGKAFSGK.
S

Carbamidomethyl: 13
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Protein 354: PREDICTED: serine/arginine repetitive matrix protein 2 isoform X3 [Homo sapiens]
Accession: gi|530407861 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 281.3
Database Date: 2015-11-30 pI: 12.6

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

Quantitation
mdown:qdown Median: 0.54 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.36 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

2951 7 703.3519 -15.42 2 65.6 16.8 1 833-845 R.QSHSSSSPHPKVK.S

873 1 491.7878 51.39 2 39.7 16.0 1 1866-
1874

R.SRASPATHR.R Wdown:Qdown 0.36
mdown:qdown 0.54
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Protein 355: PREDICTED: mucin-6 isoform X1 [Homo sapiens]
Accession: gi|578840955 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2899 3 840.9173 97.31 2 65.0 13.7 0 168-182 K.YMGQMCGLCGNFDGK.V Carbamidomethyl: 6

1896 3 840.7895 -54.74 2 53.8 19.2 0 168-182 K.YMGQMCGLCGNFDGK.V Carbamidomethyl: 9
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Protein 356: PREDICTED: pleckstrin homology domain-containing family A member 4 isoform X3 
[Homo sapiens]

Accession: gi|530416942 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.5
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 7.4
No. of unique Peptides: 3

Quantitation
mdown:qdown Median: 0.66 CV: 30.90 % No. of Peptides: 3
Wdown:Qdown Median: 4.13 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

361 2 711.1755 -208.54 2 33.6 11.6 1 151-163 R.ASRAEGDDYGQPR.S Wdown:Qdown 4.13
mdown:qdown 0.43

375 1 603.6767 -228.84 2 33.8 10.1 0 300-312 R.GPPSEAGGGKPPR.S mdown:qdown 0.88

1037 1 945.4829 -32.03 2 41.7 11.1 2 565-582 R.ASSPEGRHLPSPQLGTKK.Y mdown:qdown 0.74
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Protein 357: H/ACA ribonucleoprotein complex subunit 4 isoform 3 [Homo sapiens]
Accession: gi|570700851 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.6
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1944 1 618.9252 -105.31 3 53.0 18.6 2 298-314 K.RLVMKDSAVNAICYGAK.I Oxidation: 4
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Protein 358: PREDICTED: kinesin-like protein KIF23 isoform X8 [Homo sapiens]
Accession: gi|578827640 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2419 1 1051.5349 69.41 2 58.6 10.1 0 240-258 R.SNSCSSISVASCISEWEQK.I Carbamidomethyl: 12
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Protein 359: fanconi-associated nuclease 1 isoform b [Homo sapiens]
Accession: gi|226246525 Score: 32.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|226246529 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
fanconi-associated nuclease 1 isoform b [Homo sapiens]

gi|226246527 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fanconi-associated nuclease 1 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

443 1 874.1657 67.87 3 34.2 13.4 2 25-49 K.KASNSIISCFNNAPPAKLACPVCSK.M Carbamidomethyl: 20
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Protein 360: 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
mdown:qdown Median: 0.39 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.00 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

953 2 663.8439 -18.59 2 40.4 32.7 0 45-56 K.SQVVAGTNYFIK.V Wdown:Qdown 2.00
mdown:qdown 0.39
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Protein 361: keratin, type I cuticular Ha2 [Homo sapiens]
Accession: gi|116488398 Score: 32.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.3
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2706 1 1051.5703 74.71 2 65.1 11.7 1 429-447 R.TVCVPRTVGMPCSPCPQGR.Y Carbamidomethyl: 12, 15

63 1 518.2825 104.44 3 30.0 10.0 1 435-448 R.TVGMPCSPCPQGRY.- Carbamidomethyl: 6
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Protein 362: elongator complex protein 1 [Homo sapiens]
Accession: gi|38569394 Score: 32.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 150.2
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2081 1 938.3438 -121.46 2 56.2 11.3 0 53-70 K.NEVSLVAEGFLPEDGSGR.I

2670 2 625.3045 66.40 2 61.7 21.2 0 453-464 K.CGDCPSADPTVK.L Carbamidomethyl: 4
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Protein 363: PREDICTED: multiple epidermal growth factor-like domains protein 6 isoform X4 
[Homo sapiens]

Accession: gi|578798522 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.9
Database Date: 2015-11-30 pI: 5.9
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

1769 1 682.2402 -68.51 3 52.1 11.4 0 704-721 R.GTFCEHACPAGFFGLDCR.S Carbamidomethyl: 4, 17

12 1 1103.5102 57.86 2 29.4 10.6 0 1198-
1219

R.CDCDGGAPCDPVTGLCLCPPGR.S Carbamidomethyl: 16
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Protein 364: C3 and PZP-like alpha-2-macroglobulin domain-containing protein 8 [Homo sapiens]
Accession: gi|118600977 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.2
Database Date: 2015-11-30 pI: 6.2

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

Quantitation
mdown:qdown Median: 0.69 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.61 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

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

K.
SWIIQQQQADGSFLAVGRVLNK.
D

Wdown:Qdown 1.61
mdown:qdown 0.69



Detailed Protein Report

565 / 2108

Protein 365: PREDICTED: serine/threonine-protein kinase B-raf isoform X2 [Homo sapiens]
Accession: gi|530387108 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.64 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.48 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

116 1 929.4622 17.68 2 30.9 16.0 1 184-199 K.ALMMRGLIPECCAVYR.I Oxidation: 3, 4 Wdown:Qdown 0.48
mdown:qdown 0.64
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Protein 366: protein FAM104A isoform 3 [Homo sapiens]
Accession: gi|574956994 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.8
Database Date: 2015-11-30 pI: 12.7

Sequence Coverage [%]: 40.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2594 1 974.3959 -62.39 3 60.7 16.5 2 1-32 -.MGGRGADAGSSGGTGPTEGYSPPAASTRAAAR.A
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Protein 367: PREDICTED: HMG box transcription factor BBX isoform X10 [Homo sapiens]
Accession: gi|578807613 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.5
Database Date: 2015-11-30 pI: 9.6
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

2908 1 939.4942 3.35 2 65.1 16.7 1 622-638 K.TLVSEGMLTSLRANVDR.G Oxidation: 7
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Protein 368: PREDICTED: cytoplasmic tyrosine-protein kinase BMX isoform X1 [Homo sapiens]
Accession: gi|578837945 Score: 32.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.9
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 5.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1584 1 1022.9716 -60.15 2 49.7 16.6 1 559-576 R.YVLDDQYVSSVGTKFPVK.W

2432 1 701.1001 113.81 3 58.7 15.7 0 592-609 K.SDVWAFGILMWEVFSLGK.Q Oxidation: 10
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Protein 369: PREDICTED: conserved oligomeric Golgi complex subunit 7 isoform X2 [Homo 
sapiens]

Accession: gi|530409377 Score: 32.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 5.2

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

1449 1 946.3990 -84.94 3 46.6 13.1 2 27-50 K.EDIKKFEQDTSQSMQVLVEIDQVK.S
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Protein 370: PREDICTED: insulin-like growth factor 1 receptor isoform X2 [Homo sapiens]
Accession: gi|530407102 Score: 32.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

1818 1 697.0290 127.81 3 51.4 10.3 0 56-73 K.ECGDLCPGTMEEKPMCEK.T Carbamidomethyl: 16; 
Oxidation: 10, 15

1420 1 669.8545 -38.10 2 46.5 11.2 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 371: PHD and RING finger domain-containing protein 1 isoform 4 [Homo sapiens]
Accession: gi|557440810 Score: 32.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 178.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1686 1 697.6744 -192.66 2 51.0 20.4 0 1-12 -.MDDDSLDELVAR.S Oxidation: 1
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Protein 372: NACHT, LRR and PYD domains-containing protein 2 isoform 3 [Homo sapiens]
Accession: gi|291463280 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 3
Quantitation
Wdown:Qdown 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

1358 1 727.3750 -33.15 2 45.7 10.3 1 710-722 R.VVFKNISPADAHR.N Wdown:Qdown 0.59

1270 1 419.0769 -336.69 2 44.6 11.0 0 864-870 K.FLCEGLR.Y

1197 1 786.4909 152.63 2 44.6 10.8 1 864-875 K.FLCEGLRYPECK.L Carbamidomethyl: 3, 11
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Protein 373: integrin beta-1-binding protein 2 [Homo sapiens]
Accession: gi|6912438 Score: 32.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 4.9

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

297 1 861.8427 115.33 3 32.8 21.3 2 46-68 K.RTVDFSEFLNIKGCTMGPHCAEK.L
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Protein 374: deoxyribonuclease-1-like 2 precursor [Homo sapiens]
Accession: gi|4503347 Score: 32.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.8
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 8.0

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578828006 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: deoxyribonuclease-1-like 2 isoform X3 [Homo sapiens]

gi|530407699 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: deoxyribonuclease-1-like 2 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1794 1 568.7414 -60.72 2 52.4 15.0 0 99-106 K.EMYLFVYR.K Oxidation: 2

1326 1 939.1023 103.59 2 45.3 17.0 2 214-229 R.AQDWAAIRLRSSEVFK.W
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Protein 375: Golgi apparatus protein 1 isoform 3 precursor [Homo sapiens]
Accession: gi|224586817 Score: 32.0
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 [%]: 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

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 376: DNA endonuclease RBBP8 isoform b [Homo sapiens]
Accession: gi|42718017 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.4
Database Date: 2015-11-30 pI: 6.2
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

2621 1 673.3610 86.09 2 63.5 12.5 0 194-204 K.LEHSVCANEMR.K Carbamidomethyl: 6



Detailed Protein Report

577 / 2108

Protein 377: PREDICTED: mediator of RNA polymerase II transcription subunit 12 isoform X3 
[Homo sapiens]

Accession: gi|530421861 Score: 31.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.6
Database Date: 2015-11-30 pI: 6.7

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

1964 5 753.7894 -104.99 2 54.7 14.5 1 989-1001 K.FGELFSDFCSKVK.N
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Protein 378: PREDICTED: uncharacterized protein LOC102725205, partial [Homo sapiens]
Accession: gi|578845222 Score: 31.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.5
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2662 1 933.9882 34.09 2 64.5 10.3 0 194-210 R.EAWPVSCSSIFLEVSGR.R

992 2 647.6724 -181.96 2 40.9 10.3 0 614-625 K.VEYADGGMPEAR.L

2897 1 655.6487 -212.02 2 65.0 11.2 0 614-625 K.VEYADGGMPEAR.L Oxidation: 8
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Protein 379: transient receptor potential cation channel subfamily M member 8 [Homo sapiens]
Accession: gi|109689695 Score: 31.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.6
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2072 1 731.2846 -37.73 2 56.1 12.0 1 1035-
1046

K.EKNMESSVCCFK.N Carbamidomethyl: 9



Detailed Protein Report

582 / 2108

Protein 380: PREDICTED: transcription factor TFIIIB component B'' homolog isoform X2 [Homo 
sapiens]

Accession: gi|578840763 Score: 31.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 289.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.23 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.02 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

138 1 613.7562 -197.90 2 31.0 10.7 1 1438-
1447

R.FKRPKPNLAR.A Wdown:Qdown 1.02
mdown:qdown 1.23

2728 1 806.1966 -169.47 2 65.4 11.0 0 2392-
2404

R.DDCQEYTTEVHSK.E Carbamidomethyl: 3
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Protein 381: PREDICTED: arf-GAP with GTPase, ANK repeat and PH domain-containing protein 3 
isoform X2 [Homo sapiens]

Accession: gi|530386889 Score: 31.7
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
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Protein 382: ras and Rab interactor 2 isoform 2 [Homo sapiens]
Accession: gi|18466802 Score: 31.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.1
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 2.0
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
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Protein 383: mothers against decapentaplegic homolog 3 isoform 1 [Homo sapiens]
Accession: gi|5174513 Score: 31.7
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 [%]: 7.1

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.97 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1610 1 1100.1365 -2.93 2 50.0 20.3 2 1-19 -.MSSILPFTPPIVKRLLGWK.K Oxidation: 1

1152 2 644.3310 -22.52 2 43.1 11.4 1 64-74 K.CITIPRSLDGR.L Carbamidomethyl: 1 mdown:qdown 0.97
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Protein 384: serine/threonine-protein kinase WNK3 isoform 2 [Homo sapiens]
Accession: gi|50845416 Score: 31.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.7
Database Date: 2015-11-30 pI: 5.4

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

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

1147 1 956.4746 -119.29 1 43.0 10.6 2 486-493 R.DRVTPIKK.T

1472 1 918.1282 -10.85 3 46.9 10.8 2 1414-
1441

R.EILTAGKQPSSDSEFSASLAGSGKSVAK.T
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Protein 385: PREDICTED: putative tripartite motif-containing protein 61 isoform X1 [Homo sapiens]
Accession: gi|578809113 Score: 31.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.4
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578809117 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: putative tripartite motif-containing protein 61 isoform X3 
[Homo sapiens]

gi|578809115 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: putative tripartite motif-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

1483 1 620.0670 154.80 3 47.3 17.2 0 358-373 K.DKPEWILGVCNDCLPR.R
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Protein 386: tetratricopeptide repeat protein 37 [Homo sapiens]
Accession: gi|7662078 Score: 31.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.4
Database Date: 2015-11-30 pI: 8.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.29 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1224 1 533.6546 -167.61 2 44.0 14.5 1 113-120 K.QKWCDVCK.K Carbamidomethyl: 7 mdown:qdown 1.29



Detailed Protein Report

592 / 2108

Protein 387: keratin, type II cuticular Hb2 [Homo sapiens]
Accession: gi|27477127 Score: 31.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.6
Database Date: 2015-11-30 pI: 6.4
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

1841 1 1057.4972 -8.19 2 51.7 10.5 0 160-177 R.CCQTNIEPIFEGYISALR.R Carbamidomethyl: 2
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Protein 388: centromere-associated protein E isoform 2 [Homo sapiens]
Accession: gi|557878612 Score: 31.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 301.6
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1



Detailed Protein Report

594 / 2108



Detailed Protein Report

595 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1821 1 920.3533 -110.00 2 52.8 20.0 2 2474-
2489

R.EAHKQVTCENSPKSPK.V Carbamidomethyl: 8
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Protein 389: beta-crystallin B1 [Homo sapiens]
Accession: gi|4503061 Score: 31.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.0
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 13.5
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2177 1 1051.4295 -96.54 2 55.7 20.8 1 1-22 -.MSQAAKASASATVAVNPGPDTK.G

2974 1 729.3714 20.28 2 65.9 10.5 0 203-214 R.GYQYLLEPGDFR.H
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Protein 390: wee1-like protein kinase 2 [Homo sapiens]
Accession: gi|157738687 Score: 31.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.9
Database Date: 2015-11-30 pI: 6.1

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

1295 2 1023.3898 -86.03 2 45.9 14.1 1 12-28 R.QKLNFSYCEETEIEGQK.K

135 1 725.9700 90.61 2 30.9 17.2 0 378-391 K.IGDLGHATSINKPK.V
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Protein 391: cytoplasmic phosphatidylinositol transfer protein 1 isoform b [Homo sapiens]
Accession: gi|32307142 Score: 31.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.7
Database Date: 2015-11-30 pI: 5.3

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

38 1 918.9134 2.10 2 29.2 16.1 1 171-185 R.EGWRDSHQPIMCSYK.L
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Protein 392: zinc finger protein 486 [Homo sapiens]
Accession: gi|150170665 Score: 31.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.6
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.5

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2109 1 1065.5116 14.23 2 54.9 10.5 2 296-313 K.CKECDKAFNHPATLSSHK.K Carbamidomethyl: 1, 4

2242 1 961.4221 -46.22 2 56.7 10.2 2 314-329 K.KIHTGEKPYTCDKCGK.A Carbamidomethyl: 11, 14

1341 1 699.4714 135.76 2 46.5 10.5 1 327-339 K.CGKAFISSSILSK.H Carbamidomethyl: 1
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Protein 393: pyrroline-5-carboxylate reductase 2 isoform 2 [Homo sapiens]
Accession: gi|410991931 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 14.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

290 1 1074.7498 98.90 2 33.0 17.1 2 121-141 K.MGLPRRLAIQLGAQALLGAAK.M
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Protein 394: PREDICTED: zinc finger protein 649 isoform X1 [Homo sapiens]
Accession: gi|530417068 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.8
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 10.8
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2142 1 882.4021 -87.85 2 55.4 12.7 2 53-68 K.RIHTGKKPHVCSLCGK.A

1729 1 848.5007 100.59 3 51.6 18.4 2 227-249 K.TPFVCPECGQPCSQKSGLIRHQK.I
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Protein 395: PREDICTED: zinc finger protein 468 isoform X2 [Homo sapiens]
Accession: gi|578835091 Score: 31.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.3
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 4.5
No. of unique Peptides: 2

Quantitation
Wdown:Qdown Median: 0.19 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

1828 4 673.2559 -104.81 2 52.9 19.8 1 159-169 R.EKSFECIQSFK.S

232 1 563.7487 -90.74 2 32.3 11.2 1 170-179 K.SFNCSSLLKK.H Wdown:Qdown 0.19
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Protein 396: PREDICTED: zinc finger CCCH domain-containing protein 7A isoform X4 [Homo 
sapiens]

Accession: gi|530407964 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.6
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl 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

2596 1 658.6717 -192.67 2 61.1 11.2 0 198-209 K.DNSTACSHPVTK.H Carbamidomethyl: 6

202 1 999.6888 178.38 1 31.7 19.7 0 327-335 R.NGQVIEPDK.N
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Protein 397: 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 398: PREDICTED: short transient receptor potential channel 7 isoform X1 [Homo sapiens]
Accession: gi|530380051 Score: 30.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.5
Database Date: 2015-11-30 pI: 9.0

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

965 1 607.1283 -333.12 1 41.6 14.2 0 342-346 K.MCLIK.L
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Protein 399: 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
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Protein 400: thrombospondin type-1 domain-containing protein 7B [Homo sapiens]
Accession: gi|122937257 Score: 30.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.5
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 2.43 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

122 1 981.4639 -1.83 2 30.8 11.7 0 822-838 K.QTNGMPLLVQECTVPCR.E Carbamidomethyl: 16; 
Oxidation: 5

Wdown:Qdown 0.71
mdown:qdown 2.43

1180 1 883.7188 -3.03 3 44.4 19.1 1 1443- R. Carbamidomethyl: 2, 6, 13
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1465 QCIPACRKPFSYCTQGGVCGCEK.
G
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Protein 401: centrosome-associated protein 350 [Homo sapiens]
Accession: gi|171184451 Score: 30.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 350.7
Database Date: 2015-11-30 pI: 5.9

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

Quantitation
mdown:qdown Median: 0.70 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

2836 5 973.5061 1.61 2 64.6 19.7 1 329-347 K.VATAPPAPAYKGFNPSETK.I

316 1 966.9340 -27.85 2 33.3 11.1 2 1795-
1812

K.LKSAGESKLDSHSDDDTK.D Wdown:Qdown 0.75
mdown:qdown 0.70



Detailed Protein Report

612 / 2108

Protein 402: myosin-IIIb isoform 1 [Homo sapiens]
Accession: gi|284172510 Score: 30.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.5
Database Date: 2015-11-30 pI: 8.7

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

1349 2 926.7733 -30.95 3 45.6 14.9 1 495-518 K.YLEMMFTPTGVVMGARISEYLLEK.S
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Protein 403: PREDICTED: probable JmjC domain-containing histone demethylation protein 2C 
isoform X6 [Homo sapiens]

Accession: gi|530393271 Score: 30.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 250.9
Database Date: 2015-11-30 pI: 9.0

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

1263 1 1019.5782 7.40 1 45.5 17.4 1 1912-
1919

K.KMNISLWK.A
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Protein 404: PREDICTED: probable tubulin polyglutamylase TTLL2 isoform X1 [Homo sapiens]
Accession: gi|578812991 Score: 30.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 9.4

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

Quantitation
mdown:qdown Median: 2.82 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

531 1 542.2992 -6.22 2 35.3 12.3 1 239-248 K.IKEVIGHGCK.W mdown:qdown 2.82

89 1 647.9192 -109.54 3 30.5 18.2 1 447-463 K.TLMPYASLFQSHSCKTK.T



Detailed Protein Report

617 / 2108

Protein 405: zinc-binding alcohol dehydrogenase domain-containing protein 2 [Homo sapiens]
Accession: gi|28557745 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.1
Database Date: 2015-11-30 pI: 9.2
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

26 6 1068.4724 -95.51 2 29.6 14.6 2 1-19 -.MLRLVPTGARAIVDMSYAR.H Oxidation: 1
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Protein 406: 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
mdown:qdown Median: 4.15 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

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

Wdown:Qdown 1.18
mdown:qdown 4.15
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Protein 407: calcium-binding mitochondrial carrier protein SCaMC-1 isoform 2 [Homo sapiens]
Accession: gi|47458041 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.3
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 7.2

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.57 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.08 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

9 1 803.7023 -37.89 3 29.3 14.8 1 394-414 R.
MQAQAMLEGSPQLNMVGLFRR.
I

Oxidation: 1, 15 mdown:qdown 0.57
Wdown:Qdown 1.08
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Protein 408: armadillo repeat-containing X-linked protein 2 [Homo sapiens]
Accession: gi|7662162 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.6
Database Date: 2015-11-30 pI: 9.3

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

Alias proteins:
Accession Name Description
gi|532691767 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
armadillo repeat-containing X-linked protein 2 [Homo sapiens]

gi|530433311 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X9 [Homo sapiens]

gi|530433309 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X8 [Homo sapiens]

gi|530433307 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X7 [Homo sapiens]

gi|530433305 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X6 [Homo sapiens]

gi|530433303 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X5 [Homo sapiens]

gi|530433299 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X3 [Homo sapiens]

gi|530433297 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X2 [Homo sapiens]

gi|530433295 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X1 [Homo sapiens]

gi|29540562 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

armadillo repeat-containing X-linked protein 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2790 1 853.4116 -28.91 2 63.3 15.1 1 594-609 K.GSLFYLCTTSGVCVKK.I
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Protein 409: intraflagellar transport protein 122 homolog isoform 7 [Homo sapiens]
Accession: gi|526253060 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.4
Database Date: 2015-11-30 pI: 6.8

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

2627 3 665.3628 29.07 2 61.5 19.4 0 42-53 R.NDILAVADWGQK.V

2085 1 731.3255 -153.98 2 56.2 10.9 2 813-824 K.LRGLYIPARFQK.S
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Protein 410: protein limb expression 1 homolog [Homo sapiens]
Accession: gi|167466286 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.9
Database Date: 2015-11-30 pI: 5.3

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

2110 1 902.3468 -108.11 2 56.5 14.0 2 202-215 K.MRSHMALDWIMKER.D
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Protein 411: CMP-N-acetylneuraminate-beta-1,4-galactoside alpha-2,3-sialyltransferase isoform n 
[Homo sapiens]

Accession: gi|394953753 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

146 2 657.8165 -71.56 2 31.1 10.8 0 113-125 R.CIIVGNGGVLANK.S Carbamidomethyl: 1

2295 3 1131.4541 -161.50 1 57.1 19.5 1 220-230 K.ARVITDLSSGI.-
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Protein 412: PREDICTED: PR domain zinc finger protein 1 isoform X1 [Homo sapiens]
Accession: gi|530383954 Score: 30.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.8
Database Date: 2015-11-30 pI: 9.9
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

1540 3 598.8105 61.20 2 47.8 11.5 0 129-138 R.GSPEMPFYPR.V Oxidation: 5
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Protein 413: PREDICTED: nuclear receptor subfamily 1 group D member 2 isoform X1 [Homo 
sapiens]

Accession: gi|530373510 Score: 30.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.6
Database Date: 2015-11-30 pI: 9.9
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

1576 1 1011.7169 -72.08 3 49.6 10.7 1 96-124 K.FSGMVLLCKVCGDVASGFHYGVHACEGCK.G Oxidation: 4
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Protein 414: telomerase protein component 1 [Homo sapiens]
Accession: gi|21536371 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 290.3
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 0.9
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
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Protein 415: 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 416: PREDICTED: pericentriolar material 1 protein isoform X28 [Homo sapiens]
Accession: gi|578815347 Score: 30.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.4
Database Date: 2015-11-30 pI: 5.3

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

54 2 809.3848 -118.90 2 29.9 12.2 1 397-411 R.ALQGRQAALLALQHK.A

1791 1 732.8049 117.99 3 52.4 17.8 1 1544-
1562

R.ALYALQDIVSRHISESHEK.G
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Protein 417: protein FAM83G [Homo sapiens]
Accession: gi|115392150 Score: 30.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 1.11 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.80 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1617 1 712.0414 -43.20 3 48.9 13.8 2 33-51 R.LALEALVARGRDAFYEVLK.R

568 5 492.7372 -37.03 2 35.9 16.2 0 44-51 R.DAFYEVLK.R Wdown:Qdown 0.80
mdown:qdown 1.11
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Protein 418: nuclear receptor coactivator 4 isoform 3 [Homo sapiens]
Accession: gi|14149617 Score: 30.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

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

88 1 1103.5131 90.47 2 29.8 12.6 0 406-424 R.ANEPCTSFAECVCDENCEK.E Carbamidomethyl: 5, 17
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Protein 419: MLX-interacting protein [Homo sapiens]
Accession: gi|111955326 Score: 30.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.1
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

717 1 866.9167 32.26 2 37.8 13.5 0 737-751 K.MCFDMLNSLISNNSK.L Oxidation: 1
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Protein 420: PREDICTED: neurexin-2-beta isoform X15 [Homo sapiens]
Accession: gi|578821888 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.0
Database Date: 2015-11-30 pI: 5.5
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

2853 1 650.6072 -52.95 3 64.3 10.2 2 427-444 R.ETLKQCASAPCRNGGVCR.E Carbamidomethyl: 6
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Protein 421: FCH domain only protein 1 isoform a [Homo sapiens]
Accession: gi|239049440 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.0
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1900 1 693.7929 -23.70 2 53.8 12.5 0 2-12 M.SYFGEHFWGEK.N

2590 1 731.8881 54.25 2 62.9 17.4 1 879-891 R.RFATAAPPQGCTW.- Carbamidomethyl: 11
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Protein 422: PREDICTED: zinc finger protein 280D isoform X2 [Homo sapiens]
Accession: gi|530406054 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.5
Database Date: 2015-11-30 pI: 10.7

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

44 1 634.4553 151.04 2 29.2 11.9 0 936-947 R.NVNNLTVGPALR.L
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Protein 423: PREDICTED: RING finger protein 17 isoform X9 [Homo sapiens]
Accession: gi|578824965 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 174.6
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2739 1 698.3923 -31.29 4 63.2 12.7 0 628-652 K.LIIQKPVNSSLMLTVCLSHAILIVK.V Carbamidomethyl: 16

2279 4 863.8727 -142.91 2 57.0 17.3 2 1375-
1389

R.VNKKVEALPPLTDFR.T
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Protein 424: homeobox protein cut-like 2 [Homo sapiens]
Accession: gi|116517292 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.6
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.45 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.05 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

561 2 661.2196 -178.61 2 35.9 14.0 1 912-922 K.NGICQRIFGEK.V Carbamidomethyl: 4 Wdown:Qdown 1.05
mdown:qdown 0.45
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Protein 425: treslin [Homo sapiens]
Accession: gi|118421085 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.7
Database Date: 2015-11-30 pI: 9.8

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

949 1 473.1120 -311.20 2 41.4 19.1 1 1005-
1012

K.GDEISLRR.S
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Protein 426: caspase recruitment domain-containing protein 9 isoform 2 [Homo sapiens]
Accession: gi|16554562 Score: 29.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1767 1 627.2880 -179.52 2 50.6 12.0 1 60-70 R.KVGVLLDILQR.T
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Protein 427: zinc finger protein ZIC 5 [Homo sapiens]
Accession: gi|118766337 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.4
Database Date: 2015-11-30 pI: 9.9
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

2925 1 1018.9798 -14.49 2 65.7 18.1 0 202-222 R.DLSATAPAAAMHGAPLGGEQR.S Oxidation: 11

2142 1 1052.3280 -209.35 1 57.0 11.7 2 531-539 R.KFANSSDRK.K



Detailed Protein Report

643 / 2108

Protein 428: rho GTPase-activating protein 11A isoform 3 [Homo sapiens]
Accession: gi|557128992 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 5.4
No. of unique Peptides: 2

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

2089 3 682.6083 -53.17 3 54.7 11.6 0 386-404 K.HNSNITSSPLSGDENNMTK.E

2804 1 698.3677 40.53 4 64.2 18.2 2 716-741 K.SMSCEESNIGAISKSSMELPSKSFLK.M
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Protein 429: pyruvate carboxylase, mitochondrial precursor [Homo sapiens]
Accession: gi|106049292 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.6
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578821479 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: pyruvate carboxylase, mitochondrial isoform X5 [Homo 
sapiens]

gi|578821475 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: pyruvate carboxylase, mitochondrial isoform X4 [Homo 
sapiens]

gi|530396856 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: pyruvate carboxylase, mitochondrial isoform X3 [Homo 
sapiens]

gi|530396854 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: pyruvate carboxylase, mitochondrial isoform X2 [Homo 
sapiens]

gi|106049528 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

pyruvate carboxylase, mitochondrial precursor [Homo sapiens]

gi|106049295 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

pyruvate carboxylase, mitochondrial precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

511 1 706.0223 94.27 2 35.3 14.9 2 1120-
1133

K.VIDIKVVAGAKVAK.G



Detailed Protein Report

645 / 2108

Protein 430: basement membrane-specific heparan sulfate proteoglycan core protein precursor 
[Homo sapiens]

Accession: gi|126012571 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 468.5
Database Date: 2015-11-30 pI: 6.1

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

362 1 457.1238 -295.03 2 33.9 17.6 0 4004-
4012

R.SAEPLALGR.W
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Protein 431: PREDICTED: thrombospondin type-1 domain-containing protein 7A isoform X4 [Homo 
sapiens]

Accession: gi|578813343 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 169.7
Database Date: 2015-11-30 pI: 9.0
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

2861 1 795.7251 11.18 3 64.4 16.9 1 253-272 R.YSLHVGPWSTCSMPHSRQVR.Q Carbamidomethyl: 11

1536 2 977.3535 -97.31 2 47.7 12.7 1 394-409 R.QFPIGSEKECPEFEEK.E Carbamidomethyl: 10
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Protein 432: PREDICTED: zinc finger protein 33B isoform X3 [Homo sapiens]
Accession: gi|578819760 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.3
Database Date: 2015-11-30 pI: 9.9

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

2070 1 682.5545 -123.95 3 56.0 12.2 1 752-768 K.HQRSHTGEKPYECNTCR.K
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Protein 433: PREDICTED: integrin alpha-11 isoform X2 [Homo sapiens]
Accession: gi|530405525 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.0
Database Date: 2015-11-30 pI: 6.0

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

294 1 680.1976 -193.61 2 33.0 14.9 0 789-799 K.QVCNVSYPFFR.A
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Protein 434: kinesin light chain 4 isoform c [Homo sapiens]
Accession: gi|19923891 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.1
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 12.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1691 1 1293.5862 -85.42 2 49.8 17.1 1 213-235 R.TLHNLVIQYAAQGRYEVAVPLCK.Q
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Protein 435: matrix metalloproteinase-27 precursor [Homo sapiens]
Accession: gi|73808268 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.0
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

2773 1 1051.5696 39.22 2 66.0 16.6 2 425-442 R.VDAAFQYKGFFFFSRGSK.Q
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Protein 436: PREDICTED: sp110 nuclear body protein isoform X3 [Homo sapiens]
Accession: gi|530370295 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2672 1 484.7588 30.75 2 61.7 13.8 1 460-466 R.DMRLMFR.N mdown:qdown 1.30
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Protein 437: PREDICTED: janus kinase and microtubule-interacting protein 3 isoform X5 [Homo 
sapiens]

Accession: gi|530394820 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.7
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation 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

1669 1 1045.0250 19.09 2 50.8 18.3 0 860-879 R.TAAPIPFPGMCSIPCQAGVR.T Carbamidomethyl: 15; 
Oxidation: 10
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Protein 438: interferon-induced guanylate-binding protein 2 [Homo sapiens]
Accession: gi|38327558 Score: 29.3
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 439: zinc finger and SCAN domain-containing protein 29 [Homo sapiens]
Accession: gi|109715825 Score: 29.3
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

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

1688 1 1136.5634 -13.85 2 49.6 11.2 1 438-456 R.NSQLYGAVAERLWEYGFLR.T
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Protein 440: CDK5 regulatory subunit-associated protein 2 isoform c [Homo sapiens]
Accession: gi|440309853 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.5
Database Date: 2015-11-30 pI: 5.4

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

578 1 575.8071 -12.69 2 36.1 15.6 1 1558-
1566

K.LTLEEAYRR.L
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Protein 441: adenylate cyclase type 9 [Homo sapiens]
Accession: gi|50959205 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 150.6
Database Date: 2015-11-30 pI: 7.3

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

1840 1 920.8515 -101.83 2 53.0 12.7 2 1235-
1249

K.GQMKTYLYPKCTDHR.V
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Protein 442: zinc finger protein 740 [Homo sapiens]
Accession: gi|51972182 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.8
Database Date: 2015-11-30 pI: 10.5
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

1915 2 655.2467 -50.69 2 52.6 13.1 1 162-171 R.CHQCFSRTDR.L Carbamidomethyl: 4

1903 2 655.2746 -8.02 2 52.5 16.0 1 162-171 R.CHQCFSRTDR.L Carbamidomethyl: 1
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Protein 443: PREDICTED: phosphatidylinositol-glycan-specific phospholipase D isoform X3 [Homo 
sapiens]

Accession: gi|530381810 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.7
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.80 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

257 1 625.9672 -15.19 3 32.4 29.2 1 595-611 R.VYVYNGKETTLGDMTGK.C Wdown:Qdown 0.71
mdown:qdown 0.80
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Protein 444: ADP/ATP translocase 1 [Homo sapiens]
Accession: gi|55749577 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 11.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2202 1 1051.1584 137.54 2 57.7 12.3 2 246-263 K.GADIMYTGTVDCWRKIAK.D Carbamidomethyl: 12; 
Oxidation: 5
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Protein 445: 5'-nucleotidase isoform 1 preproprotein [Homo sapiens]
Accession: gi|4505467 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.3
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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 446: putative Polycomb group protein ASXL3 [Homo sapiens]
Accession: gi|149944526 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 241.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation 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

1390 1 1030.1245 -9.16 3 47.1 12.9 0 1681-
1709

R.MDTEDFPGPELPPPAAEGASSVQQTQNMK.A Oxidation: 1
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Protein 447: PREDICTED: histone-lysine N-methyltransferase SETD2 isoform X3 [Homo sapiens]
Accession: gi|578806017 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 253.1
Database Date: 2015-11-30 pI: 6.6

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

2100 1 707.7227 -113.09 2 54.8 14.1 1 422-432 R.SERSHYYDSDR.R
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Protein 448: PREDICTED: putative Polycomb group protein ASXL1 isoform X6 [Homo sapiens]
Accession: gi|578835836 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 159.1
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2381 1 937.9548 9.34 2 58.5 11.6 0 38-55 R.SGTSPLACLNAMLHSNSR.G Oxidation: 12

2764 2 922.4660 80.47 2 65.9 17.3 0 905-921 R.GGSDSNGSYCQQVDIEK.L Carbamidomethyl: 10
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Protein 449: 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 450: PREDICTED: ryanodine receptor 1 isoform X3 [Homo sapiens]
Accession: gi|578834746 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 563.6
Database Date: 2015-11-30 pI: 5.1
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

2128 1 1051.4436 -85.59 2 55.2 12.7 1 901-917 K.RLHPCLVDFHSLPEPER.N Carbamidomethyl: 5
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Protein 451: PREDICTED: protein TBATA isoform X13 [Homo sapiens]
Accession: gi|578819092 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.1
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 9.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2340 2 953.1627 151.14 2 57.7 17.7 2 96-113 K.YSAETGRLIPASTRAVGR.R
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Protein 452: PREDICTED: eukaryotic translation initiation factor 5B isoform X1 [Homo sapiens]
Accession: gi|530368915 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.6
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

129 1 680.3267 -74.77 2 31.0 13.0 2 765-777 K.KSPDSDVAATLKK.Q
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Protein 453: zinc finger protein 581 [Homo sapiens]
Accession: gi|7705495 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.0
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.7

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578834534 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 581 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1072 2 984.1823 6.75 3 42.1 11.2 2 127-153 R.ASHLARHHSIHLAGGGRPHGCPLCPRR.F Carbamidomethyl: 24

1056 2 984.2136 38.53 3 41.9 17.6 2 127-153 R.ASHLARHHSIHLAGGGRPHGCPLCPRR.F Carbamidomethyl: 21
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Protein 454: follistatin-related protein 1 precursor [Homo sapiens]
Accession: gi|5901956 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.0
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl 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

2625 1 671.8235 5.72 2 61.5 11.9 0 72-81 K.TYLNHCELHR.D Carbamidomethyl: 6



Detailed Protein Report

678 / 2108

Protein 455: tyrosine-protein kinase TXK [Homo sapiens]
Accession: gi|148596974 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.2
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.5

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.34 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.88 CV: 171.26 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

169 1 898.4349 69.51 3 31.3 11.6 0 1-23 -.
MILSSYNTIQSVFCCCCCCSVQK.
R

Carbamidomethyl: 14, 15; 
Oxidation: 1

Wdown:Qdown 0.58

866 2 583.6973 -174.23 2 40.3 17.2 0 395-405 R.NCLVSSTCIVK.I Wdown:Qdown 6.04
mdown:qdown 0.34
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Protein 456: 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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Protein 457: protein MROH8 isoform 1 [Homo sapiens]
Accession: gi|194595501 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.2
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

1490 1 977.1102 85.91 2 48.4 10.9 1 774-789 K.DWLQDGNHLFRILGLR.G mdown:qdown 0.60
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Protein 458: integrin alpha-E precursor [Homo sapiens]
Accession: gi|148728188 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1655 1 896.8887 87.41 3 49.2 13.3 0 306-330 K.VMVVLTDGGIFEDPLNLTTVINSPK.M Oxidation: 2

2277 1 816.2926 -144.34 2 58.7 15.3 1 1098-
1111

K.SLYEGLNAENHRTK.I



Detailed Protein Report

682 / 2108

Protein 459: WD repeat-containing protein 89 [Homo sapiens]
Accession: gi|18087841 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.2
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 7.5
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|384871679 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
WD repeat-containing protein 89 [Homo sapiens]

gi|57165359 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

WD repeat-containing protein 89 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2497 1 709.8401 -97.59 2 61.6 14.1 2 54-64 R.IYDKERLNVLR.E

633 1 1042.1848 135.88 2 37.2 14.5 2 365-382 K.IASSVHQRVRVHSNDSYK.R
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Protein 460: LIM domain only protein 3 isoform 1 [Homo sapiens]
Accession: gi|21361802 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.6
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 26.2

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 1.61 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578822949 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: LIM domain only protein 3 isoform X2 [Homo sapiens]

gi|578822947 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: LIM domain only protein 3 isoform X1 [Homo sapiens]

gi|343790979 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

LIM domain only protein 3 isoform 1 [Homo sapiens]

gi|343790975 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

LIM domain only protein 3 isoform 1 [Homo sapiens]

gi|47778935 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

LIM domain only 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 Ratios

2251 1 952.9306 80.50 2 56.8 15.2 1 32-46 K.YWHEDCLKCACCDCR.L Carbamidomethyl: 14

459 1 820.1336 71.06 3 35.1 13.3 1 70-92 R.
LFGVTGNCAACSKLIPAFEMVMR.
A

Wdown:Qdown 1.61
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Protein 461: PREDICTED: protein ELYS isoform X2 [Homo sapiens]
Accession: gi|578802192 Score: 28.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 252.3
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2789 1 735.0657 -23.60 3 66.4 12.6 2 1010-
1028

R.KLAIERAKPYHLSTSSVFR.L
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Protein 462: ephrin type-A receptor 6 isoform a [Homo sapiens]
Accession: gi|145312251 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.5
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

2727 2 698.3840 -68.94 2 63.0 12.0 0 591-604 K.APSVIITGLKPATK.Y
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Protein 463: PREDICTED: ankyrin repeat domain-containing protein 24 isoform X6 [Homo sapiens]
Accession: gi|578833058 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.1
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1938 1 780.7925 -113.31 2 52.9 10.6 2 725-738 K.CEAAEAEAGRLRER.V
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Protein 464: PREDICTED: contactin-associated protein-like 3B isoform X6 [Homo sapiens]
Accession: gi|578816699 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.3
Database Date: 2015-11-30 pI: 9.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1888 1 899.4768 -2.42 2 52.3 14.7 1 400-414 R.TWNRAGHLLFGELQR.G

1567 1 919.5953 159.08 2 49.4 13.7 1 1071-
1090

R.GHVAPMARCAAGAASGSPAR.E
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Protein 465: metallothionein-1G [Homo sapiens]
Accession: gi|10835230 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.1
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 62.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

834 1 703.6768 119.69 3 39.8 13.8 0 1-20 -.MDPNCSCAAGVSCTCASSCK.C Carbamidomethyl: 5, 15, 19

2136 1 1019.7667 -122.67 2 56.9 14.5 2 26-43 K.CTSCKKSCCSCCPVGCAK.C Carbamidomethyl: 1, 11, 
12, 16
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Protein 466: mediator of RNA polymerase II transcription subunit 24 isoform 2 [Homo sapiens]
Accession: gi|119220575 Score: 28.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.9
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|392583926 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
mediator  of  RNA  polymerase  II  transcription  subunit  24  isoform  2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1772 1 793.3983 26.85 2 50.8 14.1 1 18-29 R.WSDYQWAINMKK.F Oxidation: 10
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Protein 467: lysine-specific demethylase 3A [Homo sapiens]
Accession: gi|20357522 Score: 28.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

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

81 1 821.0339 -27.87 3 30.4 17.2 2 457-480 K.AGVNSDSPNNCSGKKVEPSALACR.S Carbamidomethyl: 23
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Protein 468: zinc finger protein 441 [Homo sapiens]
Accession: gi|193083160 Score: 28.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.65 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

2763 1 1022.5215 80.04 2 63.0 13.2 1 256-272 K.QCGKAFSCSCYTQLYER.T Carbamidomethyl: 2

864 1 893.3321 -112.97 2 40.2 15.1 1 464-478 R.VHEKTHTGEKPYECK.Q mdown:qdown 1.65
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Protein 469: PREDICTED: ubiquitin carboxyl-terminal hydrolase 24 isoform X1 [Homo sapiens]
Accession: gi|530362258 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 275.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.0

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.09 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.24 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

143 2 849.3662 -2.35 2 31.0 11.7 1 1010-
1024

K.LMPTADDDMARSCAK.S Carbamidomethyl: 13; 
Oxidation: 2

Wdown:Qdown 1.24
mdown:qdown 1.09
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Protein 470: PREDICTED: RING finger protein 112 isoform X3 [Homo sapiens]
Accession: gi|578830030 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.2
Database Date: 2015-11-30 pI: 9.8
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

2148 1 1062.3966 -148.73 1 57.0 17.9 1 128-136 R.MGAINRCLK.H Carbamidomethyl: 7
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Protein 471: AP-3 complex subunit delta-1 isoform 2 [Homo sapiens]
Accession: gi|117553580 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.1
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Quantitation
mdown:qdown 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

545 1 592.3161 -55.37 2 35.4 15.2 1 17-26 K.NLQDLVRGIR.N mdown:qdown 0.50

1829 1 682.2682 -136.57 3 52.9 13.0 2 343-359 K.DLILQCLDDKDESIRLR.A
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Protein 472: von Willebrand factor D and EGF domain-containing protein precursor [Homo sapiens]
Accession: gi|209571555 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.7
Database Date: 2015-11-30 pI: 5.3
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

2213 1 916.8887 8.94 2 56.3 16.8 0 165-181 R.LHPCGSDETETGGDCVR.Q Carbamidomethyl: 15

2186 1 1159.9541 -107.87 2 55.8 11.4 1 1026-
1046

K.FSNPKITVIYDGACQVCGLYK.N
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Protein 473: eyes absent homolog 1 isoform 5 [Homo sapiens]
Accession: gi|568384804 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.8
Database Date: 2015-11-30 pI: 5.7

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

2746 1 683.0052 -51.66 3 65.6 13.5 2 426-444 R.KVVYVVIGDGVEEEQGAKK.H
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Protein 474: SCO-spondin precursor [Homo sapiens]
Accession: gi|134031945 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 547.1
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl 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

1675 2 1136.5319 16.36 2 49.5 14.8 1 2854-
2875

R.GRSCSSLAPGDTTCPGPHSQTR.D Carbamidomethyl: 4

1364 1 669.3350 -3.76 2 45.8 13.3 1 3671-
3682

R.RCARPPCPGPAR.Q Carbamidomethyl: 2
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Protein 475: growth arrest-specific protein 7 isoform a [Homo sapiens]
Accession: gi|41406076 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.2
Database Date: 2015-11-30 pI: 6.3

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

2697 1 596.2791 -61.86 3 62.6 14.1 0 70-86 K.DPQGNGTVAGFELLLQK.Q
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Protein 476: transmembrane protein 151A [Homo sapiens]
Accession: gi|23397566 Score: 28.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

136 1 977.7569 -49.80 3 31.1 10.2 2 355-381 R.QLVPSYSEAVVMGAGSGAYLRGCQRCR.R Carbamidomethyl: 23; 
Oxidation: 12

1863 1 864.4736 -15.26 2 52.0 17.8 2 414-430 R.ATPGVFRSLSGGPLGRR.G
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Protein 477: SWI/SNF complex subunit SMARCC2 isoform b [Homo sapiens]
Accession: gi|21237808 Score: 28.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.8
Database Date: 2015-11-30 pI: 5.3
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

1963 2 696.2530 -136.00 2 54.6 12.3 1 488-499 R.RNLAGDVCAIMR.V Carbamidomethyl: 8; 
Oxidation: 11
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Protein 478: PREDICTED: probable ATP-dependent RNA helicase DDX11 isoform X15 [Homo 
sapiens]

Accession: gi|578822806 Score: 28.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.9
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation 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

2190 1 966.3871 -90.93 2 57.6 10.3 2 1-19 -.MPLDGVRDSGMASRGPAAK.D Oxidation: 11

1689 1 932.9135 -80.83 2 51.0 17.7 2 543-558 R.KLFGFTERYGAVFSSR.E
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Protein 479: PREDICTED: putative dehydrogenase/reductase SDR family member 4-like 2 isoform 
X1 [Homo sapiens]

Accession: gi|578826096 Score: 28.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 10.2
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 3.09 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

36 1 660.7253 -206.67 2 29.1 13.6 2 16-27 K.SVRLASSGMTRR.D Wdown:Qdown 3.09
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Protein 480: PREDICTED: egl nine homolog 1 isoform X1 [Homo sapiens]
Accession: gi|530366273 Score: 28.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.1
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 11.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1622 1 1100.2202 -32.79 3 50.2 17.8 0 160-192 K.ANLYPPSNTPGDALSPGGGLRPNGQTKPLPALK.L
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Protein 481: PREDICTED: RANBP2-like and GRIP domain-containing protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|530368052 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 185.5
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2905 1 1023.0342 20.17 2 65.1 16.6 2 794-810 K.YSPKTPPRWAEDQNSLR.K
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Protein 482: PREDICTED: membrane-associated guanylate kinase, WW and PDZ domain-
containing protein 2 isoform X1 [Homo sapiens]

Accession: gi|530386693 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.1
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

1930 1 643.2948 -156.54 2 54.2 17.3 1 980-991 K.LIKDAGLSVTLR.I
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Protein 483: uncharacterized protein KIAA0408 [Homo sapiens]
Accession: gi|59806363 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 1
Quantitation
Wdown:Qdown 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

2682 2 841.8664 -25.81 2 61.9 15.5 1 17-29 K.EKMELLDQFDNER.K Oxidation: 3 Wdown:Qdown 2.32
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Protein 484: transmembrane protein 2 isoform b [Homo sapiens]
Accession: gi|209447096 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.3
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2384 1 841.6330 235.44 1 58.2 16.4 2 194-199 K.CRYKSK.A Carbamidomethyl: 1
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Protein 485: zinc finger protein 182 isoform 2 [Homo sapiens]
Accession: gi|55769561 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.5
Database Date: 2015-11-30 pI: 10.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2247 2 820.1114 178.53 2 58.3 14.6 2 223-235 K.TFSKKSHLIVHWR.T
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Protein 486: PREDICTED: inactive ribonuclease-like protein 10 isoform X1 [Homo sapiens]
Accession: gi|530403621 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.0
Database Date: 2015-11-30 pI: 5.0

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

1593 1 927.7563 290.39 1 49.8 27.9 0 1-8 -.MWGAPLPR.R
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Protein 487: kinesin-like protein KIF1C [Homo sapiens]
Accession: gi|40254834 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.9
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 2.8
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

1891 1 902.3321 -145.45 2 53.7 11.9 1 244-261 K.ISLVDLAGSERADSSGAR.G
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Protein 488: trafficking protein particle complex subunit 9 isoform a [Homo sapiens]
Accession: gi|238624122 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.3
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 2.97 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

69 1 820.3460 -71.39 3 30.1 12.0 1 951-972 K.
TLEAVLNFKYSGGPGHTEGYYR.
N

Wdown:Qdown 1.74
mdown:qdown 2.97
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Protein 489: PREDICTED: regulator of G-protein signaling 22 isoform X8 [Homo sapiens]
Accession: gi|578815920 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.2
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2278 1 557.5521 -50.47 3 58.7 12.0 0 842-855 K.DLCHSHCDESVIQK.K Carbamidomethyl: 7
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Protein 490: putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 isoform 1 
[Homo sapiens]

Accession: gi|255982614 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2134 1 937.3539 -151.57 2 55.3 12.3 2 448-464 K.IACTQPRRVAAMSVAAR.V Carbamidomethyl: 3; 
Oxidation: 12
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Protein 491: PREDICTED: zinc finger protein 778 isoform X4 [Homo sapiens]
Accession: gi|578828903 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.5
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

1559 1 977.1043 137.72 2 48.2 11.4 2 122-137 R.QDRSWFRASNETQTAR.S mdown:qdown 0.60
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Protein 492: 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 493: probable guanine nucleotide exchange factor MCF2L2 [Homo sapiens]
Accession: gi|540344580 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.9
Database Date: 2015-11-30 pI: 6.0

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

2845 1 938.5013 -5.79 2 64.1 16.3 0 459-476 R.EGVDIALNDIATFLGTVK.E



Detailed Protein Report

725 / 2108

Protein 494: PREDICTED: uncharacterized protein LOC101928647 [Homo sapiens]
Accession: gi|530368444 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.5
Database Date: 2015-11-30 pI: 12.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 13.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

593 1 690.2064 -214.88 2 36.3 15.6 0 1-13 -.MEISLAGISACLR.G Oxidation: 1

27 1 1182.5709 -22.85 2 29.6 12.2 1 84-103 R.IWVSSCFPCLVTRPVCRGQR.R Carbamidomethyl: 9
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Protein 495: PREDICTED: nephronectin isoform X3 [Homo sapiens]
Accession: gi|530377475 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.2
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578808996 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: nephronectin isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2444 1 1044.1842 92.38 2 60.9 14.4 1 155-174 K.VMIEPSGPIHVPKGNGTILK.G
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Protein 496: mitochondrial dynamic protein MID49 isoform 3 [Homo sapiens]
Accession: gi|222080060 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.5
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 17.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.43 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

773 1 450.7679 13.60 2 38.5 10.8 1 153-160 R.AWGAALRR.A mdown:qdown 1.43
Wdown:Qdown 0.30
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Protein 497: PREDICTED: T-lymphoma invasion and metastasis-inducing protein 1 isoform X4 
[Homo sapiens]

Accession: gi|530419050 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.7
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1
Quantitation
Wdown:Qdown Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1363 1 942.5111 16.59 2 45.8 11.1 2 1139-
1154

R.FKLYSAFCASHTKVPK.V Carbamidomethyl: 8 Wdown:Qdown 1.24
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Protein 498: PREDICTED: serine/threonine-protein kinase Nek4 isoform X1 [Homo sapiens]
Accession: gi|578806508 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.9
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1866 1 716.4002 35.77 3 52.0 13.8 0 592-612 K.ASLSVAGPGKPQEEDQPLPAR.R
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Protein 499: PREDICTED: histone acetyltransferase KAT2A isoform X2 [Homo sapiens]
Accession: gi|578830713 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
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

1555 1 699.2025 -339.50 1 49.3 15.6 1 269-274 K.DIKVPK.S



Detailed Protein Report
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Protein 500: engulfment and cell motility protein 1 isoform 2 [Homo sapiens]
Accession: gi|18765702 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.7
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 10.1
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

1550 1 1011.5446 -2.78 2 49.2 15.4 2 128-146 K.LPVADIKAVVTGKDCPHMK.E
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Protein 501: dynein heavy chain 9, axonemal isoform 2 [Homo sapiens]
Accession: gi|114155133 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 511.6
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

106 1 1068.1367 75.32 2 30.1 13.8 2 182-201 K.GKTLLPLPAGSEKMEFADSK.S Oxidation: 14
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Protein 502: PERQ amino acid-rich with GYF domain-containing protein 2 isoform c [Homo 
sapiens]

Accession: gi|156766047 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.4
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.6
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 2.00 CV: 94.41 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1628 1 1071.6266 33.70 1 50.2 10.0 1 758-765 R.QQEEILRR.Q mdown:qdown 4.44

175 2 838.3909 -15.70 2 31.6 17.6 0 1010-
1022

K.QQQQQQQHQQPNR.A mdown:qdown 0.90



Detailed Protein Report
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Protein 503: dnaJ homolog subfamily A member 3, mitochondrial isoform 3 [Homo sapiens]
Accession: gi|557357763 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 9.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2705 1 842.5419 120.53 2 62.2 10.1 0 151-166 R.VMIPVPAGVEDGQTVR.M Oxidation: 2



Detailed Protein Report
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Protein 504: laminin subunit gamma-1 precursor [Homo sapiens]
Accession: gi|145309326 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.5
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.02 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2687 2 941.9781 66.10 2 62.0 14.3 1 303-318 K.LVCNCKHNTYGVDCEK.C Carbamidomethyl: 14

1858 1 590.7710 -122.60 2 53.3 13.3 2 1037-
1046

R.LVKDKVADHR.V Wdown:Qdown 1.63
mdown:qdown 1.02



Detailed Protein Report
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Protein 505: PREDICTED: calpastatin isoform X10 [Homo sapiens]
Accession: gi|578810591 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.1
Database Date: 2015-11-30 pI: 4.9

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

2971 1 816.9085 -57.77 2 65.9 16.1 1 2-16 M.SQPGQKPAASPRPRR.A



Detailed Protein Report
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Protein 506: TRAF-type zinc finger domain-containing protein 1 [Homo sapiens]
Accession: gi|5729828 Score: 27.5
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

2118 1 1052.3339 -103.36 2 56.6 14.2 1 1-17 -.MAEFLDDQETRLCDNCK.K Carbamidomethyl: 13; 
Oxidation: 1
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Protein 507: beta-defensin 119 isoform a precursor [Homo sapiens]
Accession: gi|37704382 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.8
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 20.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1509 1 981.9713 5.72 2 47.6 13.7 2 24-40 R.HILRCMGNSGICRASCK.K Carbamidomethyl: 12, 16
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Protein 508: retinitis pigmentosa 9 protein [Homo sapiens]
Accession: gi|42718020 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.1
Database Date: 2015-11-30 pI: 10.4

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

Quantitation
Wdown:Qdown 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

1338 1 845.6519 284.75 1 46.4 14.4 0 8-16 R.EDVGAAGAR.R Wdown:Qdown 0.61

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 509: dehydrogenase/reductase SDR family member on chromosome X precursor [Homo 
sapiens]

Accession: gi|193804850 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 11.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1586 1 1073.1340 41.86 2 48.5 14.7 2 62-81 K.HLARLGMHVIIAGNNDSKAK.Q



Detailed Protein Report
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Protein 510: PREDICTED: coiled-coil domain-containing protein 125 isoform X5 [Homo sapiens]
Accession: gi|530379210 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.2
Database Date: 2015-11-30 pI: 9.5

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

Alias proteins:
Accession Name Description
gi|530430737 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  coiled-coil  domain-containing  protein  125  isoform  X5  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2803 1 973.5138 -3.08 2 64.1 15.5 1 30-46 K.VALEVEMLKTELEASQR.Q



Detailed Protein Report
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Protein 511: PREDICTED: Hermansky-Pudlak syndrome 3 protein isoform X3 [Homo sapiens]
Accession: gi|578807815 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.3
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.76 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2610 1 449.6838 -247.84 2 60.9 14.6 1 715-721 R.LLIQQRK.G mdown:qdown 1.76
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Protein 512: calcium/calmodulin-dependent protein kinase kinase 2 isoform 6 [Homo sapiens]
Accession: gi|27437023 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 8.4
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2098 1 966.7709 -4.81 3 56.4 10.8 0 370-394 K.ALDVWAMGVTLYCFVFGQCPFMDER.I

1288 2 917.4243 -149.73 2 44.9 16.6 2 430-445 K.NPESRIVVPEIKILVK.T
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Protein 513: kinesin heavy chain isoform 5A [Homo sapiens]
Accession: gi|45446749 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.3
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 2
Quantitation
mdown:qdown 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

2155 1 713.2696 -111.00 2 57.1 15.2 0 607-617 R.QLENLQVECHR.K Carbamidomethyl: 9 mdown:qdown 0.21

1747 1 851.2332 -164.00 2 51.8 12.2 0 812-827 K.SAEMEPEDSGGIHSQK.Q



Detailed Protein Report
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Protein 514: aspartyl aminopeptidase [Homo sapiens]
Accession: gi|156416028 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.4
Database Date: 2015-11-30 pI: 8.0

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

2198 1 1031.5929 23.90 2 56.1 12.4 2 391-409 R.YASNAVSEALIREVANKVK.V



Detailed Protein Report
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Protein 515: PREDICTED: suppressor of tumorigenicity 7 protein-like isoform X10 [Homo sapiens]
Accession: gi|530362849 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2047 1 625.2681 -128.78 2 54.2 13.8 1 259-269 K.QALKAGETIYR.Q

2581 2 836.1729 -298.97 1 60.5 13.6 1 298-304 R.RLAMCAR.K Oxidation: 4
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Protein 516: voltage-dependent R-type calcium channel subunit alpha-1E isoform 2 [Homo sapiens]
Accession: gi|329663531 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 254.4
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 1.28 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

2194 1 973.4542 -4.91 2 57.6 16.3 1 734-750 K.EVSPMSAPNMPSIERER.R Oxidation: 10 Wdown:Qdown 1.28

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

R.VWAEYDRAACGR.I



Detailed Protein Report
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Protein 517: unconventional myosin-IXb isoform 2 [Homo sapiens]
Accession: gi|194272142 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 229.0
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation 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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1951 1 918.3471 -89.50 2 53.1 10.7 1 1857-
1872

R.CPDNSDPLTSMKDVLK.I Carbamidomethyl: 1; 
Oxidation: 11
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Protein 518: PREDICTED: iron-sulfur cluster assembly enzyme ISCU, mitochondrial isoform X1 
[Homo sapiens]

Accession: gi|530400013 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.9
Database Date: 2015-11-30 pI: 10.5
Modification(s): Oxidation Sequence Coverage [%]: 16.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2838 1 485.7928 -38.39 2 64.0 10.4 1 11-19 R.RAASALLLR.S

2964 1 619.9693 5.46 3 66.2 16.9 2 141-156 R.KEGMRNISLNASMEVY.- Oxidation: 4
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Protein 519: PREDICTED: DNA (cytosine-5)-methyltransferase 3A isoform X4 [Homo sapiens]
Accession: gi|578802756 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.3
Database Date: 2015-11-30 pI: 5.6

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

2336 1 873.3793 -3.43 2 57.6 10.1 2 20-33 R.EEDRKDGEEQEEPR.G



Detailed Protein Report
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Protein 520: G protein-regulated inducer of neurite outgrowth 1 [Homo sapiens]
Accession: gi|112821681 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.3
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 3.4
No. of unique Peptides: 2

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

2330 1 682.5941 -86.77 3 57.6 11.6 0 424-442 K.MDPMCSGKPELLSPGQAER.V
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Protein 521: PREDICTED: sodium/hydrogen exchanger 10 isoform X2 [Homo sapiens]
Accession: gi|578807311 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.9
Database Date: 2015-11-30 pI: 7.8
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

1365 1 817.1004 44.43 3 46.8 12.7 0 301-322 K.GMPNINMALLLAYSDLYFGSDK.E Oxidation: 2
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Protein 522: coiled-coil domain-containing protein 38 [Homo sapiens]
Accession: gi|226491199 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 5.9
No. of unique Peptides: 2

Quantitation
mdown:qdown 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

39 1 750.3346 -92.35 2 29.8 15.7 1 85-98 R.SFEKFGPGPAPIPR.L

353 1 676.4443 133.31 3 33.1 11.6 1 443-461 K.VCIGDAEDDGLNPIQKLVK.V mdown:qdown 1.82



Detailed Protein Report
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Protein 523: PREDICTED: histone-lysine N-methyltransferase ASH1L isoform X3 [Homo sapiens]
Accession: gi|530365072 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.3
Database Date: 2015-11-30 pI: 10.4

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

2429 1 856.6272 147.06 2 60.7 15.4 1 273-289 K.KPTISTAVGLVTKDPGK.K



Detailed Protein Report
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Protein 524: ral GTPase-activating protein subunit alpha-2 [Homo sapiens]
Accession: gi|118600961 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.6
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2782 2 1024.0405 20.51 2 66.1 16.6 1 433-448 K.WILQDKPVFMEEPDRK.D Oxidation: 10

1722 1 1273.4940 -96.18 2 51.5 10.6 0 1341-
1363

K.SSEPVQYHSSAELGNLLTVEEEK.K
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Protein 525: tumor necrosis factor receptor superfamily member 21 precursor [Homo sapiens]
Accession: gi|7657039 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.8
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Quantitation
Wdown:Qdown 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

2722 1 941.9859 28.38 2 62.4 13.6 1 1-19 -.MGTSPSSSTALASCSRIAR.R Wdown:Qdown 0.67
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Protein 526: PREDICTED: neuroligin-2 isoform X1 [Homo sapiens]
Accession: gi|530410532 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.9
Database Date: 2015-11-30 pI: 5.7

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

1419 1 981.9479 -37.80 2 47.5 11.8 0 17-40 R.GGGGPGGGAPGGPGLGLGSLGEER.F
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Protein 527: PREDICTED: U2 snRNP-associated SURP motif-containing protein isoform X3 [Homo 
sapiens]

Accession: gi|530374190 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.5
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

662 1 460.1225 -221.33 2 37.1 12.9 1 244-251 R.SMDAPSRR.N

2921 1 729.3717 78.12 2 65.3 14.3 0 441-452 R.EGPMFEAMIMNR.E Oxidation: 4, 10
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Protein 528: PREDICTED: gametocyte-specific factor 1-like isoform X1 [Homo sapiens]
Accession: gi|530417873 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.9
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 20.4
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.79 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

675 1 562.6665 -181.99 2 37.0 16.1 0 22-30 R.FQYHLASCR.R mdown:qdown 0.79
Wdown:Qdown 2.92
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Protein 529: PREDICTED: gamma-aminobutyric acid type B receptor subunit 2 isoform X1 [Homo 
sapiens]

Accession: gi|530391788 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.5
Database Date: 2015-11-30 pI: 9.6
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

814 1 965.4561 44.99 2 39.0 10.5 1 2-18 M.AAKVFCCAYEENMYGSK.Y Oxidation: 13
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Protein 530: PREDICTED: TBC domain-containing protein kinase-like protein isoform X1 [Homo 
sapiens]

Accession: gi|578809649 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.9
Database Date: 2015-11-30 pI: 5.8
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

1977 3 876.8617 -79.82 2 53.4 16.4 1 693-706 R.CVRESINLFCWTPK.S Carbamidomethyl: 10
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Protein 531: PREDICTED: inhibitor of Bruton tyrosine kinase isoform X3 [Homo sapiens]
Accession: gi|578812678 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.9
Database Date: 2015-11-30 pI: 8.5
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1342 1 388.0955 -190.68 3 45.3 14.3 0 764-773 K.CSFLCDVTMK.S Oxidation: 9

2082 1 701.2889 -119.01 3 54.6 12.7 1 871-889 K.LTLKNAAMLLEFAAMYSAK.Q Oxidation: 15
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Protein 532: spermatogenesis-associated protein 31E1 [Homo sapiens]
Accession: gi|155029550 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.0
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 1.7
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2526 1 574.6432 -239.26 2 60.3 12.8 0 1055-
1065

R.ASSGSVQEDLR.S

1848 1 805.3101 -128.16 2 53.1 14.3 2 1394-
1407

R.GIRDRDSSWAPPPR.E
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Protein 533: SH3 and multiple ankyrin repeat domains protein 3 [Homo sapiens]
Accession: gi|380748963 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.6
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1868 1 840.7873 -166.49 2 53.4 13.8 1 693-707 R.SKSMTAELEELASIR.R Oxidation: 4

498 1 546.2697 -47.83 2 34.8 13.2 0 853-862 R.SSFKPGLEAR.L
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Protein 534: spatacsin isoform 2 [Homo sapiens]
Accession: gi|237681069 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 266.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl 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

1898 1 686.2375 -119.80 2 52.2 12.6 0 1885-
1896

R.LLDDGCVHEASR.V Carbamidomethyl: 6
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Protein 535: PREDICTED: ubiquitin thioesterase ZRANB1 isoform X3 [Homo sapiens]
Accession: gi|530393888 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.2
Database Date: 2015-11-30 pI: 4.7

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

1033 2 590.8060 -42.13 2 41.7 16.3 1 31-40 R.REIAASLHQR.K

2725 1 648.3400 -3.80 2 62.5 10.7 0 346-356 R.NHPLVTQMVEK.W
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Protein 536: probable ATP-dependent RNA helicase DDX20 [Homo sapiens]
Accession: gi|256223453 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.2
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

827 1 683.3392 -78.48 2 39.2 27.0 2 178-190 R.LKKCHIAVGSPGR.I
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Protein 537: ankyrin repeat and BTB/POZ domain-containing protein BTBD11 isoform a [Homo 
sapiens]

Accession: gi|65786661 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.8
Database Date: 2015-11-30 pI: 6.4

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

1645 1 583.7942 -77.28 2 50.5 27.0 2 150-159 R.LSLRFAKCTK.Y
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Protein 538: zinc finger protein 610 isoform b [Homo sapiens]
Accession: gi|239787106 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.6
Database Date: 2015-11-30 pI: 10.2

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

1493 1 949.3248 -78.23 2 48.5 12.6 1 156-171 R.GKSYEYECSEDGEVFR.V
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Protein 539: zinc finger protein 177 isoform b [Homo sapiens]
Accession: gi|289547607 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 5.3
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|289547609 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 177 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

977 1 512.1767 -143.10 2 41.0 10.1 0 41-48 K.DVMLENFR.N

1517 1 1008.6274 90.62 1 48.8 16.8 0 216-224 K.AFIDQSSLK.K
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Protein 540: poly [ADP-ribose] polymerase 10 [Homo sapiens]
Accession: gi|157738665 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.9
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.8

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.70 CV: 29.92 % No. of Peptides: 2
Wdown:Qdown Median: 0.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1670 1 932.4465 -0.39 2 49.6 13.6 0 318-336 R.GIMTTGSGQEPGQSGTSLR.T mdown:qdown 0.94
Wdown:Qdown 0.74

45 1 1096.9782 -64.39 2 29.9 13.4 0 503-522 R.SLLGSISCHVLCLEHPGSAR.F Carbamidomethyl: 8, 12 mdown:qdown 0.52
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Protein 541: 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 542: PREDICTED: beta/gamma crystallin domain-containing protein 3 isoform X1 [Homo 
sapiens]

Accession: gi|530373918 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 298.2
Database Date: 2015-11-30 pI: 5.0

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

2896 1 1012.4872 -151.04 1 65.4 13.7 1 740-748 K.VPSVLKLEK.K



Detailed Protein Report
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Protein 543: PREDICTED: tubulin polymerization-promoting protein family member 3 isoform X1 
[Homo sapiens]

Accession: gi|530423965 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.3
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.8

No. of unique Peptides: 1
Quantitation
mdown:qdown 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

396 1 595.2630 -86.70 2 34.3 12.8 2 11-20 R.RSRLGCSPTR.E Carbamidomethyl: 6 mdown:qdown 0.59



Detailed Protein Report

786 / 2108

Protein 544: FERM domain-containing protein 6 isoform 1 [Homo sapiens]
Accession: gi|22748721 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.9
Database Date: 2015-11-30 pI: 7.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578825482 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  FERM domain-containing  protein  6  isoform X2  [Homo 
sapiens]

gi|109715866 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

FERM domain-containing protein 6 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1818 1 731.8030 -66.05 2 52.7 13.2 0 512-524 R.GQSTDSLPQTICR.K Carbamidomethyl: 12
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Protein 545: PREDICTED: SNW domain-containing protein 1 isoform X2 [Homo sapiens]
Accession: gi|530403266 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 10.2
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

1677 1 956.4573 -2.25 2 49.5 13.3 2 453-468 K.NLDKDMYGDDLEARIK.T Oxidation: 6
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Protein 546: PREDICTED: uncharacterized protein LOC100996701 [Homo sapiens]
Accession: gi|397139476 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.6
Database Date: 2015-11-30 pI: 12.1
Modification(s): Carbamidomethyl 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

1676 1 916.3092 -152.23 2 50.9 15.0 1 174-190 R.RSTCQAQGSCTGLPPLR.G Carbamidomethyl: 10



Detailed Protein Report

789 / 2108

Protein 547: proteoglycan 4 isoform D precursor [Homo sapiens]
Accession: gi|189181724 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.5
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 1.4
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 1.04 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.77 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

2386 1 994.9816 -34.55 2 58.2 14.8 2 785-802 K.TTERDLRTTPETTTAAPK.M Wdown:Qdown 1.77

285 1 559.1440 -261.71 2 32.7 12.0 0 792-802 R.TTPETTTAAPK.M mdown:qdown 1.04
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Protein 548: PREDICTED: autophagy-related protein 2 homolog B isoform X1 [Homo sapiens]
Accession: gi|578825925 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.5
Database Date: 2015-11-30 pI: 5.4

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

Quantitation
mdown:qdown Median: 0.87 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.18 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



Detailed Protein Report

792 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2179 1 766.3372 -41.60 2 55.9 12.0 0 239-253 K.SSPVCSTAPVETEPK.L Wdown:Qdown 0.18
mdown:qdown 0.87
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Protein 549: PREDICTED: peripheral plasma membrane protein CASK isoform X4 [Homo sapiens]
Accession: gi|578838134 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.7
Database Date: 2015-11-30 pI: 5.9
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

2304 1 1022.8910 -115.95 2 59.1 14.3 1 561-577 K.IVPSYRTQSSSCEIYVR.A Carbamidomethyl: 12
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Protein 550: RNA polymerase-associated protein RTF1 homolog [Homo sapiens]
Accession: gi|195976782 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.3
Database Date: 2015-11-30 pI: 8.9

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

255 1 530.8805 -123.29 3 32.6 11.9 2 203-214 K.EREQELFNRIEK.R

90 1 650.3247 -10.31 3 29.8 14.9 2 624-642 K.YGSGVLPDAPKEMSKGQGK.D
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Protein 551: PREDICTED: double zinc ribbon and ankyrin repeat-containing protein 1 isoform X3 
[Homo sapiens]

Accession: gi|530425777 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.6
Database Date: 2015-11-30 pI: 9.4
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

2106 1 1052.4447 -67.35 3 56.5 13.1 1 1-28 -.MLTLESFQSPGFAHVSGQKCLTSTEIMR.I Carbamidomethyl: 20
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Protein 552: PREDICTED: RAS guanyl-releasing protein 2 isoform X5 [Homo sapiens]
Accession: gi|578821082 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.4
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 8.8
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578821084 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  RAS  guanyl-releasing  protein  2  isoform  X6  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1804 1 1056.6673 56.24 3 52.5 10.2 2 156-183 R.FPILGVHLKDLVALQLALPDWLDPARTR.L

2600 1 731.3793 68.68 2 63.1 16.6 2 386-398 R.ACGVNCHKQCKDR.L
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Protein 553: PREDICTED: double zinc ribbon and ankyrin repeat-containing protein 1 isoform X7 
[Homo sapiens]

Accession: gi|578835454 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 7.99 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1524 2 829.3909 -6.37 2 47.8 13.0 0 22-35 K.ANHEIDNNTLLEMK.S Oxidation: 13 Wdown:Qdown 0.15
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Protein 554: ubiquitin carboxyl-terminal hydrolase 32 [Homo sapiens]
Accession: gi|22550104 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 181.5
Database Date: 2015-11-30 pI: 6.0

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

2778 1 1023.5416 14.56 2 63.2 11.2 1 1361-
1381

K.SPSSLSANIISSPKGSPSSSR.K
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Protein 555: PREDICTED: zinc finger protein 124 isoform X3 [Homo sapiens]
Accession: gi|578802322 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.5
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 10.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2539 1 787.0551 174.57 2 60.0 14.7 0 89-101 K.VFNIPSSFQIHQR.N
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Protein 556: PREDICTED: probable global transcription activator SNF2L1 isoform X5 [Homo 
sapiens]

Accession: gi|578838748 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.1
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 8.01 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

1545 1 765.2820 -48.68 2 49.2 16.1 1 75-86 K.SEKEMDPEYEEK.M Oxidation: 5

2348 1 646.6880 -199.21 2 58.0 10.6 2 684-694 R.GEKKTAEMNER.L Wdown:Qdown 8.01
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Protein 557: DNA polymerase zeta catalytic subunit isoform b [Homo sapiens]
Accession: gi|556695361 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.9
Database Date: 2015-11-30 pI: 9.5

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

Alias proteins:
Accession Name Description
gi|578812913 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  DNA  polymerase  zeta  catalytic  subunit  isoform  X6  
[Homo sapiens]

gi|556695404 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

DNA polymerase zeta catalytic subunit isoform b [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

2757 1 710.3801 13.75 2 63.5 13.2 0 58-70 R.ICELLQSGAIMNK.F

1743 1 786.4023 -29.21 3 50.5 13.6 1 2643-
2664

R.QLGLKLIANVTFGYTSANFSGR.M
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Protein 558: pleckstrin homology domain-containing family N member 1 isoform b [Homo sapiens]
Accession: gi|237820624 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.6
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.67 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

94 1 846.3548 -78.26 2 30.6 15.7 0 505-521 K.DGGPQPPDAPQLVSSAR.E Wdown:Qdown 1.36
mdown:qdown 0.67
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Protein 559: protein-glutamine gamma-glutamyltransferase 2 isoform a [Homo sapiens]
Accession: gi|39777597 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 5.0

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

2534 1 742.5453 192.31 2 62.1 11.8 1 541-552 K.SVPLCILYEKYR.D
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Protein 560: general transcription factor 3C polypeptide 1 isoform 2 [Homo sapiens]
Accession: gi|555943794 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 236.1
Database Date: 2015-11-30 pI: 8.2
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

2192 1 1052.3938 -65.32 2 55.9 13.3 2 640-656 K.MIMDQEKQEGVSTKCCK.K Carbamidomethyl: 15, 16; 
Oxidation: 1, 3

1476 1 977.4972 62.60 2 47.0 13.3 0 1183-
1199

R.VGSELCAGWEEQFEVDR.E
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Protein 561: NF-X1-type zinc finger protein NFXL1 [Homo sapiens]
Accession: gi|89363020 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.3
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

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

490 1 587.1540 -200.57 2 35.5 10.2 2 475-483 R.DCQKHQCRR.K
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Protein 562: 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



Detailed Protein Report

811 / 2108

Protein 563: PREDICTED: immunoglobulin-like domain-containing receptor 2 isoform X6 [Homo 
sapiens]

Accession: gi|578800910 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.5
Database Date: 2015-11-30 pI: 9.4
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

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



Detailed Protein Report
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Protein 564: spectrin beta chain, erythrocytic isoform b [Homo sapiens]
Accession: gi|67782319 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 246.3
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 1.0

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2770 1 905.4785 51.90 3 66.0 26.5 1 868-889 K.EKWLAEMEMPDTLEDLEVVQHR.F Oxidation: 9



Detailed Protein Report
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Protein 565: zinc finger protein 483 isoform a [Homo sapiens]
Accession: gi|190014620 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

173 1 1318.5770 -87.18 2 31.6 12.9 1 68-88 R.KALSQLWELCNQWLRPDIHTK.E Carbamidomethyl: 10



Detailed Protein Report
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Protein 566: protein sidekick-2 precursor [Homo sapiens]
Accession: gi|222352127 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 239.2
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 2.45 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

2022 1 1134.9008 -126.03 2 53.8 15.1 0 269-289 R.LTIPNPTGSDAGYYECEAVLR.
S

mdown:qdown 2.45



Detailed Protein Report
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Protein 567: 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



Detailed Protein Report
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Protein 568: X-ray repair cross-complementing protein 6 isoform 3 [Homo sapiens]
Accession: gi|573014819 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.2
Database Date: 2015-11-30 pI: 9.8
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

50 1 813.6863 -91.93 3 30.0 12.2 0 439-460 R.NLEALALDLMEPEQAVDLTLPK.V Oxidation: 10



Detailed Protein Report
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Protein 569: serine/threonine-protein kinase TAO3 [Homo sapiens]
Accession: gi|148746218 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.3
Database Date: 2015-11-30 pI: 6.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2240 1 927.9733 43.59 2 56.5 10.8 1 643-657 K.EMEHAMLIRHDESTR.E



Detailed Protein Report
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Protein 570: protein-glutamine gamma-glutamyltransferase 5 isoform 2 [Homo sapiens]
Accession: gi|4759230 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

2196 1 961.3531 -82.76 2 56.1 16.4 0 193-208 R.YGQCWVFAAVMCTVMR.C Carbamidomethyl: 4

1787 1 1023.8570 -1.46 3 52.3 10.0 1 429-455 K.FKLLDPPNMGQDICFVLLALNMSSQFK.D



Detailed Protein Report
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Protein 571: PREDICTED: histone-lysine N-methyltransferase EHMT1 isoform X7 [Homo sapiens]
Accession: gi|530426806 Score: 26.3
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



Detailed Protein Report
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Protein 572: mitochondrial inner membrane protein OXA1L [Homo sapiens]
Accession: gi|223718097 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.2
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

1726 1 546.7057 -111.00 2 51.5 15.2 1 428-436 K.GWKNAEMTR.Q



Detailed Protein Report
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Protein 573: helicase SRCAP [Homo sapiens]
Accession: gi|146219843 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.3
Database Date: 2015-11-30 pI: 5.6

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

1437 1 1087.6372 55.64 2 46.7 13.2 0 880-898 K.ETLATGHFMSVINILMQLR.K



Detailed Protein Report
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Protein 574: nucleolar RNA helicase 2 isoform 2 [Homo sapiens]
Accession: gi|379317177 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.6
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

63 1 814.0267 -36.10 3 30.1 14.9 2 218-238 K.KLSVACFYGGTPYGGQFERMR.N Carbamidomethyl: 6; 
Oxidation: 20



Detailed Protein Report
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Protein 575: queuine tRNA-ribosyltransferase [Homo sapiens]
Accession: gi|13654276 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.0
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 6.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.33 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

512 1 719.0204 199.94 2 35.3 10.4 2 16-27 R.IMRLVAECSRSR.A Oxidation: 2 Wdown:Qdown 1.10
mdown:qdown 0.33



Detailed Protein Report
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Protein 576: eukaryotic translation initiation factor 3 subunit B [Homo sapiens]
Accession: gi|33239445 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.4
Database Date: 2015-11-30 pI: 4.7

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

Quantitation
mdown:qdown Median: 0.43 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|83367072 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
eukaryotic translation initiation factor 3 subunit B [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

450 1 680.6717 -200.25 2 34.9 12.9 0 121-134 R.AQAVSEDAGGNEGR.A mdown:qdown 0.43



Detailed Protein Report
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Protein 577: PREDICTED: death ligand signal enhancer isoform X6 [Homo sapiens]
Accession: gi|530380768 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.7
Database Date: 2015-11-30 pI: 10.1

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

2125 1 775.3350 -103.58 2 56.7 14.8 0 101-114 R.QIHFQASLPAGPQR.V



Detailed Protein Report

831 / 2108

Protein 578: PREDICTED: dehydrogenase/reductase SDR family member 11 isoform X3 [Homo 
sapiens]

Accession: gi|578831391 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.1
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 32.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578840409 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dehydrogenase/reductase  SDR  family  member  11  
isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2671 1 1079.8373 -43.87 3 64.6 12.8 2 38-68 K.VVGCARTVGNIEELAAECKSAGYPGTLIPYR.C



Detailed Protein Report
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Protein 579: PREDICTED: protein CASP isoform X6 [Homo sapiens]
Accession: gi|578813926 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 172.0
Database Date: 2015-11-30 pI: 5.9
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

1855 1 738.7765 -167.06 2 53.2 12.2 2 100-111 R.WMLCVAGARLKR.E Carbamidomethyl: 4; 
Oxidation: 2



Detailed Protein Report
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Protein 580: sperm-specific antigen 2 isoform 4 [Homo sapiens]
Accession: gi|566559898 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.1
Database Date: 2015-11-30 pI: 5.1
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

1851 1 917.8276 -74.46 2 53.2 12.3 0 832-845 R.QQTMVYHHMTEEER.F Oxidation: 4



Detailed Protein Report
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Protein 581: 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-1 isoform c [Homo 
sapiens]

Accession: gi|195972873 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.4
Database Date: 2015-11-30 pI: 8.3

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

845 1 1419.3283 69.70 2 39.4 12.2 1 379-402 K.HAFVKNEFPVILSIENHCSIQQQR.K



Detailed Protein Report

835 / 2108

Protein 582: AP-1 complex subunit mu-1 isoform 2 [Homo sapiens]
Accession: gi|14210504 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.6
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.4

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 1.64 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1641 1 873.4079 -31.68 2 49.0 15.9 1 230-243 K.SVELEDVKFHQCVR.L Carbamidomethyl: 12 Wdown:Qdown 1.64

1957 1 700.2365 -156.66 2 54.6 10.2 0 358-370 R.AHFGLPSVEAEDK.E



Detailed Protein Report
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Protein 583: nuclear receptor subfamily 1 group D member 1 [Homo sapiens]
Accession: gi|13430848 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

116 1 1044.8604 -131.76 2 30.7 26.1 1 413-430 K.NVLLACPMNMYPHGRSGR.T Carbamidomethyl: 6; 
Oxidation: 10



Detailed Protein Report
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Protein 584: nucleolar transcription factor 1 isoform b [Homo sapiens]
Accession: gi|115529449 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1966 1 871.8504 -139.97 2 54.7 11.1 1 108-121 K.HPDFPKKPLTPYFR.F



Detailed Protein Report
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Protein 585: PREDICTED: 6-phosphofructokinase, liver type isoform X4 [Homo sapiens]
Accession: gi|530419271 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.2
Database Date: 2015-11-30 pI: 7.9
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

1744 1 647.3021 -75.58 4 50.5 11.6 1 38-61 K.QANWLSVSNIIQLGGTIIGSARCK.A Carbamidomethyl: 23

156 1 584.6910 -183.35 2 31.3 14.4 2 60-69 R.CKAFTTREGR.R



Detailed Protein Report
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Protein 586: long-chain-fatty-acid--CoA ligase 3 [Homo sapiens]
Accession: gi|42794752 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.4
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 4.9
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|42794754 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
long-chain-fatty-acid--CoA ligase 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1801 1 785.8979 -30.88 2 51.2 15.7 1 2-15 M.NNHVSSKPSTMKLK.H

2875 1 1193.0834 -51.05 2 64.7 10.4 2 682-702 R.LSPEPWTPETGLVTDAFKLKR.K



Detailed Protein Report
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Protein 587: vacuolar protein sorting-associated protein 13B isoform 1 [Homo sapiens]
Accession: gi|35493701 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 445.7
Database Date: 2015-11-30 pI: 6.0

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

1721 1 682.3288 -51.59 3 51.5 13.2 1 2196-
2214

K.HSGNPGPEQSIPKISIDLR.G



Detailed Protein Report
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Protein 588: 2-oxoglutarate dehydrogenase-like, mitochondrial isoform c [Homo sapiens]
Accession: gi|221316669 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.2
Database Date: 2015-11-30 pI: 6.4

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

865 1 676.8710 -83.95 2 39.3 10.8 2 91-102 R.GRLNVLANVIRK.D



Detailed Protein Report
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Protein 589: speckle-type POZ protein [Homo sapiens]
Accession: gi|4507183 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 7.8
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.45 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.52 CV: 0.00 % No. of 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 Ratios

1325 1 508.1630 -228.12 2 45.1 14.8 1 67-74 K.WCLRVNPK.G mdown:qdown 1.45
Wdown:Qdown 1.52



Detailed Protein Report
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Protein 590: methylcytosine dioxygenase TET1 [Homo sapiens]
Accession: gi|156139122 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 235.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.06 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

1153 1 945.9628 20.41 2 43.1 13.0 0 1674-
1690

R.DIHNMNNGSTVVCTLTR.E Oxidation: 5 mdown:qdown 1.06



Detailed Protein Report
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Protein 591: PREDICTED: MORC family CW-type zinc finger protein 4 isoform X2 [Homo sapiens]
Accession: gi|578838478 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.9
Database Date: 2015-11-30 pI: 6.4

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

2715 1 856.8870 34.41 2 65.2 15.1 0 82-97 K.SCLTFTDDGCGMTPHK.L



Detailed Protein Report
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Protein 592: PREDICTED: phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit beta 
isoform isoform X3 [Homo sapiens]

Accession: gi|530374778 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.0
Database Date: 2015-11-30 pI: 7.1
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

2763 1 959.4928 32.66 1 65.8 10.7 0 904-911 R.HSDNIMVK.K Oxidation: 6



Detailed Protein Report
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Protein 593: TNF receptor-associated factor 6 [Homo sapiens]
Accession: gi|4759254 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.8

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|22027630 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
TNF receptor-associated factor 6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2891 1 713.3518 19.27 2 64.9 11.3 0 68-78 K.YECPICLMALR.E Carbamidomethyl: 3, 6

1778 1 1057.3158 -132.00 1 52.2 14.7 0 134-142 K.CPNEGCLHK.M Carbamidomethyl: 1
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Protein 594: PREDICTED: zinc finger protein with KRAB and SCAN domains 4 isoform X3 [Homo 
sapiens]

Accession: gi|530381975 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530381977 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  protein  with  KRAB  and  SCAN  domains  4  
isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2714 1 973.1242 130.42 2 62.3 15.6 0 8-26 K.NAALDAQSAEDQTGLLTVK.V

2444 1 729.3737 3.44 2 58.9 10.3 0 88-101 R.VLQVPGLAQGGCCR.E Carbamidomethyl: 12
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Protein 595: kinesin-like protein KIF3B [Homo sapiens]
Accession: gi|4758646 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.1
Database Date: 2015-11-30 pI: 7.8

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

850 1 911.1296 -3.32 3 39.4 14.3 2 178-201 K.DLSSFVTKSVKEIEHVMNVGNQNR.S
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Protein 596: PREDICTED: ryanodine receptor 2 isoform X7 [Homo sapiens]
Accession: gi|578802309 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 557.1
Database Date: 2015-11-30 pI: 5.6

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

1437 1 946.4677 46.36 2 46.5 13.9 2 4372-
4388

K.EETKSEPEKAEGEDGEK.E
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Protein 597: protein AKNAD1 [Homo sapiens]
Accession: gi|91754185 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.8
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl, Oxidation 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

2577 1 1202.2445 83.07 2 60.9 12.0 2 249-269 K.YGQGQVHYQLPDFSKIAPKVK.I

2161 1 1023.4064 -11.81 2 55.6 13.9 1 592-609 R.QDCAEMTAPSPSCAFCRR.L Carbamidomethyl: 16; 
Oxidation: 6
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Protein 598: tetratricopeptide repeat protein 40 [Homo sapiens]
Accession: gi|359385708 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 303.3
Database Date: 2015-11-30 pI: 7.2
Modification(s): Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 1.22 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

2308 1 841.6632 -116.58 3 57.3 10.2 2 972-994 K.
KFGPEESRLVAEMLCTATAIQGR.
S

Oxidation: 13

114 1 793.3810 -31.26 2 30.8 15.7 1 1161-
1173

K.LGQNFSMEIQKFK.A Oxidation: 7 Wdown:Qdown 1.22
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Protein 599: E3 ubiquitin-protein ligase RNF103 isoform 2 [Homo sapiens]
Accession: gi|312147324 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation 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

2911 1 840.9107 -41.30 2 65.2 10.8 1 167-182 R.STLIMSVPQTSTSKGK.V Oxidation: 5
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Protein 600: 1-phosphatidylinositol 3-phosphate 5-kinase isoform 2 [Homo sapiens]
Accession: gi|121583483 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 237.0
Database Date: 2015-11-30 pI: 6.2

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

Quantitation
mdown:qdown Median: 1.96 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

596 1 656.3887 96.05 2 36.0 14.0 1 112-123 R.KAEPTFGGHDPR.T mdown:qdown 1.96
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Protein 601: zinc finger protein 268 isoform c [Homo sapiens]
Accession: gi|259490323 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.7
Database Date: 2015-11-30 pI: 10.1
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

2187 1 618.9601 39.18 3 55.8 10.5 1 774-788 R.MHTREKPYECSECGK.A Carbamidomethyl: 13
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Protein 602: ubiquitin carboxyl-terminal hydrolase 35 [Homo sapiens]
Accession: gi|148746183 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.3
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.20 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

574 1 469.1409 -166.57 2 36.0 10.2 0 154-161 R.CVPDGPHR.L Carbamidomethyl: 1 mdown:qdown 0.20
Wdown:Qdown 0.22
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Protein 603: tumor necrosis factor receptor superfamily member 10B isoform 2 precursor [Homo 
sapiens]

Accession: gi|224494026 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2928 1 973.4951 -17.22 2 65.4 11.7 2 210-228 K.KVLPYLKGICSGGGGDPER.V

2235 1 937.9180 -60.88 2 56.4 14.1 1 211-228 K.VLPYLKGICSGGGGDPER.V Carbamidomethyl: 9
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Protein 604: zinc finger protein 688 isoform b [Homo sapiens]
Accession: gi|67010013 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.9
Database Date: 2015-11-30 pI: 11.6

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1884 1 600.0016 18.70 3 52.2 14.1 2 2-18 M.PRSPLRSSLSTEASGPR.G
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Protein 605: lysine-specific demethylase 4C isoform 3 [Homo sapiens]
Accession: gi|226442893 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
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

149 1 855.2460 -164.97 2 31.1 10.1 1 748-761 K.RNAWTAECCLCNLR.G Carbamidomethyl: 8
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Protein 606: integrin beta-like protein 1 isoform 3 [Homo sapiens]
Accession: gi|418203907 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.9
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2134 1 1062.3814 -60.33 2 56.8 10.7 1 52-70 K.NSQDIICSNAGTCHCGRCK.C Carbamidomethyl: 13, 15
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Protein 607: 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 608: sushi domain-containing protein 1 isoform 3 precursor [Homo sapiens]
Accession: gi|544063419 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

844 1 776.9364 79.23 2 39.3 10.6 0 301-313 K.INDVSLFNDTCVR.W Carbamidomethyl: 11
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Protein 609: PREDICTED: kinesin-like protein KIF21A isoform X9 [Homo sapiens]
Accession: gi|530400550 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 179.8
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.95 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.95 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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

770 1 839.4295 -37.29 2 38.4 14.8 2 731-744 K.ELQRLQAAQKEHAR.L Wdown:Qdown 1.95
mdown:qdown 0.95
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Protein 610: methyl-CpG-binding domain protein 5 [Homo sapiens]
Accession: gi|38202209 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 159.8
Database Date: 2015-11-30 pI: 10.0

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

2584 1 834.4230 41.03 2 62.8 12.5 0 312-325 K.KPMCNFSTNMEIPR.A
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Protein 611: zinc finger and BTB domain-containing protein 5 [Homo sapiens]
Accession: gi|7662074 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 2

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

1742 1 689.9841 -17.31 3 50.5 14.5 2 613-629 K.YACKICCKTFLTLTDCK.K Carbamidomethyl: 6, 7
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Protein 612: prosaposin receptor GPR37 precursor [Homo sapiens]
Accession: gi|4885323 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.22 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 5.84 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

2128 2 721.2347 -109.30 2 56.8 13.5 1 601-613 R.REMSTFASVGTHC.- Oxidation: 3 Wdown:Qdown 5.84
mdown:qdown 1.22
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Protein 613: abnormal spindle-like microcephaly-associated protein isoform 1 [Homo sapiens]
Accession: gi|126116596 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 409.5
Database Date: 2015-11-30 pI: 11.2

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

Quantitation
mdown:qdown Median: 0.47 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

402 1 711.3339 -88.13 2 34.3 14.6 2 178-189 K.TFSVSQKVDRVR.S mdown:qdown 0.47



Detailed Protein Report

880 / 2108

Protein 614: PREDICTED: leucine-rich repeat and coiled-coil domain-containing protein 1 isoform 
X6 [Homo sapiens]

Accession: gi|530388606 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.0
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2425 1 679.2638 -89.31 2 60.7 11.3 1 452-462 K.DCLQEKDEHIK.R
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Protein 615: PREDICTED: collagen alpha-1(XXII) chain isoform X2 [Homo sapiens]
Accession: gi|578815852 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.6
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1945 1 927.8884 -53.65 2 53.0 13.2 0 1249-
1267

R.GEMGPPGIPGQPGEPGYAK.D Oxidation: 3
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Protein 616: 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
Wdown:Qdown Median: 1.63 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

132 1 673.3206 73.69 3 30.4 10.7 1 1274-
1290

R.DTFCQVGCGDRCPSCAK.V Carbamidomethyl: 4, 8, 12, 
15

Wdown:Qdown 1.63
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Protein 617: PREDICTED: protein TANC2 isoform X9 [Homo sapiens]
Accession: gi|578830697 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.7
Database Date: 2015-11-30 pI: 8.9
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

1044 1 983.4577 -74.07 2 41.8 11.9 1 564-579 R.EQLLREPHLQSMLSLR.S Oxidation: 12
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Protein 618: kinase D-interacting substrate of 220 kDa [Homo sapiens]
Accession: gi|55741641 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 196.4
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

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

1150 1 1137.7077 130.83 2 44.0 14.9 0 35-55 R.NECGQTPLMIAAEQGNLEIVK.E Oxidation: 9
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Protein 619: sterile alpha motif domain-containing protein 9 [Homo sapiens]
Accession: gi|38201706 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.09 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.76 CV: 0.00 % No. of Peptides: 1

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]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2028 2 840.7762 -104.20 2 55.5 13.9 0 118-133 K.ENPDMANPSAMSTTAK.G Oxidation: 5

1785 1 660.9025 -122.86 3 50.8 11.7 0 714-731 R.LEAMIQNCADSSKPTSTK.I Carbamidomethyl: 8 Wdown:Qdown 1.76
mdown:qdown 1.09
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Protein 620: regulator of G-protein signaling 12 isoform 2 [Homo sapiens]
Accession: gi|4506509 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.5
Database Date: 2015-11-30 pI: 8.0

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.47 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

592 1 607.1554 -246.73 2 36.0 14.3 2 1153-
1163

K.GENGKNARDPR.L mdown:qdown 1.47
Wdown:Qdown 1.74
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Protein 621: PREDICTED: protein MAATS1 isoform X2 [Homo sapiens]
Accession: gi|578807867 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.4
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

2124 1 652.6392 -14.46 3 55.1 11.1 2 433-448 K.MAEKINDIAYEMESRR.T
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Protein 622: catenin delta-2 isoform 4 [Homo sapiens]
Accession: gi|570359551 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.2
Database Date: 2015-11-30 pI: 9.4
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

292 1 1293.8398 -46.50 3 32.8 12.9 1 342-378 R.LAAETSQGQHMGTDELDGLLCGEANGKDAESSGCWGK.K Carbamidomethyl: 21, 34
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Protein 623: vacuole membrane protein 1 [Homo sapiens]
Accession: gi|20070349 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.2
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2411 1 669.6353 -215.87 2 58.5 12.4 1 1-11 -.MAENGKNCDQR.R Carbamidomethyl: 8; 
Oxidation: 1
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Protein 624: 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
Wdown:Qdown Median: 0.93 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 Wdown:Qdown 0.93
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Protein 625: anaphase-promoting complex subunit 2 [Homo sapiens]
Accession: gi|7019327 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.8
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2369 1 665.7303 -155.03 2 59.9 12.8 1 570-580 R.INANIREEDEK.R



Detailed Protein Report
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Protein 626: multiple epidermal growth factor-like domains protein 8 isoform 2 precursor [Homo 
sapiens]

Accession: gi|145701025 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 295.7
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 2



Detailed Protein Report
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898 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1619 1 1023.8271 -75.44 3 50.1 15.1 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



Detailed Protein Report
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Protein 627: PREDICTED: protein FAM65C isoform X2 [Homo sapiens]
Accession: gi|578835791 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.1
Database Date: 2015-11-30 pI: 7.0

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

2833 1 651.8526 69.50 2 63.9 12.0 0 26-38 R.SASFAGFSSAQSR.R



Detailed Protein Report
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Protein 628: type 2 lactosamine alpha-2,3-sialyltransferase isoform 3 [Homo sapiens]
Accession: gi|403225032 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

426 1 672.4157 57.87 2 34.6 11.5 1 171-183 K.CVVVGNGGVLKNK.T Carbamidomethyl: 1



Detailed Protein Report
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Protein 629: G-protein coupled receptor 98 precursor [Homo sapiens]
Accession: gi|113722120 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 692.6
Database Date: 2015-11-30 pI: 4.4
Modification(s): Oxidation Sequence Coverage [%]: 0.4

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

112 2 793.8850 -70.56 2 30.7 12.9 0 1990-
2003

K.VEEATQNITLSIIR.L

780 1 696.6836 -200.93 2 39.1 12.4 0 5266-
5277

R.CAQMEPNALPFR.G Oxidation: 4



Detailed Protein Report
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Protein 630: undifferentiated embryonic cell transcription factor 1 [Homo sapiens]
Accession: gi|71043876 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 11.8

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

2319 1 788.1227 53.82 3 59.3 15.2 0 170-192 R.RPVPNAHAPAPSEPDATPLPTAR.D



Detailed Protein Report
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Protein 631: PREDICTED: DDB1- and CUL4-associated factor 6 isoform X1 [Homo sapiens]
Accession: gi|530365060 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.8
Database Date: 2015-11-30 pI: 5.1

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

Quantitation
Wdown:Qdown 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

1173 1 500.6606 -275.48 2 43.3 13.4 2 479-486 R.LKKAEQQR.Q Wdown:Qdown 0.46



Detailed Protein Report
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Protein 632: PREDICTED: enhancer of polycomb homolog 2 isoform X1 [Homo sapiens]
Accession: gi|578804049 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 9.9

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

2296 1 1001.3292 -115.17 2 59.0 13.2 0 297-314 R.LDQANHSCENSELADLDK.L



Detailed Protein Report
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Protein 633: treacle protein isoform b [Homo sapiens]
Accession: gi|57164975 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.2
Database Date: 2015-11-30 pI: 9.6

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

2600 1 625.2017 -222.77 2 60.8 10.7 2 1252-
1262

K.KVVDTTKESSR.K



Detailed Protein Report
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Protein 634: PREDICTED: G protein-coupled receptor kinase 4 isoform X4 [Homo sapiens]
Accession: gi|530376052 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.8
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.0

No. of unique Peptides: 1
Quantitation
mdown:qdown 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

117 1 1096.9944 -45.10 2 30.2 14.2 2 189-207 R.HYRVLGKGGFGEVCACQVR.A Carbamidomethyl: 14, 16 mdown:qdown 0.52



Detailed Protein Report
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Protein 635: PREDICTED: steroidogenic acute regulatory protein, mitochondrial isoform X4 [Homo 
sapiens]

Accession: gi|578815478 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.5
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation 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

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 636: leucine-rich repeat-containing protein 14B [Homo sapiens]
Accession: gi|122937351 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 6.8
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

1949 1 682.2553 -54.37 3 54.5 10.3 0 428-445 K.DCYPEGAAYPQDELAMSK.F Carbamidomethyl: 2



Detailed Protein Report
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Protein 637: fibroblast growth factor receptor substrate 2 [Homo sapiens]
Accession: gi|110347408 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.0
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

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

2113 1 899.3324 -89.81 2 56.6 12.8 1 64-78 R.RYGYDSNLFSFESGR.R



Detailed Protein Report
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Protein 638: PREDICTED: zinc finger protein 493 isoform X2 [Homo sapiens]
Accession: gi|530414758 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.4
Database Date: 2015-11-30 pI: 10.4
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

1622 1 927.1215 -7.05 3 49.0 11.9 0 3-28 K.GHSTVVKPPVICSHFAEDFCPGPGIK.D Carbamidomethyl: 12



Detailed Protein Report
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Protein 639: PREDICTED: zinc finger SWIM domain-containing protein 6 isoform X1 [Homo 
sapiens]

Accession: gi|578810477 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.8
Database Date: 2015-11-30 pI: 8.9

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

1688 1 916.3971 -125.22 2 51.0 10.9 1 121-135 K.LQEIELDDTLVKIFR.K



Detailed Protein Report
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Protein 640: epidermal growth factor receptor kinase substrate 8-like protein 1 isoform b [Homo 
sapiens]

Accession: gi|148539855 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2109 1 696.2869 -105.74 2 54.9 11.9 0 325-337 R.QQSAPQVAVNGHR.D



Detailed Protein Report
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Protein 641: PREDICTED: kazrin isoform X2 [Homo sapiens]
Accession: gi|530360946 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.7
Database Date: 2015-11-30 pI: 6.6
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

1080 1 540.6535 -191.17 2 42.2 13.5 0 96-104 K.ILSMMEDNK.Q

2651 1 698.3866 57.31 2 61.9 11.6 1 331-342 R.MKELEAELAMAK.Q Oxidation: 1, 10



Detailed Protein Report
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Protein 642: zinc finger protein 567 [Homo sapiens]
Accession: gi|34303941 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.5
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl 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

1247 1 873.9372 79.81 2 45.3 12.8 0 172-186 K.TETPAQSFGYNDCEK.S Carbamidomethyl: 13



Detailed Protein Report
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Protein 643: zinc finger and SCAN domain-containing protein 26 isoform b [Homo sapiens]
Accession: gi|161353483 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.2
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 10.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2927 1 1254.6046 -9.85 2 65.7 14.6 2 23-43 R.VVREDHYSTWEQGFKLQGNSK.G

2244 1 1061.7676 -92.40 3 58.3 10.4 1 303-330 K.IHLGEKPYQCNECGKVFSQNAGLLEHLR.I



Detailed Protein Report
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Protein 644: PREDICTED: telomerase-binding protein EST1A isoform X2 [Homo sapiens]
Accession: gi|530410168 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.9
Database Date: 2015-11-30 pI: 9.8
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

1746 1 916.9097 -83.20 2 50.5 10.0 2 1-16 -.MAEGLERVRISASELR.G Oxidation: 1



Detailed Protein Report
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Protein 645: ret finger protein-like 4A [Homo sapiens]
Accession: gi|222446629 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.2
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 12.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2944 1 953.4516 -27.66 2 66.0 13.0 1 129-145 K.EQAERFDTALCVLGTPR.F

1612 1 746.4374 48.07 3 48.9 11.9 0 196-215 K.VFAASTVPMTPLWVSPQLHR.V



Detailed Protein Report
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Protein 646: PREDICTED: probable E3 ubiquitin-protein ligase TRIML1 isoform X2 [Homo sapiens]
Accession: gi|578809099 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.2
Database Date: 2015-11-30 pI: 5.0
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

2309 1 1131.1776 102.92 2 57.3 10.8 0 72-91 R.SEPLLLQCPEATTTELSLCR.I Carbamidomethyl: 8



Detailed Protein Report
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Protein 647: PREDICTED: MDS1 and EVI1 complex locus protein EVI1 isoform X14 [Homo sapiens]
Accession: gi|530374146 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.8
Database Date: 2015-11-30 pI: 5.8

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

2083 1 1052.4215 -3.40 2 56.2 11.1 1 309-326 R.HQMSHDSGKHYECENCAK.V



Detailed Protein Report
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Protein 648: myomesin-1 isoform b [Homo sapiens]
Accession: gi|140560917 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.6
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.88 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

764 1 555.8059 19.32 2 38.9 10.8 0 697-706 R.FALFDLAEGK.S Wdown:Qdown 0.51
mdown:qdown 1.88



Detailed Protein Report
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Protein 649: leucine-rich repeat neuronal protein 2 precursor [Homo sapiens]
Accession: gi|42544231 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.8
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578800423 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  leucine-rich  repeat  neuronal  protein  2  isoform  X3  
[Homo sapiens]

gi|578800421 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leucine-rich  repeat  neuronal  protein  2  isoform  X2  
[Homo sapiens]

gi|530364022 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leucine-rich  repeat  neuronal  protein  2  isoform  X1  
[Homo sapiens]

gi|42544233 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

leucine-rich repeat neuronal protein 2 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

753 1 541.2892 -37.06 3 38.3 12.1 1 170-183 R.LHLNSNLLRAIDSR.W



Detailed Protein Report
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Protein 650: myosin-4 [Homo sapiens]
Accession: gi|110611903 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 222.9
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl 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

202 1 561.6237 -229.75 2 31.3 12.3 0 947-955 K.LEDECSELK.K Carbamidomethyl: 5



Detailed Protein Report
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Protein 651: transcription factor HES-4 isoform 1 [Homo sapiens]
Accession: gi|216548627 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.1
Database Date: 2015-11-30 pI: 12.0

Sequence Coverage [%]: 14.2
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2708 1 835.0993 174.40 2 62.3 10.6 2 37-53 K.VGSRPGVRGATGGREGR.G

1118 1 974.4533 -104.11 2 42.7 14.1 2 163-180 R.SRLLGHLAACLRQLGPSR.R



Detailed Protein Report
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Protein 652: PREDICTED: basic proline-rich protein-like [Homo sapiens]
Accession: gi|578837749 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.4
Database Date: 2015-11-30 pI: 13.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.7

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578847054 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: basic proline-rich protein-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

407 1 717.9592 -76.97 3 34.1 11.6 1 63-81 K.CPAPAQHPCPRPSSRFTSR.A Carbamidomethyl: 1

2994 1 846.4470 -21.67 2 66.2 13.1 1 187-201 K.CPAPAQRLRPRPSSR.F



Detailed Protein Report
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Protein 653: PREDICTED: sushi, nidogen and EGF-like domain-containing protein 1 isoform X4 
[Homo sapiens]

Accession: gi|578804038 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 142.7
Database Date: 2015-11-30 pI: 6.4
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

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



Detailed Protein Report
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Protein 654: probable E3 ubiquitin-protein ligase HERC6 isoform 2 [Homo sapiens]
Accession: gi|259089405 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.0
Database Date: 2015-11-30 pI: 9.2

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

2078 1 882.8691 72.62 3 54.5 13.8 2 34-57 R.HSLLLLTNHRVLSCGDNSRGQLGR.R



Detailed Protein Report

930 / 2108

Protein 655: protein shisa-9 isoform 2 precursor [Homo sapiens]
Accession: gi|291463301 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.4
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 19.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2323 1 1175.1820 36.25 2 59.3 14.4 2 4-22 R.VLRLLLGCFLTELCARVCR.A Carbamidomethyl: 8, 14, 18



Detailed Protein Report
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Protein 656: endogenous Bornavirus-like nucleoprotein 2 [Homo sapiens]
Accession: gi|40538806 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.4
Database Date: 2015-11-30 pI: 10.0

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

737 1 729.1287 119.14 3 38.0 10.5 2 161-179 R.GTPYASRFKDMPNFIALEK.S



Detailed Protein Report
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Protein 657: PREDICTED: DBIRD complex subunit ZNF326 isoform X1 [Homo sapiens]
Accession: gi|530362445 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.9

No. of unique Peptides: 1
Quantitation
Wdown:Qdown Median: 10.84 CV: 0.00 % No. of 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 Ratios

2131 1 955.8582 -116.90 2 55.2 10.3 1 146-160 K.VVMEFLHECMVNKFK.K Carbamidomethyl: 9 Wdown:Qdown 10.84



Detailed Protein Report
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Protein 658: differentially expressed in FDCP 6 homolog [Homo sapiens]
Accession: gi|145312241 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.9
Database Date: 2015-11-30 pI: 5.7

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

1011 1 645.1242 -360.14 1 42.2 11.0 0 313-318 R.LQAEGK.T



Detailed Protein Report
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Protein 659: PREDICTED: uncharacterized protein KIAA1109 isoform X12 [Homo sapiens]
Accession: gi|578809467 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 451.7
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2265 1 618.9864 -97.88 3 56.8 10.2 2 4077-
4093

K.VLSVLIKKLGTALQDEK.E



Detailed Protein Report
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Protein 660: protein scribble homolog isoform b [Homo sapiens]
Accession: gi|355390315 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 174.8
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

92 1 696.1357 141.31 3 30.4 24.5 2 861-880 R.HVACLARSERGLGFSIAGGK.G Carbamidomethyl: 4



Detailed Protein Report
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Protein 661: metallothionein-1B [Homo sapiens]
Accession: gi|27414495 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.1
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 34.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

319 1 699.6539 78.39 3 33.1 12.9 2 31-51 K.KCCCSCCPVGCAKCAQGCVCK.G



Detailed Protein Report
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Protein 662: PREDICTED: disks large homolog 2 isoform X10 [Homo sapiens]
Accession: gi|578821149 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 5.1

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.77 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

56 1 877.9030 41.74 2 29.9 12.3 0 556-571 R.EQMMNHSMSSGSGSLR.T Oxidation: 8 mdown:qdown 0.77
Wdown:Qdown 0.99



Detailed Protein Report
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Protein 663: protein canopy homolog 4 precursor [Homo sapiens]
Accession: gi|22749479 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.3
Database Date: 2015-11-30 pI: 4.4

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

2741 1 922.4990 -51.89 1 63.2 10.1 2 107-114 R.KGSLRYAK.G



Detailed Protein Report
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Protein 664: PREDICTED: RING finger protein 32 isoform X5 [Homo sapiens]
Accession: gi|578813915 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.1
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2582 1 834.4528 52.62 2 62.8 12.0 2 164-176 K.TCPLCRKNQYQTR.V Carbamidomethyl: 2



Detailed Protein Report

942 / 2108

Protein 665: PREDICTED: sal-like protein 4 isoform X1 [Homo sapiens]
Accession: gi|530418220 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.9
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 3.3
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578836089 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: sal-like protein 4 isoform X3 [Homo sapiens]

gi|578836087 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: sal-like protein 4 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1542 1 882.1342 117.56 2 49.1 13.2 2 256-272 K.KGKGKPPNISAVDVKPK.D

811 1 848.9801 1.28 2 39.0 11.3 2 321-334 K.GNLKVHFHRHPQVK.A



Detailed Protein Report
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Protein 666: histone deacetylase complex subunit SAP18 [Homo sapiens]
Accession: gi|215490089 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.5
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2664 1 541.3186 91.64 2 61.6 14.2 1 124-133 K.EIGSTMSGRK.G Oxidation: 6



Detailed Protein Report
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Protein 667: PREDICTED: ligand-dependent nuclear receptor-interacting factor 1 isoform X2 
[Homo sapiens]

Accession: gi|578799447 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.2
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.79 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

451 1 562.6268 -261.41 2 35.0 12.9 0 354-363 K.DNALVMFNGK.V Oxidation: 6 mdown:qdown 0.79
Wdown:Qdown 2.92



Detailed Protein Report
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Protein 668: BTB/POZ domain-containing protein 7 isoform 3 [Homo sapiens]
Accession: gi|574284911 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.5
Database Date: 2015-11-30 pI: 8.0

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

Quantitation
mdown:qdown Median: 6.56 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 9.19 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

1042 1 670.8061 -37.58 2 41.8 11.1 0 740-752 R.LADSESLGHGAQR.N Wdown:Qdown 9.19
mdown:qdown 6.56



Detailed Protein Report
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Protein 669: mitogen-activated protein kinase kinase kinase kinase 5 [Homo sapiens]
Accession: gi|14589909 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.0
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 1.70 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.00 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578825438 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  mitogen-activated  protein  kinase  kinase  kinase  kinase  
5 isoform X1 [Homo sapiens]

gi|38570135 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

mitogen-activated  protein  kinase  kinase  kinase  kinase  5  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1739 1 1023.8681 -109.14 2 51.7 12.0 1 71-87 K.ECKHCNIVAYFGSYLSR.E Carbamidomethyl: 2

710 1 676.9374 111.28 2 38.2 12.4 0 143-155 K.GANILLTDHGDVK.L Wdown:Qdown 1.00
mdown:qdown 1.70



Detailed Protein Report
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Protein 670: myosin phosphatase Rho-interacting protein isoform 2 [Homo sapiens]
Accession: gi|50980301 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.5
Database Date: 2015-11-30 pI: 5.8
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

1449 1 1011.7606 -72.73 3 47.9 13.8 2 614-639 R.MEVDRSPGLPMSDLKTHNVHVEIEQR.W Oxidation: 11



Detailed Protein Report
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Protein 671: actin-binding Rho-activating protein [Homo sapiens]
Accession: gi|21040251 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.1
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1991 1 1022.8793 -58.83 2 55.0 10.7 1 309-324 R.EMMDMCFIICTMARHR.R Carbamidomethyl: 6



Detailed Protein Report
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Protein 672: F-box only protein 32 isoform 2 [Homo sapiens]
Accession: gi|22547144 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.7
Database Date: 2015-11-30 pI: 10.2
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

2617 2 741.8602 -8.51 2 63.4 24.4 1 162-173 R.KEQYGDTLQLCK.H Carbamidomethyl: 11



Detailed Protein Report
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Protein 673: amyloid beta A4 precursor protein-binding family B member 1-interacting protein 
[Homo sapiens]

Accession: gi|56118221 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.1
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578818421 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  amyloid  beta  A4  precursor  protein-binding  family  B  
member 1-interacting protein isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

587 1 472.2712 -35.10 2 36.2 12.5 1 430-439 R.AVAKAGLASR.W



Detailed Protein Report
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Protein 674: serine/threonine-protein kinase Nek11 isoform 2 [Homo sapiens]
Accession: gi|41281753 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.0
Database Date: 2015-11-30 pI: 5.6
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

1841 1 682.2595 -115.74 3 53.0 24.3 1 4-22 K.FQEAAKCVSGSTAISTYPK.T Carbamidomethyl: 7



Detailed Protein Report
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Protein 675: PREDICTED: nuclear receptor coactivator 1 isoform X5 [Homo sapiens]
Accession: gi|578803237 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.3
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2435 1 648.2013 -141.21 2 60.8 10.5 0 21-33 K.GSPCDTLASSTEK.R



Detailed Protein Report

953 / 2108

Protein 676: PREDICTED: kinesin-like protein KIF3C isoform X1 [Homo sapiens]
Accession: gi|578802893 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.3
Database Date: 2015-11-30 pI: 9.0

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

2412 1 679.1732 -204.17 2 60.5 12.6 0 527-537 R.NIMDHTNEQQK.M



Detailed Protein Report
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Protein 677: cartilage intermediate layer protein 1 preproprotein [Homo sapiens]
Accession: gi|192449445 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.5
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

1710 1 1273.4767 -125.38 1 51.3 11.0 0 151-160 R.IWSPWSPWSK.C



Detailed Protein Report
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Protein 678: protein SMG8 [Homo sapiens]
Accession: gi|47777319 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.6
Database Date: 2015-11-30 pI: 8.7

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

2766 1 735.0575 1.78 3 65.9 14.0 1 357-377 R.SHCTVKDPESLLVPAPLSGPR.R



Detailed Protein Report
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Protein 679: connective tissue growth factor precursor [Homo sapiens]
Accession: gi|4503123 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1888 1 921.3555 -133.61 2 53.7 12.6 1 262-277 K.ISKPIKFELSGCTSMK.T Carbamidomethyl: 12; 
Oxidation: 15



Detailed Protein Report
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Protein 680: chitotriosidase-1 isoform 3 precursor [Homo sapiens]
Accession: gi|395393999 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 8.6
Modification(s): Oxidation 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

2659 1 826.4139 65.06 2 64.4 13.9 0 281-294 K.EGGMLAYYEVCSWK.G Oxidation: 4



Detailed Protein Report
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Protein 681: transcription factor LBX2 isoform 2 [Homo sapiens]
Accession: gi|57528437 Score: 24.2
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
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Protein 682: PREDICTED: BRCA1-A complex subunit Abraxas isoform X1 [Homo sapiens]
Accession: gi|530378285 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.6
Database Date: 2015-11-30 pI: 9.2
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

1271 1 796.3744 -21.47 2 45.6 24.2 2 55-66 R.RHSDQIMTFRER.L Oxidation: 7



Detailed Protein Report
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Protein 683: PREDICTED: zinc finger protein 813 isoform X1 [Homo sapiens]
Accession: gi|578833930 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.1
Database Date: 2015-11-30 pI: 10.5

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

2454 1 611.6737 -159.08 2 61.0 12.2 0 77-86 R.HESHHTGDFR.F



Detailed Protein Report
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Protein 684: conserved oligomeric Golgi complex subunit 5 isoform 2 [Homo sapiens]
Accession: gi|240849537 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.7
Database Date: 2015-11-30 pI: 6.1

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

2238 1 682.1284 82.08 3 58.2 10.8 2 798-815 R.LLLIRGALEAYVQSVRSR.E



Detailed Protein Report
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Protein 685: PREDICTED: germinal-center associated nuclear protein isoform X6 [Homo sapiens]
Accession: gi|578836729 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 1.69 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2547 1 885.0863 142.56 2 62.3 12.8 0 342-357 K.FAVQAFAALNSNNFVR.F Wdown:Qdown 1.69

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 686: PREDICTED: leucine-rich repeat-containing protein 49 isoform X3 [Homo sapiens]
Accession: gi|530406077 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.4
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

784 1 450.7564 -22.94 2 38.6 10.3 0 46-53 R.LTINNVAR.Q



Detailed Protein Report
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Protein 687: DDB1- and CUL4-associated factor 13 [Homo sapiens]
Accession: gi|229892270 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.5
Database Date: 2015-11-30 pI: 10.2

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

1462 1 706.0794 76.84 3 47.1 12.4 1 179-195 R.NYDPALHPFEVPREYIR.A



Detailed Protein Report
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Protein 688: PREDICTED: V(D)J recombination-activating protein 1 isoform X1 [Homo sapiens]
Accession: gi|530395605 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.0
Database Date: 2015-11-30 pI: 9.8

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

692 1 648.3377 -44.07 2 37.5 11.1 2 487-497 K.MYRTVKAITGR.Q



Detailed Protein Report
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Protein 689: zinc finger protein 93 [Homo sapiens]
Accession: gi|38708324 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.9
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 0.97 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

645 1 512.6921 -185.63 2 36.9 10.7 0 237-246 K.AFIASSTLSK.H Wdown:Qdown 0.97



Detailed Protein Report
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Protein 690: stAR-related lipid transfer protein 8 isoform a [Homo sapiens]
Accession: gi|215820650 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.7
Database Date: 2015-11-30 pI: 5.9
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

2225 1 916.3247 -127.33 2 56.5 11.6 1 63-78 K.KNHGFLDEDSLGALCR.R Carbamidomethyl: 15



Detailed Protein Report
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Protein 691: PREDICTED: caspase-10 isoform X6 [Homo sapiens]
Accession: gi|578805020 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 13.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1119 1 954.9584 -55.00 2 42.7 12.3 2 11-27 R.SPGKISMQVVMRAAVYR.M Oxidation: 11
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Protein 692: histone deacetylase 9 isoform 1 [Homo sapiens]
Accession: gi|17158039 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 2
Quantitation
Wdown:Qdown Median: 0.13 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2745 1 917.4783 88.58 2 63.3 10.8 0 644-660 K.HQCVCGNSTTHPEHAGR.I

819 1 706.2304 -210.02 2 39.7 13.1 1 1000-
1011

K.IIEIQSMSLKFS.- Oxidation: 7 Wdown:Qdown 0.13
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Protein 693: PREDICTED: tubulin-specific chaperone D isoform X12 [Homo sapiens]
Accession: gi|578832042 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.5
Database Date: 2015-11-30 pI: 5.8

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

1258 2 727.3443 -38.23 2 45.4 13.9 0 415-428 K.AWHGGCLALAELGR.R
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Protein 694: PREDICTED: transforming acidic coiled-coil-containing protein 2 isoform X20 [Homo 
sapiens]

Accession: gi|578818751 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 296.6
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

858 1 474.1144 -271.75 2 40.2 10.8 1 1338-
1346

K.GKQATGEEK.A

1463 1 1023.6735 127.47 2 48.1 13.1 2 2806-
2822

K.NKEIEELTKICDELIAK.M Carbamidomethyl: 11
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Protein 695: 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: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2202 1 1057.5324 -23.37 3 56.1 10.7 2 81-110 K.LRRLGFGGPAGPGASLEVFGTAYCTALYLR.Q Carbamidomethyl: 24
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Protein 696: FYVE, RhoGEF and PH domain-containing protein 4 [Homo sapiens]
Accession: gi|198041928 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.6
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

889 1 540.2259 -68.97 2 40.6 13.0 0 243-252 R.GSFPAEMVNK.I
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Protein 697: 60S ribosomal protein L35a [Homo sapiens]
Accession: gi|16117791 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.5
Database Date: 2015-11-30 pI: 11.7

Sequence Coverage [%]: 22.7
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
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Protein 698: GTPase HRas isoform 2 [Homo sapiens]
Accession: gi|34222246 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.9
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 10.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.46 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578839846 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: GTPase HRas isoform X1 [Homo sapiens]

gi|578820498 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: GTPase HRas isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2770 1 1002.0175 9.51 2 63.1 10.3 2 118-135 K.CDLAARTVESRQAQDLAR.S mdown:qdown 1.46
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Protein 699: SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily 
E member 1-related [Homo sapiens]

Accession: gi|83715964 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation 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

318 1 591.7318 -78.66 2 33.1 10.4 1 145-153 K.MCTEKIQEK.K Carbamidomethyl: 2; 
Oxidation: 1

132 1 725.9894 99.94 2 31.0 13.4 1 305-317 R.IKEILAQVASEHL.-
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Protein 700: E3 ubiquitin-protein ligase PDZRN3 [Homo sapiens]
Accession: gi|57529737 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1837 1 716.3485 -12.08 3 51.6 12.4 2 157-176 R.AGGHCCARALRAHNGALQAR.L Carbamidomethyl: 5, 6

2035 1 939.3035 -130.12 2 55.6 11.3 0 891-907 K.SAVEYAQSQMSLVSMCK.D Oxidation: 10
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Protein 701: myotubularin-related protein 8 [Homo sapiens]
Accession: gi|21361759 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1061 1 956.7040 226.87 1 42.9 13.2 0 1-8 -.MDHITVPK.V Oxidation: 1
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Protein 702: 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
mdown:qdown Median: 3.18 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1819 1 719.7489 -178.16 2 51.3 10.6 0 106-120 R.NLCPGGSSLGAPPLR.T mdown:qdown 3.18
Wdown:Qdown 1.10
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Protein 703: PREDICTED: coiled-coil domain-containing protein 13 isoform X2 [Homo sapiens]
Accession: gi|530371957 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.8
Database Date: 2015-11-30 pI: 9.0

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

1302 1 857.8300 -157.01 2 45.0 11.4 0 393-407 K.QLQEILGSLSLQEEK.T
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Protein 704: calcium-activated chloride channel regulator 1 precursor [Homo sapiens]
Accession: gi|110611231 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.2
Database Date: 2015-11-30 pI: 5.9

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

2143 1 797.8056 45.88 3 57.0 11.8 2 374-397 K.RLPAAASGGTSICSGLRSAFTVIR.K
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Protein 705: PREDICTED: transcription elongation regulator 1 isoform X3 [Homo sapiens]
Accession: gi|530380386 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.5
Database Date: 2015-11-30 pI: 9.6

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

1365 3 473.0897 -307.94 2 45.6 13.1 1 836-843 K.DKVESDPR.Y

809 1 697.8381 2.18 2 38.9 10.5 1 867-878 K.VRSSDVSWSDTR.R
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Protein 706: PREDICTED: hemicentin-2 isoform X1 [Homo sapiens]
Accession: gi|578796176 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.5
Database Date: 2015-11-30 pI: 7.6
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

423 1 718.2901 -107.80 3 34.3 11.0 2 1243-
1265

K.VGLRGSLPGTRGPAGSPGCGDGK.R Carbamidomethyl: 19
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Protein 707: transcriptional regulator ERG isoform 5 [Homo sapiens]
Accession: gi|343478178 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.4
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2099 1 720.7086 -156.70 2 54.8 12.8 0 20-31 K.HMPPPNMTTNER.R Oxidation: 2
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Protein 708: 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, Oxidation 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

2620 1 710.3519 57.75 2 61.4 12.5 1 130-140 R.DYFQMARANCK.K Carbamidomethyl: 10; 
Oxidation: 5

309 1 936.1804 52.20 3 32.6 11.1 2 391-414 K.RKSECINQNPAASSNHWQIPELAR.K Carbamidomethyl: 5
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Protein 709: ankyrin repeat and zinc finger domain-containing protein 1 isoform 1 [Homo sapiens]
Accession: gi|109150425 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.9
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|109150435 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ankyrin repeat and zinc finger domain-containing protein 1 isoform 1 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

939 2 529.3080 38.86 2 40.5 12.1 0 277-286 R.DLLAGPSWAK.A
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Protein 710: leucine-rich repeat and calponin homology domain-containing protein 1 isoform 3 
[Homo sapiens]

Accession: gi|256017180 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.2
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

599 1 690.3992 85.05 2 36.8 23.5 1 645-655 R.NVENFLEACRK.L Carbamidomethyl: 9 mdown:qdown 0.72
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Protein 711: myocyte-specific enhancer factor 2C isoform 3 [Homo sapiens]
Accession: gi|301069380 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.4

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578810376 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  myocyte-specific  enhancer  factor  2C  isoform  X12  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1681 1 1044.8573 -98.83 2 50.9 12.1 1 92-111 K.GLNGCDSPDPDADDSALNKK.E Carbamidomethyl: 5

672 1 676.1898 -213.65 2 37.7 11.3 1 418-428 R.YPQHTRHEAGR.S
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Protein 712: melanoma-associated antigen 8 [Homo sapiens]
Accession: gi|19923308 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.2
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|261878490 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
melanoma-associated antigen 8 [Homo sapiens]

gi|261878488 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

melanoma-associated antigen 8 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1776 1 806.7498 -172.60 2 52.2 23.4 0 157-170 K.ASECMQVIFGIDVK.E Carbamidomethyl: 4; 
Oxidation: 5
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Protein 713: PREDICTED: condensin-2 complex subunit H2 isoform X1 [Homo sapiens]
Accession: gi|530420802 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.2
Database Date: 2015-11-30 pI: 4.6

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

1785 1 734.4108 74.56 2 51.0 11.4 1 567-579 K.RFQTYAAPSMAQP.-
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Protein 714: PREDICTED: E3 ubiquitin-protein ligase LRSAM1 isoform X2 [Homo sapiens]
Accession: gi|578817973 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.5
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, 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

1755 1 689.9840 -17.28 3 50.6 11.1 2 383-400 R.RDVASAMQQMLTESCKNR.L

2902 1 992.7980 -150.93 2 65.0 12.3 1 384-400 R.DVASAMQQMLTESCKNR.L Carbamidomethyl: 14; 
Oxidation: 6



Detailed Protein Report

994 / 2108

Protein 715: zinc finger and BTB domain-containing protein 21 isoform L [Homo sapiens]
Accession: gi|50345873 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.8
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 1.9
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530419238 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  and  BTB  domain-containing  protein  21  
isoform X1 [Homo sapiens]

gi|148491088 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc  finger  and  BTB  domain-containing  protein  21  isoform  L  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1333 4 698.8883 104.97 2 45.4 12.8 0 135-146 K.VFVEDDENSSQK.R

861 1 491.8136 -69.69 2 39.6 10.6 2 634-641 K.ALIIKLRR.G
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Protein 716: collagen alpha-3(VI) chain isoform 4 precursor [Homo sapiens]
Accession: gi|240255535 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 278.0
Database Date: 2015-11-30 pI: 9.1

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

1827 1 1056.0066 84.56 3 52.9 23.4 2 2131-
2158

K.IVVLMLTGEVPEQQLEEAQRVILQAKCK.G
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Protein 717: PREDICTED: ankyrin-2 isoform X16 [Homo sapiens]
Accession: gi|578809070 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 454.5
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 0.5
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 0.48 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.93 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

182 1 745.2293 -195.45 2 31.7 10.9 1 15-27 K.SIRAQGNMQELDK.T mdown:qdown 0.48
Wdown:Qdown 0.93

298 1 535.7922 -16.95 2 33.1 12.4 2 2027-
2035

K.QKQPQEKGK.V
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Protein 718: valine--tRNA ligase, mitochondrial isoform 3 [Homo sapiens]
Accession: gi|268370295 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

124 1 896.3913 -39.84 3 30.9 11.1 0 580-603 R.FTLCSHGVQAGDLHLSVSEVQSCR.H Carbamidomethyl: 4, 23
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Protein 719: zinc finger protein 329 [Homo sapiens]
Accession: gi|71037407 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.7
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578834898 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 329 isoform X4 [Homo sapiens]

gi|578834896 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 329 isoform X3 [Homo sapiens]

gi|578834894 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 329 isoform X2 [Homo sapiens]

gi|578834892 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 329 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1797 1 856.2884 -117.80 2 52.5 12.6 2 508-522 R.EGPSRCPQCGKMFQK.S Oxidation: 12
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Protein 720: 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
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Protein 721: 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
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Protein 722: putative protein FAM47C [Homo sapiens]
Accession: gi|61966919 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.3
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2667 1 1057.0851 36.44 2 62.2 11.9 1 368-386 R.QLPPEAGVSHLCPEPPKTR.V Carbamidomethyl: 12

2436 1 822.6843 -57.00 3 60.8 11.4 0 567-588 R.MYSLRPEPPDTGVSHLCPEPPK.T Oxidation: 1



Detailed Protein Report
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Protein 723: PREDICTED: serine/threonine-protein kinase N3 isoform X4 [Homo sapiens]
Accession: gi|578817399 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.9
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.09 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

242 1 566.5934 -38.74 3 31.8 10.9 1 700-715 K.IADFGLCKEGIGFGDR.T Wdown:Qdown 1.24
mdown:qdown 1.09



Detailed Protein Report
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Protein 724: E3 ubiquitin-protein ligase UBR2 isoform 1 [Homo sapiens]
Accession: gi|27597061 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 200.4
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

170 1 793.8952 4.91 2 31.4 10.8 0 655-668 R.CLVLCAQVHAGMWR.R



Detailed Protein Report

1010 / 2108

Protein 725: granulysin isoform 519 [Homo sapiens]
Accession: gi|157502222 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.8
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

74 1 767.7586 -180.19 2 30.3 23.3 2 72-85 R.SVSNAATRVCRTGR.S Carbamidomethyl: 10



Detailed Protein Report
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Protein 726: PNMA-like protein 2 [Homo sapiens]
Accession: gi|146219841 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.6
Database Date: 2015-11-30 pI: 5.2

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

1644 1 662.3238 -46.15 2 49.1 11.9 0 544-558 R.GLTPAGAPPTASGAR.K



Detailed Protein Report
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Protein 727: voltage-dependent T-type calcium channel subunit alpha-1G isoform 14 [Homo 
sapiens]

Accession: gi|38505268 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.8
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.81 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

102 1 516.1595 -139.60 3 30.7 10.3 0 1046-
1061

R.TSSSGSAEPGAAHEMK.S mdown:qdown 0.81



Detailed Protein Report
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Protein 728: laminin subunit alpha-2 isoform b precursor [Homo sapiens]
Accession: gi|119466532 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.3
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

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

1220 1 1018.6209 -90.98 3 44.9 11.4 0 307-331 R.CECEHNTCGDSCDQCCPGFHQKPWR.A Carbamidomethyl: 12, 15, 
16



Detailed Protein Report
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Protein 729: PREDICTED: radial spoke head 10 homolog B isoform X5 [Homo sapiens]
Accession: gi|530384952 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.8
Database Date: 2015-11-30 pI: 6.8
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

2029 1 857.8121 -55.71 2 55.5 23.2 0 223-236 K.SGNIYEGQWEDNMR.H Oxidation: 13



Detailed Protein Report
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Protein 730: PREDICTED: mitochondrial Rho GTPase 1 isoform X3 [Homo sapiens]
Accession: gi|578831127 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.8
Database Date: 2015-11-30 pI: 6.2

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

2821 1 914.4775 -32.72 2 64.4 10.3 2 93-107 K.VTSRWIPLINERTDK.D



Detailed Protein Report
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Protein 731: tripartite motif-containing protein 46 isoform 4 [Homo sapiens]
Accession: gi|375298680 Score: 23.2
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 [%]: 3.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1373 1 926.7345 -26.95 3 45.9 10.5 2 5-28 K.GNGLTSMKNMEKELLCPVCQEMYK.Q Oxidation: 10, 22

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



Detailed Protein Report
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Protein 732: PREDICTED: focadhesin isoform X1 [Homo sapiens]
Accession: gi|578816557 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 199.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report
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Cmpds. [ppm] [min]

2532 1 729.9581 43.06 2 59.9 12.6 2 584-596 K.LIAKAASIRDICK.Q Carbamidomethyl: 12



Detailed Protein Report
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Protein 733: PREDICTED: HEAT repeat-containing protein 5B isoform X1 [Homo sapiens]
Accession: gi|530367723 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 203.3
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 4.04 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

284 1 635.8126 -19.46 2 32.3 12.1 0 684-694 K.TYEGSFNALLR.E Wdown:Qdown 4.04



Detailed Protein Report
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Protein 734: DENN domain-containing protein 1B isoform 4 [Homo sapiens]
Accession: gi|304571967 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 8.3
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 21.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2093 1 937.8811 -22.59 2 56.3 23.1 0 21-36 K.CHASENEEDSPAYLPR.I Carbamidomethyl: 1



Detailed Protein Report
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Protein 735: PREDICTED: adenylate cyclase type 8 isoform X1 [Homo sapiens]
Accession: gi|530388711 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.6
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2777 1 735.3766 48.62 3 66.0 11.8 1 476-494 R.QDHAHCCVEMGLSMIKTIR.Y Oxidation: 10, 14

158 1 659.9157 162.56 2 31.2 11.3 1 704-713 K.YSQMRDEVFK.S Oxidation: 4



Detailed Protein Report
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Protein 736: PREDICTED: zinc finger protein 236 isoform X1 [Homo sapiens]
Accession: gi|530414335 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.2
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl 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



Detailed Protein Report
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Cmpds. [ppm] [min]

2391 1 862.0720 174.01 2 60.2 10.8 2 105-118 K.KEFETSSELKEHMK.T

1447 1 947.6235 148.95 2 47.9 12.3 1 1189-
1204

R.LHTGAKPFKCPHCELR.F Carbamidomethyl: 10



Detailed Protein Report
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Protein 737: PREDICTED: tudor domain-containing protein 7 isoform X1 [Homo sapiens]
Accession: gi|578817238 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.3
Database Date: 2015-11-30 pI: 6.7
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

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 738: pannexin-2 isoform 2 [Homo sapiens]
Accession: gi|237757297 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.6
Database Date: 2015-11-30 pI: 9.7

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

1970 1 1051.4242 -48.76 2 53.3 11.9 0 73-89 K.NFAEEPIYCYTPHNFTR.D



Detailed Protein Report
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Protein 739: metallothionein-1A [Homo sapiens]
Accession: gi|71274113 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.1
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 32.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2067 2 701.2708 34.48 3 54.4 11.5 1 32-51 K.SCCSCCPMSCAKCAQGCICK.G Carbamidomethyl: 6; 
Oxidation: 8

2158 1 701.2771 43.49 3 55.5 11.5 1 32-51 K.SCCSCCPMSCAKCAQGCICK.G Carbamidomethyl: 19; 
Oxidation: 8



Detailed Protein Report
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Protein 740: unconventional myosin-VIIa isoform 2 [Homo sapiens]
Accession: gi|189083802 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 250.1
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 1.8

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

2700 1 869.0838 124.35 2 62.1 12.0 1 528-542 K.LNSQHKLNANYIPPK.N

1136 1 985.2085 56.47 3 43.8 11.0 1 1959-
1983

K.LWTTTVPGKDPMADSIFHYYQELPK.Y Oxidation: 12



Detailed Protein Report

1035 / 2108

Protein 741: 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



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

548 1 512.1851 -91.29 2 35.5 10.1 0 468-476 R.HGYSLMGDK.G Oxidation: 6

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 742: PREDICTED: protein-methionine sulfoxide oxidase MICAL3 isoform X15 [Homo 
sapiens]

Accession: gi|578836826 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 153.9
Database Date: 2015-11-30 pI: 5.0

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

2512 1 834.4289 -40.88 2 61.8 10.6 2 647-661 K.DRLGSPLAVDEALRR.S



Detailed Protein Report
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Protein 743: PREDICTED: PH and SEC7 domain-containing protein 3 isoform X5 [Homo sapiens]
Accession: gi|578815265 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.9
Database Date: 2015-11-30 pI: 9.6

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

249 1 561.2240 -81.38 2 31.8 12.9 1 210-219 K.KSPSESTEEK.A



Detailed Protein Report
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Protein 744: complement component 1 Q subcomponent-binding protein, mitochondrial precursor 
[Homo sapiens]

Accession: gi|4502491 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.3
Database Date: 2015-11-30 pI: 4.6

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

1934 1 840.8059 -11.17 2 54.3 12.6 0 63-80 R.GPCACGCGCGSLHTDGDK.A



Detailed Protein Report
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Protein 745: putative RNA polymerase II subunit B1 CTD phosphatase RPAP2 [Homo sapiens]
Accession: gi|226246608 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 3.9
No. of unique Peptides: 2

Quantitation
mdown:qdown Median: 1.51 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 6.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1581 1 583.8284 105.83 2 48.3 11.8 0 1-12 -.MADFAGPSSAGR.K mdown:qdown 1.51
Wdown:Qdown 6.04

1728 1 725.3276 -76.17 2 50.1 11.1 0 595-606 K.NEDLESLTIIFR.T



Detailed Protein Report
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Protein 746: pumilio domain-containing protein KIAA0020 [Homo sapiens]
Accession: gi|109948283 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.5
Database Date: 2015-11-30 pI: 10.2
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

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



Detailed Protein Report
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Protein 747: guanylate-binding protein 7 [Homo sapiens]
Accession: gi|148234215 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.5
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

838 1 712.3324 -47.27 2 39.0 11.9 1 64-76 K.GFPLGCTVKSETK.G Carbamidomethyl: 6



Detailed Protein Report
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Protein 748: PREDICTED: asparagine synthetase domain-containing protein 1 isoform X1 [Homo 
sapiens]

Accession: gi|530370551 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.0
Database Date: 2015-11-30 pI: 6.4

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

1674 1 882.4076 -157.19 2 49.6 12.4 2 570-585 K.ANLTLPRGIGEKLLLR.L



Detailed Protein Report
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Protein 749: MAM and LDL-receptor class A domain-containing protein C10orf112 precursor 
[Homo sapiens]

Accession: gi|565671710 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.9
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 3.18 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.98 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2517 1 913.4615 10.45 2 61.9 10.8 1 1425-
1439

R.REELSLFGDEDFQLK.F Wdown:Qdown 0.98
mdown:qdown 3.18

777 1 541.1764 -129.12 3 38.5 12.0 1 2032-
2046

R.NGGTCVVEKNGPMCR.C Carbamidomethyl: 5



Detailed Protein Report
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Protein 750: hepatoma-derived growth factor isoform a [Homo sapiens]
Accession: gi|4758516 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.8
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 12.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1973 1 682.2866 -59.46 3 54.8 11.7 1 127-146 K.GNAEGSSDEEGKLVIDEPAK.E



Detailed Protein Report
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Protein 751: 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



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

2044 1 1135.9200 78.97 3 54.1 22.8 1 921-951 R.GPCLSGCACPQGLLRHGDACFLPEECPCTWK.G Carbamidomethyl: 7, 9



Detailed Protein Report
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Protein 752: serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 
[Homo sapiens]

Accession: gi|21361399 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 4.9

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

2800 1 942.9802 -36.08 2 64.1 10.2 0 382-398 R.LNIISNLDCVNEVIGIR.Q



Detailed Protein Report
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Protein 753: PREDICTED: zinc finger protein 155 isoform X1 [Homo sapiens]
Accession: gi|530417166 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1111 1 903.7510 4.42 3 42.6 12.7 2 334-356 R.HCMVHTGEKPYRCEQCGKGFIGR.L Carbamidomethyl: 16; 
Oxidation: 3



Detailed Protein Report
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Protein 754: DNA helicase MCM8 isoform 4 [Homo sapiens]
Accession: gi|528078341 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.7
Database Date: 2015-11-30 pI: 7.8

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

Quantitation
Wdown:Qdown 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

527 1 882.7095 306.55 1 35.2 11.9 0 787-793 K.VYQLQTM.- Wdown:Qdown 0.57



Detailed Protein Report
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Protein 755: PREDICTED: tumor necrosis factor receptor superfamily member 3 isoform X3 [Homo 
sapiens]

Accession: gi|578822606 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.6
Database Date: 2015-11-30 pI: 5.3
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

2006 1 701.2886 -42.08 3 53.7 10.9 2 57-74 R.ICCSRCPPGTYVSAKCSR.I Carbamidomethyl: 2, 3, 6
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Protein 756: serine/threonine-protein kinase ATR [Homo sapiens]
Accession: gi|157266317 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 301.2
Database Date: 2015-11-30 pI: 7.3

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

828 1 965.4657 -14.77 2 39.2 12.7 1 1650-
1665

K.AYTRAVMHFESFITEK.K



Detailed Protein Report
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Protein 757: 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 758: immediate early response gene 5-like protein [Homo sapiens]
Accession: gi|148727370 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 6.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1295 1 1164.2240 81.89 2 44.7 10.5 2 2-22 M.ECALDAQSLISISLRKIHSSR.T
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Protein 759: PREDICTED: formin-binding protein 1 isoform X20 [Homo sapiens]
Accession: gi|530390795 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Quantitation
Wdown:Qdown 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

819 2 603.8114 -24.03 2 39.1 11.7 2 223-232 R.RIVRMGESMK.T Wdown:Qdown 0.78
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Protein 760: U4/U6 small nuclear ribonucleoprotein Prp3 [Homo sapiens]
Accession: gi|4758556 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.5
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2051 1 1051.4305 -132.06 2 54.3 10.5 2 1-17 -.MALSKRELDELKPWIEK.T Oxidation: 1



Detailed Protein Report

1063 / 2108

Protein 761: zinc finger protein 471 [Homo sapiens]
Accession: gi|150170667 Score: 22.6
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
mdown:qdown Median: 0.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

653 2 690.4099 83.82 2 37.0 10.7 1 357-366 R.YNTSFIRHWR.S mdown:qdown 0.72
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Protein 762: PREDICTED: brain-specific angiogenesis inhibitor 3 isoform X3 [Homo sapiens]
Accession: gi|578812890 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.1
Database Date: 2015-11-30 pI: 6.7
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

205 1 850.2148 81.42 3 31.8 11.2 2 981-1003 R.KRFLCLGWGLPALVVATSVGFTR.T Carbamidomethyl: 5
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Protein 763: putative ankyrin repeat domain-containing protein 31 [Homo sapiens]
Accession: gi|256574792 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.7
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.7

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

2612 1 812.4151 42.97 2 61.3 12.1 2 1254-
1267

K.QKSALDEADDEKMK.E Oxidation: 13
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Protein 764: PREDICTED: E3 ubiquitin-protein ligase HECW2 isoform X4 [Homo sapiens]
Accession: gi|578804640 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.7
Database Date: 2015-11-30 pI: 5.1
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

1753 1 835.2741 -131.88 2 51.9 11.7 1 54-67 K.SSFPTCAHHGQERR.S Carbamidomethyl: 6
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Protein 765: PREDICTED: anoctamin-2 isoform X1 [Homo sapiens]
Accession: gi|578822628 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.3
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.4
No. of unique Peptides: 2

Quantitation
Wdown:Qdown Median: 1.02 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2771 1 698.3681 -26.85 2 63.7 10.4 2 212-224 K.MYEIKAGGSIAKK.F Wdown:Qdown 1.02

2163 1 1131.2917 -238.27 1 57.2 12.1 2 963-973 R.SPGGGDRSRSR.A
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Protein 766: PREDICTED: double homeobox protein 4-like protein 4-like [Homo sapiens]
Accession: gi|530359602 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.8
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 6.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

263 1 795.8251 -122.95 2 32.7 11.2 1 23-35 K.RFIWTPSQSEALR.A

2734 1 710.3788 44.12 2 63.1 11.3 0 77-87 R.QHQQQSQPWPR.R
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Protein 767: tyrosine-protein kinase Lck precursor [Homo sapiens]
Accession: gi|112789546 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.0
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|112789548 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
tyrosine-protein kinase Lck precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2661 1 812.3984 -65.88 2 64.5 22.4 0 140-154 R.QLLAPGNTHGSFLIR.E
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Protein 768: transmembrane channel-like protein 1 [Homo sapiens]
Accession: gi|21071070 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.7
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 4.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1300 1 1061.6254 28.57 3 45.9 11.9 2 363-389 R.FLRFLANFFVFLTLGGSGYLIFWAVKR.S

962 1 529.1944 -206.45 2 40.8 10.6 1 722-731 K.GQKAANLDLK.K
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Protein 769: PREDICTED: cyclin-dependent kinase-like 5 isoform X2 [Homo sapiens]
Accession: gi|530421243 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.0
Database Date: 2015-11-30 pI: 10.1

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

Quantitation
mdown:qdown Median: 0.82 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

198 1 671.1826 -201.27 2 31.9 11.2 0 366-378 K.TYQASSQPGSTSK.D Wdown:Qdown 1.35
mdown:qdown 0.82
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Protein 770: C-type mannose receptor 2 precursor [Homo sapiens]
Accession: gi|110624774 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1
Quantitation
Wdown:Qdown 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

1293 1 727.3351 -37.75 2 45.8 10.7 1 350-361 R.DCSIALPYVCKK.K Carbamidomethyl: 2, 10 Wdown:Qdown 0.59
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Protein 771: disrupted in schizophrenia 1 protein isoform f [Homo sapiens]
Accession: gi|257153469 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.3
Database Date: 2015-11-30 pI: 6.9

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

Quantitation
mdown:qdown Median: 0.57 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.08 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

12 1 803.7126 -4.89 3 29.3 12.4 2 651-670 R.REVEHQETAYETSVKENTMK.
Y

mdown:qdown 0.57
Wdown:Qdown 1.08
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Protein 772: PREDICTED: RAD51-associated protein 2 isoform X1 [Homo sapiens]
Accession: gi|530367071 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.8
Database Date: 2015-11-30 pI: 7.1
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.08 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

147 1 492.5609 -86.58 3 31.1 10.7 1 629-640 R.LLEDNMKPMLKK.R Oxidation: 9 Wdown:Qdown 0.55
mdown:qdown 1.08
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Protein 773: 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
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Protein 774: puratrophin-1 isoform 2 [Homo sapiens]
Accession: gi|193211603 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1533 1 835.4469 69.38 2 47.9 10.1 1 954-968 K.EVRMAEMVSMGVGNK.A Oxidation: 4, 7

2818 2 665.3626 67.46 2 63.7 12.3 0 972-983 R.DIAPSEEAINDR.T
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Protein 775: dehydrogenase/reductase SDR family member 1 [Homo sapiens]
Accession: gi|19923983 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.9
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|209862901 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
dehydrogenase/reductase SDR family member 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

141 1 822.3919 8.30 2 31.0 10.4 1 168-182 K.AACDKLAADCAHELR.R Carbamidomethyl: 3
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Protein 776: low-density lipoprotein receptor-related protein 1B precursor [Homo sapiens]
Accession: gi|93102379 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 515.2
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 1
Quantitation
Wdown:Qdown Median: 1.97 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2037 2 977.3860 -129.29 2 54.0 11.5 1 1364-
1381

K.LDGSLRTTLIAGAMEHPR.A Oxidation: 14 Wdown:Qdown 1.97
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Protein 777: protocadherin beta-15 precursor [Homo sapiens]
Accession: gi|9256610 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.3
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

270 1 862.8505 82.24 3 32.5 22.3 2 90-111 K.LDREKLCGPTEPCIMHFQVLLK.K Oxidation: 15
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Protein 778: elongation factor G, mitochondrial [Homo sapiens]
Accession: gi|18390331 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.4
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 2.74 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

24 1 750.8366 -54.77 2 29.5 11.7 0 222-234 R.AIYFDGDFGQIVR.Y Wdown:Qdown 0.67
mdown:qdown 2.74
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Protein 779: glycosyltransferase-like domain-containing protein 1 isoform d [Homo sapiens]
Accession: gi|545746399 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.7
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl, Oxidation 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

2624 1 488.2210 -141.97 2 61.5 11.7 0 14-21 K.LIPDHRPK.D

2608 1 869.7489 29.96 3 60.9 10.6 0 241-262 K.HEFFGVAMLEAVYCGCYPLCPK.D Carbamidomethyl: 14, 20; 
Oxidation: 8
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Protein 780: liprin-beta-2 isoform 3 [Homo sapiens]
Accession: gi|375151575 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.1
Database Date: 2015-11-30 pI: 9.3
Modification(s): 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

2318 1 938.4698 -37.91 2 59.3 10.5 2 154-168 K.DRRIEELTGLLNQYR.K

2166 1 977.4261 -10.11 2 55.7 11.7 0 367-383 R.TQSGNFYTDTLGMAEFR.R Oxidation: 13
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Protein 781: PREDICTED: uncharacterized protein C11orf85 isoform X7 [Homo sapiens]
Accession: gi|578821305 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.4
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2875 1 922.9828 -58.69 2 65.1 22.3 2 78-94 K.GGVTGICFLLKVPVEKK.A Carbamidomethyl: 7
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Protein 782: PREDICTED: apoptosis-stimulating of p53 protein 2 isoform X1 [Homo sapiens]
Accession: gi|530366444 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.2
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1220 1 500.6481 -227.72 2 43.8 12.1 1 112-120 R.KENGVNSPR.M

2874 1 964.7996 -6.06 3 64.7 10.2 2 238-262 R.QLEMLKNGRIDSHHDNQSAVAELDR.L Oxidation: 4
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Protein 783: laminin subunit beta-3 precursor [Homo sapiens]
Accession: gi|62868215 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.5
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 2.7
No. of unique Peptides: 2

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

569 1 671.4345 103.14 2 36.4 10.2 1 752-766 R.LVRQAGGGGGTGSPK.L
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Protein 784: destrin isoform a [Homo sapiens]
Accession: gi|5802966 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.5
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 14.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1879 1 719.2624 -89.30 2 53.5 11.7 0 1-13 -.MASGVQVADEVCR.I Carbamidomethyl: 12; 
Oxidation: 1

237 1 613.7692 -92.64 2 31.7 10.5 1 115-125 K.MIYASSKDAIK.K
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Protein 785: PREDICTED: ubiquitin carboxyl-terminal hydrolase 45 isoform X4 [Homo sapiens]
Accession: gi|530384120 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.3
Database Date: 2015-11-30 pI: 9.1

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

Quantitation
mdown:qdown Median: 0.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

825 3 848.9721 -22.06 2 39.1 11.5 1 142-156 K.VLAQIVDFLQKHASK.T mdown:qdown 0.74

331 1 847.0323 -20.10 3 33.5 10.7 0 617-638 K.
ECSIQSCLYQFTSMELLMGNNK.
L
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Protein 786: oxygen-regulated protein 1 [Homo sapiens]
Accession: gi|5454016 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.5
Database Date: 2015-11-30 pI: 5.5

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

702 1 437.5923 -338.90 2 38.1 12.2 1 699-705 K.NERINTK.G

2984 1 729.3744 -46.74 2 66.1 10.0 0 1731-
1743

R.ILTDIEEGVLIDK.G
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Protein 787: PREDICTED: myotubularin-related protein 13 isoform X2 [Homo sapiens]
Accession: gi|530395847 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 207.1
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report

1095 / 2108

Cmpds. [ppm] [min]

246 1 530.5813 -5.79 3 32.2 10.0 1 1527-
1539

K.GVCIWECIDRMHK.R
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Protein 788: germ cell-less protein-like 1 [Homo sapiens]
Accession: gi|30410765 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.6
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

1992 1 584.9082 -132.40 3 53.5 10.2 2 456-471 R.LRLASFDSSGKLICSR.T
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Protein 789: transcriptional repressor CTCF isoform 2 [Homo sapiens]
Accession: gi|300388142 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.0
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 7.3

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.41 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.20 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1114 1 612.2788 -15.06 3 42.6 11.3 2 25-40 K.CSMCDYASVEVSKLKR.H Oxidation: 3 Wdown:Qdown 1.20
mdown:qdown 1.41



Detailed Protein Report

1098 / 2108

Protein 790: methylthioribose-1-phosphate isomerase isoform 2 [Homo sapiens]
Accession: gi|23943880 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.5
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

2639 1 702.1743 -341.86 1 61.3 22.2 0 2-7 M.TLEAIR.Y
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Protein 791: PREDICTED: regulator of G-protein signaling 7-binding protein isoform X2 [Homo 
sapiens]

Accession: gi|578810352 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.7
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.2

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 2.56 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1047 1 973.9236 -30.05 2 41.6 11.7 2 37-54 R.GSGSESAHKTQRALDDCK.M Carbamidomethyl: 17 mdown:qdown 2.56
Wdown:Qdown 4.25
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Protein 792: PDZ and LIM domain protein 4 isoform 1 [Homo sapiens]
Accession: gi|19923181 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 13.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1594 1 715.4238 125.91 3 48.6 10.0 0 213-233 R.YLQGMLEAGEGGDWPGPGGPR.N



Detailed Protein Report
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Protein 793: PREDICTED: anoctamin-9 isoform X8 [Homo sapiens]
Accession: gi|578820507 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.7
Database Date: 2015-11-30 pI: 7.5

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Quantitation
Wdown:Qdown 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

729 1 866.9494 -59.21 2 37.9 10.1 2 540-555 R.LHHHLRGRLPAGAAAR.A Wdown:Qdown 0.35
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Protein 794: protocadherin-20 precursor [Homo sapiens]
Accession: gi|190194360 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.9
Database Date: 2015-11-30 pI: 4.8

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

1727 1 1293.5590 -108.94 2 50.3 22.1 2 363-385 K.VPQASKDLFHLDENTGVIKLFSK.I



Detailed Protein Report

1103 / 2108

Protein 795: tubulin polyglutamylase TTLL5 [Homo sapiens]
Accession: gi|50658079 Score: 22.1
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
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Protein 796: matrix-remodeling-associated protein 5 precursor [Homo sapiens]
Accession: gi|139948432 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 312.0
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2644 1 1175.1326 48.53 2 61.3 10.5 1 2597-
2619

K.ADGMLHISGLSSVDAGAYRCVAR.N
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Protein 797: leucine-rich repeat and WD repeat-containing protein KIAA1239 [Homo sapiens]
Accession: gi|222418587 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.3
Database Date: 2015-11-30 pI: 5.8
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

1455 1 829.0640 130.95 2 48.0 11.9 2 575-587 R.KMCSQVLKHQLLR.V Carbamidomethyl: 3; 
Oxidation: 2
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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 798: PREDICTED: A-kinase anchor protein 10, mitochondrial isoform X4 [Homo sapiens]
Accession: gi|578829668 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 5.2
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

1254 1 673.3228 -16.24 2 45.3 22.0 2 531-542 K.SKGSMFSQAMKK.W Oxidation: 10
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Protein 799: neuronal acetylcholine receptor subunit alpha-4 isoform 1 precursor [Homo sapiens]
Accession: gi|4502827 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 6.9

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

1862 1 917.8422 -125.92 2 53.3 10.8 1 98-112 K.LRWDPADYENVTSIR.I
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Protein 800: microtubule-associated tumor suppressor candidate 2 isoform a [Homo sapiens]
Accession: gi|140161498 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.1
Database Date: 2015-11-30 pI: 6.3

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

1804 1 899.4822 -27.71 2 51.2 11.6 2 307-323 K.LEAQLGQGKGEAKLDLK.Y
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Protein 801: PREDICTED: protein PRRC2C isoform X16 [Homo sapiens]
Accession: gi|530364444 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 296.8
Database Date: 2015-11-30 pI: 9.4

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

1984 1 840.7858 -177.30 2 54.9 11.5 1 602-615 K.IEPREPNLEPMVEK.Q
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Protein 802: serine/threonine-protein kinase MRCK alpha isoform A [Homo sapiens]
Accession: gi|30089960 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 186.0
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 2
Quantitation
mdown:qdown Median: 0.37 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.53 CV: 0.17 % No. of Peptides: 2

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

249 2 679.3367 -48.57 2 32.5 11.4 0 799-810 R.LELQSALDAEIR.A Wdown:Qdown 1.53

55 1 826.3683 -54.04 3 29.9 10.5 2 1219-
1241

K.
GCQTVTSGKVRHGALTCLCVAMK.
R

Carbamidomethyl: 2, 17 mdown:qdown 0.37
Wdown:Qdown 1.53



Detailed Protein Report
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Protein 803: amiloride-sensitive sodium channel subunit beta [Homo sapiens]
Accession: gi|124301196 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.6
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1807 1 568.7511 -2.30 2 52.6 11.4 0 389-397 R.SCFQDHMIR.N
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Protein 804: janus kinase and microtubule-interacting protein 2 isoform 4 [Homo sapiens]
Accession: gi|533112496 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.5
Database Date: 2015-11-30 pI: 5.5

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

1632 1 713.6458 -35.90 3 48.9 10.3 2 222-241 R.EIPGRAGDGSEHCSSPDLRR.N
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Protein 805: PREDICTED: protein eva-1 homolog C isoform X3 [Homo sapiens]
Accession: gi|530419006 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.5
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1516 1 927.4902 37.95 2 47.7 21.8 1 176-192 K.DGEYGINFDPSGSKVLR.K
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Protein 806: PREDICTED: PHD finger protein 20-like protein 1 isoform X14 [Homo sapiens]
Accession: gi|578816001 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.4
Database Date: 2015-11-30 pI: 9.7
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

1939 1 918.3463 -119.86 2 52.9 10.8 2 215-230 K.KEETSTCIATPDVEKK.E Carbamidomethyl: 7
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Protein 807: transcription factor SOX-6 isoform 3 [Homo sapiens]
Accession: gi|224967050 Score: 21.7
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 10 500.6373 -249.35 2 42.7 11.7 0 232-239 R.QQQEQIAR.Q

1752 1 990.9543 -52.79 2 50.4 10.0 0 344-363 K.MPSTPQPPNTAGTVSPTGIK.N
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Protein 808: hephaestin-like protein 1 precursor [Homo sapiens]
Accession: gi|148886707 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 131.5
Database Date: 2015-11-30 pI: 6.3

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

2243 1 666.2803 -55.46 2 56.5 21.7 1 763-773 R.GERHGDIFMNR.T
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Protein 809: probable ATP-dependent RNA helicase DDX46 [Homo sapiens]
Accession: gi|41327773 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.3
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1720 1 863.0927 -49.60 3 50.2 11.0 2 366-388 K.GCPKPIKSWVQCGISMKILNSLK.K Carbamidomethyl: 2

1054 1 752.4550 172.69 2 42.8 10.7 0 534-545 R.MFDMGFEPQVMR.I Oxidation: 1
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Protein 810: PREDICTED: uncharacterized protein LOC285556 isoform X1 [Homo sapiens]
Accession: gi|578809699 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 190.0
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578809701 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: uncharacterized protein LOC285556 isoform X2 [Homo 
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1275 1 874.2865 -135.51 2 45.6 10.1 1 334-352 K.GGGGGGAGDGTECRDIIAK.S Carbamidomethyl: 13
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Protein 811: PREDICTED: homeobox protein Hox-A6 isoform X1 [Homo sapiens]
Accession: gi|578813472 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.6
Database Date: 2015-11-30 pI: 12.3

Sequence Coverage [%]: 16.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2501 1 834.4079 -45.05 2 61.7 10.3 2 47-62 R.WRAKGSPGQARPGGSR.W
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1127 / 2108

Protein 812: PREDICTED: sister chromatid cohesion protein PDS5 homolog B isoform X3 [Homo 
sapiens]

Accession: gi|530402178 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.7
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation 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

504 1 699.9329 104.76 2 34.9 11.3 1 406-417 R.KEAMMGLAQIYK.K Oxidation: 4

1604 1 882.0680 124.94 2 48.8 10.4 0 476-490 K.CLYYLYATLDLNAVK.A
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Protein 813: OTU domain-containing protein 7A [Homo sapiens]
Accession: gi|18702331 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.6
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2849 1 1001.0230 -1.34 2 64.2 10.3 1 68-85 R.QVHTANLPHVFNEGRGPK.Q
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Protein 814: PREDICTED: neurobeachin-like protein 1 isoform X8 [Homo sapiens]
Accession: gi|578804777 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 305.4
Database Date: 2015-11-30 pI: 6.0

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

2089 1 925.3261 -72.47 1 56.3 10.1 0 1269-
1276

K.NMSTEDTK.K
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Protein 815: 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

1133 / 2108

Protein 816: nuclear RNA export factor 5 [Homo sapiens]
Accession: gi|254039592 Score: 21.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, 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

2208 1 1061.5011 -52.58 3 57.8 21.5 2 81-107 K.ICIFVSHFTAPYSVKNKLKPGQMEMLK.L Carbamidomethyl: 2; 
Oxidation: 23
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Protein 817: PREDICTED: mediator of RNA polymerase II transcription subunit 19 isoform X1 
[Homo sapiens]

Accession: gi|530396419 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.0
Database Date: 2015-11-30 pI: 10.4

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

1493 1 671.3930 137.00 3 47.4 21.4 0 242-261 R.HSPDHPGMGSSQASSSSSLR.-
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Protein 818: spectrin beta chain, non-erythrocytic 5 [Homo sapiens]
Accession: gi|485837026 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 416.5
Database Date: 2015-11-30 pI: 6.2

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

1932 1 724.3207 -73.16 2 54.2 11.4 1 962-973 R.QRYPGNSTQIQR.Q
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Protein 819: nicotinate-nucleotide pyrophosphorylase [carboxylating] precursor [Homo sapiens]
Accession: gi|45269149 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 5.8

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

2650 1 835.3977 -89.98 2 61.4 11.1 1 146-161 R.LVEKYGLLVGGAASHR.Y
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Protein 820: A disintegrin and metalloproteinase with thrombospondin motifs 2 isoform 1 
preproprotein [Homo sapiens]

Accession: gi|110825974 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.7
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1134 1 984.4501 -53.47 2 42.9 11.3 1 544-559 K.HCFKGHCIWLTPDILK.R Carbamidomethyl: 2

2148 1 766.2823 -164.03 2 55.4 10.0 2 1183-
1194

R.RPSPYEKTRNQR.I
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Protein 821: PREDICTED: protocadherin Fat 3 isoform X1 [Homo sapiens]
Accession: gi|578821974 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 382.5
Database Date: 2015-11-30 pI: 4.5
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

1036 2 954.9665 -9.91 2 41.7 11.1 1 847-863 K.VSDGKFYSTSMVTIMVK.E Oxidation: 15
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Protein 822: syntaphilin [Homo sapiens]
Accession: gi|38202246 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.5
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 6.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1925 1 899.3727 -21.77 2 52.7 10.9 0 27-44 R.DAYGTSSLSSSSNSGSYK.G

605 1 730.9957 178.78 2 36.2 10.4 1 100-111 R.LQDRDTEIDDLK.T
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Protein 823: BRCA1-associated protein [Homo sapiens]
Accession: gi|188497705 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.3
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.39 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.21 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

257 1 569.4703 -171.75 3 32.6 21.3 0 210-224 R.AQADADSFYMTCNGR.Q Carbamidomethyl: 12 mdown:qdown 0.39
Wdown:Qdown 2.21
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Protein 824: spermatogenesis-associated serine-rich protein 2 [Homo sapiens]
Accession: gi|148746220 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1227 1 565.6011 -257.29 2 45.0 10.2 0 478-487 R.NSSWYSSGSR.Y
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Protein 825: 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: 1

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
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Protein 826: sodium-dependent phosphate transport protein 2B isoform b [Homo sapiens]
Accession: gi|295789158 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|295789160 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
sodium-dependent  phosphate  transport  protein  2B  isoform  b  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

281 1 690.1846 -55.62 2 32.9 10.8 1 617-626 R.CCCCCRVCCR.A Carbamidomethyl: 1, 2, 3, 4
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Protein 827: PREDICTED: probable helicase with zinc finger domain isoform X6 [Homo sapiens]
Accession: gi|578831752 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.5
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
Wdown:Qdown 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

1212 1 533.7834 -38.28 2 43.8 10.2 0 475-483 R.NLHVSLLDR.L Wdown:Qdown 0.22
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Protein 828: retinal guanylyl cyclase 2 [Homo sapiens]
Accession: gi|134152694 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.8
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.00 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

190 1 642.1902 -203.56 2 31.6 10.2 1 969-978 K.MRHMPEVPVR.I Oxidation: 1, 4 mdown:qdown 1.00
Wdown:Qdown 0.78
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Protein 829: AT-hook DNA-binding motif-containing protein 1 [Homo sapiens]
Accession: gi|71274144 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.2
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.9
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]
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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
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Protein 830: PREDICTED: serine/threonine-protein kinase ULK4 isoform X4 [Homo sapiens]
Accession: gi|530372727 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.6
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1551 1 715.7619 64.52 3 48.1 11.0 0 411-429 R.ELIYTDSDLVVTPIIDNPK.I
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Protein 831: suppressor of IKBKE 1 isoform 2 [Homo sapiens]
Accession: gi|156151377 Score: 21.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.7
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2601 1 626.8465 80.54 2 63.1 10.2 1 145-154 R.ICEMGEVMRK.A Carbamidomethyl: 2

1321 1 781.0677 172.15 2 46.2 10.9 1 182-195 R.ELLSISSESLQARK.E
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Protein 832: putative ATP-dependent RNA helicase DHX30 isoform 1 [Homo sapiens]
Accession: gi|20336294 Score: 21.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.9
Database Date: 2015-11-30 pI: 9.8
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

60 1 1220.0412 -85.90 2 30.1 10.1 2 26-48 R.LPPMCVNPTPGGTISRASRDLLK.E Oxidation: 4
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Protein 833: rho guanine nucleotide exchange factor 33 [Homo sapiens]
Accession: gi|290463441 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.5
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 3.7
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2130 1 701.3007 -88.45 3 55.2 10.3 2 715-735 R.APPADGVAPRLYSTRSSSGGR.A

856 1 647.8324 -5.87 2 39.5 10.7 1 758-768 R.GASRTFFPQQR.S
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Protein 834: PREDICTED: 5'-3' exoribonuclease 1 isoform X6 [Homo sapiens]
Accession: gi|578807507 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.1
Database Date: 2015-11-30 pI: 6.1

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

2638 2 673.3669 33.04 2 63.8 10.8 1 149-159 K.YFVNMKISTDK.S
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Protein 835: laminin subunit gamma-2 isoform b precursor [Homo sapiens]
Accession: gi|157419140 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.5
Database Date: 2015-11-30 pI: 6.0
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

170 1 1382.5832 -84.12 2 30.9 10.1 1 1-24 -.MPALWLGCCLCFSLLLPAARATSR.R Carbamidomethyl: 8, 9, 11

2722 1 772.4355 47.96 2 65.3 10.8 0 653-665 R.MQQAEQALQDILR.D
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Protein 836: transmembrane protein 70, mitochondrial isoform a [Homo sapiens]
Accession: gi|34147498 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.0
Database Date: 2015-11-30 pI: 9.6

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

1713 1 820.3878 -79.60 2 50.1 10.2 1 94-108 R.LIYTGNMARAVFGVK.C
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Protein 837: PREDICTED: uncharacterized protein LOC101928193 [Homo sapiens]
Accession: gi|530427280 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.8
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 2
Quantitation
Wdown:Qdown 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

2754 1 639.3520 54.35 2 62.8 10.3 0 265-276 H.IPGAWGSPSYSR.C Wdown:Qdown 0.73

2636 1 625.6343 -143.74 2 61.2 10.5 0 589-599 R.EQHTGAECMND.- Oxidation: 9
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Protein 838: titin isoform novex-3 [Homo sapiens]
Accession: gi|110349721 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 631.2
Database Date: 2015-11-30 pI: 5.4
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

2174 1 986.3858 -94.84 2 57.4 10.5 1 5586-
5604

R.CVATNKSGMAESFAALTLT.- Carbamidomethyl: 1
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Protein 839: advillin [Homo sapiens]
Accession: gi|295821173 Score: 20.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.0
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578823197 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: advillin isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2968 1 937.4525 -37.87 2 66.3 10.1 1 213-229 K.EAASPELMKVLQDTLGR.R Oxidation: 8
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Protein 840: limbin isoform 2 [Homo sapiens]
Accession: gi|260763994 Score: 20.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.8
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578808088 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: limbin isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1920 1 600.5632 -153.22 3 52.7 10.1 2 62-76 K.RESPITHRLYGDISR.E
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Protein 841: mitogen-activated protein kinase kinase kinase 15 [Homo sapiens]
Accession: gi|282847398 Score: 20.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.3
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.4
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1857 1 599.2758 -1.14 2 53.3 10.5 0 294-303 R.DIQDYDAMVK.L

1128 1 874.6829 210.03 1 43.7 10.1 0 897-904 R.ATTAELLR.E
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Protein 842: RNA-binding protein 12B [Homo sapiens]
Accession: gi|118722349 Score: 20.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.0
Database Date: 2015-11-30 pI: 6.3

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

Alias proteins:
Accession Name Description
gi|578815970 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: RNA-binding protein 12B isoform X5 [Homo sapiens]

gi|578815966 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: RNA-binding protein 12B isoform X4 [Homo sapiens]

gi|578815964 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: RNA-binding protein 12B isoform X3 [Homo sapiens]

gi|530389016 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: RNA-binding protein 12B isoform X2 [Homo sapiens]

gi|530389014 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: RNA-binding protein 12B isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2646 1 439.1044 -203.15 2 61.4 20.6 0 560-566 R.HSSEDFR.F
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Protein 843: 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 844: long-chain fatty acid transport protein 3 [Homo sapiens]
Accession: gi|13236579 Score: 20.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.6
Database Date: 2015-11-30 pI: 7.9

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

Quantitation
mdown:qdown 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

852 1 683.3354 -63.10 2 39.4 10.5 1 126-137 R.AAHTFLIHGSRR.F mdown:qdown 0.95
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Protein 845: PREDICTED: mitogen-activated protein kinase kinase kinase kinase 2 isoform X4 
[Homo sapiens]

Accession: gi|578821648 Score: 20.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.1
Database Date: 2015-11-30 pI: 6.0

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

1876 1 899.5084 102.10 2 52.1 10.3 0 477-494 K.ELPQVCVGAEGPEGPGCR.V
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Protein 846: PREDICTED: zinc finger protein 717 isoform X8 [Homo sapiens]
Accession: gi|578805503 Score: 20.4
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

1805 2 1273.5509 -66.38 2 51.2 10.2 1 245-267 K.ACNNSAVIVQVITQVGQPTCCRK.S Carbamidomethyl: 2, 21
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Protein 847: heat shock 70 kDa protein 1A/1B [Homo sapiens]
Accession: gi|167466173 Score: 20.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 1.9
No. of unique 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

2298 1 599.2128 -230.78 2 57.4 20.4 0 160-171 K.DAGVIAGLNVLR.I
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Protein 848: 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
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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
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Protein 849: menin isoform 2 [Homo sapiens]
Accession: gi|18860847 Score: 20.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.4
Database Date: 2015-11-30 pI: 6.1

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

1413 2 1021.9933 -70.41 2 46.4 20.2 2 485-502 R.RESKPEEPPPPKKPALDK.G
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Protein 850: PREDICTED: serine/threonine-protein kinase ULK2 isoform X1 [Homo sapiens]
Accession: gi|578830126 Score: 20.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.3
Database Date: 2015-11-30 pI: 9.8
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

2716 1 913.4684 61.75 2 62.4 10.2 0 721-739 R.TTSVGPSNSGGSLCAMSGR.V Carbamidomethyl: 14
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Protein 851: PREDICTED: coiled-coil domain-containing protein 158 isoform X8 [Homo sapiens]
Accession: gi|578809093 Score: 20.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 6.4

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

1460 1 982.5829 82.94 3 47.0 10.1 2 530-554 K.LQELQHLKNEGDHLRNVQTECEALK.L
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Protein 852: uncharacterized protein C6orf203 isoform a [Homo sapiens]
Accession: gi|7706029 Score: 20.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 10.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|215599508 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
uncharacterized protein C6orf203 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1123 1 946.1417 -80.24 3 43.7 20.1 2 2-27 M.AMASVKLLAGVLRKPDAWIGLWGVLR.G Oxidation: 2
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Protein 853: inorganic pyrophosphatase [Homo sapiens]
Accession: gi|11056044 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1596 1 696.7599 139.50 3 48.7 19.8 1 235-253 K.TNGKGISCMNTTLSESPFK.C Carbamidomethyl: 8; 
Oxidation: 9



Detailed Protein Report
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Protein 854: PREDICTED: mediator of RNA polymerase II transcription subunit 13-like isoform X3 
[Homo sapiens]

Accession: gi|578823481 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 227.2
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



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

2308 1 892.3159 -67.35 2 57.5 19.8 0 1572-
1585

R.CYTEMLDNLPEHMR.N Oxidation: 5, 13



Detailed Protein Report
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Protein 855: tubulin polyglutamylase TTLL6 isoform 2 [Homo sapiens]
Accession: gi|195963416 Score: 19.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.9
Database Date: 2015-11-30 pI: 9.7

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

271 1 1293.7773 110.12 2 32.8 19.7 1 27-47 R.KLSTFSAYLEDHSYNVEQIWR.D



Detailed Protein Report
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Protein 856: PREDICTED: 39S ribosomal protein L28, mitochondrial isoform X1 [Homo sapiens]
Accession: gi|530407456 Score: 19.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 9.4
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

2394 1 899.3523 -161.20 2 58.3 19.6 1 30-43 R.LAMPLHKYPVWLWK.R Oxidation: 3



Detailed Protein Report
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Protein 857: coilin [Homo sapiens]
Accession: gi|4758024 Score: 19.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.6
Database Date: 2015-11-30 pI: 10.0

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

1827 1 835.3577 -42.45 2 51.5 19.5 2 132-144 K.HWKSRENNNNNEK.V



Detailed Protein Report
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Protein 858: protein maestro isoform b [Homo sapiens]
Accession: gi|187761377 Score: 19.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.0
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 8.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530413995 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein maestro isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1043 1 630.9810 -97.07 3 41.8 19.5 2 8-24 R.ILGQPLSIPTSQPKQKR.T



Detailed Protein Report
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Protein 859: 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 860: neuroendocrine convertase 1 isoform 3 [Homo sapiens]
Accession: gi|295424145 Score: 19.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.3
Database Date: 2015-11-30 pI: 5.3

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

1185 1 956.7150 -62.95 3 43.5 19.5 1 405-427 K.DSEDSLYNDYVDVFYNTKPYKHR.D



Detailed Protein Report

1189 / 2108

Protein 861: PREDICTED: alpha-L-iduronidase isoform X1 [Homo sapiens]
Accession: gi|578808149 Score: 19.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.7
Database Date: 2015-11-30 pI: 10.4

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

1856 1 836.3130 -103.64 3 51.9 19.4 0 286-312 R.ADPGGAEAAPPAGCAQLHLHPGAGEGR.R



Detailed Protein Report
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Protein 862: PREDICTED: protein spire homolog 1 isoform X1 [Homo sapiens]
Accession: gi|530424894 Score: 19.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl, Oxidation 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

2094 1 1052.4646 -27.32 3 56.3 19.4 1 1-27 -.MMDDGKLGYSQCMETEVIESLGIIIYK.A Carbamidomethyl: 12; 
Oxidation: 1, 2



Detailed Protein Report
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Protein 863: prostaglandin E2 receptor EP3 subtype isoform 8 [Homo sapiens]
Accession: gi|38505186 Score: 19.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 11.4

Sequence Coverage [%]: 6.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2724 1 992.4655 -25.39 3 65.3 19.4 1 367-392 R.EQLICSLQNSQIQRATAHCGQVQTYR.V



Detailed Protein Report
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Protein 864: PREDICTED: mothers against decapentaplegic homolog 9 isoform X5 [Homo sapiens]
Accession: gi|530402395 Score: 19.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.6
Database Date: 2015-11-30 pI: 10.0

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

1665 1 944.8090 -147.29 2 50.7 19.3 1 50-67 K.GAMDELERALSCPGQPSK.C



Detailed Protein Report
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Protein 865: 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 866: PREDICTED: protein SSX3 isoform X3 [Homo sapiens]
Accession: gi|530421398 Score: 19.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.4
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2926 4 992.7825 -63.37 3 65.3 19.3 2 138-163 K.QLCPPGKPTTSEKINMISGVLQRYCR.F Carbamidomethyl: 25



Detailed Protein Report
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Protein 867: PREDICTED: ras-GEF domain-containing family member 1B isoform X2 [Homo 
sapiens]

Accession: gi|530377246 Score: 19.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.3
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
Wdown:Qdown 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

2776 3 913.4592 -12.74 2 63.1 19.1 2 209-222 K.KTRNLEAYVEWFNR.L Wdown:Qdown 0.98



Detailed Protein Report
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Protein 868: pantothenate kinase 4 [Homo sapiens]
Accession: gi|8922665 Score: 19.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.9
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2133 1 701.2686 -140.84 3 56.8 19.1 1 110-129 K.DHLVNTETKVIQATGGGAYK.F



Detailed Protein Report
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Protein 869: 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

Quantitation
Wdown:Qdown 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

2876 1 1132.6192 -5.27 2 65.1 19.1 2 215-235 K.KMHIAALASAILSDPENNIKK.L Wdown:Qdown 0.83



Detailed Protein Report
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Protein 870: protein S100-A9 [Homo sapiens]
Accession: gi|4506773 Score: 19.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.2
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 11.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

253 1 728.3359 -39.98 2 31.9 19.1 0 26-38 K.LGHPDTLNQGEFK.E



Detailed Protein Report
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Protein 871: thyroid peroxidase isoform e precursor [Homo sapiens]
Accession: gi|28558990 Score: 18.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.5
Database Date: 2015-11-30 pI: 5.9
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

2490 1 826.6956 -180.11 2 59.4 18.9 0 736-751 R.AAAQDSEQESAGMEGR.D Oxidation: 13



Detailed Protein Report
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Protein 872: PREDICTED: zinc finger protein 606 isoform X2 [Homo sapiens]
Accession: gi|530417293 Score: 18.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.7
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1657 1 1044.8456 -136.96 2 50.6 18.9 2 468-485 K.HERTHSGAKPYKCTECGK.S Carbamidomethyl: 13



Detailed Protein Report
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Protein 873: N-acylglucosamine 2-epimerase [Homo sapiens]
Accession: gi|213417820 Score: 18.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.8
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2036 1 753.8094 -85.39 2 55.6 18.8 2 1-13 -.MSKGLPARQDMEK.E Oxidation: 11



Detailed Protein Report
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Protein 874: T-complex protein 1 subunit gamma isoform c [Homo sapiens]
Accession: gi|58761484 Score: 18.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.4
Database Date: 2015-11-30 pI: 6.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

93 1 1044.7083 124.99 2 30.4 18.8 2 333-351 K.ACTILLRGASKEILSEVER.N



Detailed Protein Report
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Protein 875: polycystic kidney disease protein 1-like 3 precursor [Homo sapiens]
Accession: gi|31559825 Score: 18.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 195.8
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 6.32 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

146 1 896.8772 102.59 3 31.2 18.7 2 1242-
1267

K.
CSSSVPGSRDKNNPVYVAPAINSPTK.
H

mdown:qdown 6.32



Detailed Protein Report
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Protein 876: PREDICTED: protein Shroom3 isoform X5 [Homo sapiens]
Accession: gi|578809297 Score: 18.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.8
Database Date: 2015-11-30 pI: 8.5

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

676 1 1106.2349 41.88 3 37.3 18.7 2 73-103 R.RDVCTDPGHADTGASNFVSPEHLTSGPQHRK.A



Detailed Protein Report
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Protein 877: PREDICTED: uncharacterized protein C4orf50 [Homo sapiens]
Accession: gi|530358255 Score: 18.7
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

2185 5 1273.3850 -233.24 1 55.9 18.7 0 449-459 K.DIVLGIEDMIR.A



Detailed Protein Report
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Protein 878: IQ domain-containing protein H isoform 4 [Homo sapiens]
Accession: gi|547235270 Score: 18.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.2
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

1719 1 882.4159 18.82 3 50.2 18.6 2 318-340 K.MDSEFRGNGTAFCDIPSYLKCYK.W



Detailed Protein Report
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Protein 879: myosin-binding protein C, slow-type isoform 9 [Homo sapiens]
Accession: gi|360039225 Score: 18.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.3
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

1458 1 982.5602 12.16 2 48.0 18.6 2 246-261 R.FVVELADPKLEVKWYK.N



Detailed Protein Report
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Protein 880: DAN domain family member 5 precursor [Homo sapiens]
Accession: gi|22749329 Score: 18.6
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

1379 1 1023.1562 107.05 2 47.0 18.6 2 155-172 R.WAPVVLWCLTGSSASRRR.V



Detailed Protein Report
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Protein 881: spindle assembly abnormal protein 6 homolog [Homo sapiens]
Accession: gi|35038601 Score: 18.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.4
Database Date: 2015-11-30 pI: 7.9

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

1496 1 829.1351 164.97 2 48.5 18.4 2 375-389 K.SLSAELLKANEIIKK.L



Detailed Protein Report

1212 / 2108

Protein 882: 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 883: histone H1.2 [Homo sapiens]
Accession: gi|4885375 Score: 18.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.4
Database Date: 2015-11-30 pI: 11.4

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

1937 1 805.3055 -115.03 2 52.9 18.3 0 1-17 -.MSETAPAAPAAAPPAEK.A



Detailed Protein Report
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Protein 884: PREDICTED: TGF-beta-activated kinase 1 and MAP3K7-binding protein 3 isoform X3 
[Homo sapiens]

Accession: gi|578837866 Score: 18.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.0
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1041 1 955.6888 -79.15 3 42.6 18.2 0 20-44 R.FPEIPEGVVSQCMLQNNNNLEACCR.A Carbamidomethyl: 23



Detailed Protein Report

1215 / 2108

Protein 885: homeobox protein Hox-A6 [Homo sapiens]
Accession: gi|13489077 Score: 18.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 6.0

No. of unique Peptides: 1
Quantitation
mdown:qdown 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

2030 1 713.2881 -21.57 2 53.9 18.2 0 143-156 R.MNSCAGAVYGSHGR.R Oxidation: 1 mdown:qdown 0.21



Detailed Protein Report
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Protein 886: prominin-2 precursor [Homo sapiens]
Accession: gi|260764009 Score: 18.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
Database Date: 2015-11-30 pI: 5.8

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

Alias proteins:
Accession Name Description
gi|530368507 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: prominin-2 isoform X1 [Homo sapiens]

gi|260764013 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

prominin-2 precursor [Homo sapiens]

gi|260764011 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

prominin-2 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

17 1 814.3561 -94.62 2 29.5 18.2 0 32-46 K.FLGPAEHLTFTPAAR.A



Detailed Protein Report
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Protein 887: tetratricopeptide repeat protein 24 [Homo sapiens]
Accession: gi|282165719 Score: 18.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.4
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

1610 3 839.3850 -57.62 2 48.6 18.2 0 315-330 R.SFGSLAFALSQLGDHK.A



Detailed Protein Report
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Protein 888: 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 889: 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

Quantitation
mdown:qdown Median: 3.75 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.30 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

1084 1 705.1875 -311.96 1 42.0 18.1 1 26-31 K.MLASKR.A mdown:qdown 3.75
Wdown:Qdown 2.30



Detailed Protein Report
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Protein 890: PREDICTED: parkin coregulated gene protein isoform X3 [Homo sapiens]
Accession: gi|530383379 Score: 18.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 2.84 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.08 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

1618 1 804.1891 -319.55 1 50.1 18.1 0 6-12 K.ETLSLNK.C Wdown:Qdown 2.08
mdown:qdown 2.84



Detailed Protein Report

1221 / 2108

Protein 891: PREDICTED: myotubularin-related protein 1 isoform X9 [Homo sapiens]
Accession: gi|578838954 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2379 1 736.0972 37.32 3 60.1 17.9 1 514-531 R.MRPQMPIHQNLKELLAVR.A Oxidation: 1, 5



Detailed Protein Report
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Protein 892: PREDICTED: protein CEI isoform X1 [Homo sapiens]
Accession: gi|530378712 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.4
Database Date: 2015-11-30 pI: 12.7

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

550 1 679.2027 -190.28 2 36.2 17.9 1 137-152 R.GTAGPGGSGSGSPRGR.G



Detailed Protein Report
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Protein 893: phosphatase and actin regulator 2 isoform 2 [Homo sapiens]
Accession: gi|154354970 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.4
Database Date: 2015-11-30 pI: 5.8

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

2694 1 1052.5494 32.68 2 64.9 17.9 0 1-21 -.MGQTSVSTLSPQPGSVDGLDK.A



Detailed Protein Report
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Protein 894: PREDICTED: unconventional myosin-XVIIIb isoform X5 [Homo sapiens]
Accession: gi|578837447 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.5
Database Date: 2015-11-30 pI: 9.5

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

2500 1 937.1908 150.69 2 60.0 17.9 1 1243-
1258

R.VQLAGFHILEALRLHR.T



Detailed Protein Report
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Protein 895: sodium/hydrogen exchanger 9B1 isoform 2 [Homo sapiens]
Accession: gi|154937338 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.2
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

2262 1 682.1402 136.94 3 58.5 17.9 0 337-357 R.IGLHGSGGLCTLVLSFIAGTK.W



Detailed Protein Report
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Protein 896: PREDICTED: epidermal growth factor-like protein 7 isoform X3 [Homo sapiens]
Accession: gi|578817547 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.9
Database Date: 2015-11-30 pI: 10.4

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

Alias proteins:
Accession Name Description
gi|578817549 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  epidermal  growth  factor-like  protein  7  isoform  X4  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1851 2 851.2954 -119.49 2 51.8 17.8 0 95-112 R.TSGLPGACGAAICQPPCR.N



Detailed Protein Report
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Protein 897: ankyrin repeat domain-containing protein 40 [Homo sapiens]
Accession: gi|16418357 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.73 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.96 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

940 1 567.1435 -248.79 2 40.6 17.8 0 77-86 K.GEMPVQLTSR.R Oxidation: 3 Wdown:Qdown 1.96
mdown:qdown 0.73



Detailed Protein Report
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Protein 898: PREDICTED: 5-hydroxytryptamine receptor 2B isoform X1 [Homo sapiens]
Accession: gi|530370281 Score: 17.7
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

2657 1 973.4534 -27.78 2 61.5 17.7 0 75-92 K.GIETDVDNPNNITCVLTK.E



Detailed Protein Report
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Protein 899: PREDICTED: sprouty-related, EVH1 domain-containing protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|530367354 Score: 17.6
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 [%]: 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

1522 2 993.5046 109.60 2 47.7 17.6 2 202-218 R.ACYHCGVMCRCCGGKHK.A Carbamidomethyl: 2, 5; 
Oxidation: 8



Detailed Protein Report
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Protein 900: PREDICTED: exosome complex component RRP4 isoform X6 [Homo sapiens]
Accession: gi|578817232 Score: 17.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 11.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1784 1 807.3967 -14.46 3 51.0 17.5 0 177-198 R.HGFAPSSTHLLTYPEAHISQAR.-



Detailed Protein Report
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Protein 901: PREDICTED: ras association domain-containing protein 3 isoform X1 [Homo sapiens]
Accession: gi|578823589 Score: 17.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

675 2 676.1711 -187.18 2 37.3 17.5 1 137-147 R.CHREDQVYACK.L



Detailed Protein Report
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Protein 902: PREDICTED: lysine-specific demethylase 5D isoform X4 [Homo sapiens]
Accession: gi|530423193 Score: 17.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.3
Database Date: 2015-11-30 pI: 6.0

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

1861 1 890.3640 -106.19 2 53.3 17.4 1 739-752 R.YRYTLDELPTMLHK.L



Detailed Protein Report
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Protein 903: PREDICTED: GTP-binding nuclear protein Ran isoform X1 [Homo sapiens]
Accession: gi|530401711 Score: 17.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.7
Database Date: 2015-11-30 pI: 5.9

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

2729 1 671.8236 -44.80 2 63.1 17.4 1 54-64 K.KNLQYYDISAK.S



Detailed Protein Report
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Protein 904: peptidyl-prolyl cis-trans isomerase A-like 4G [Homo sapiens]
Accession: gi|178057341 Score: 17.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.2
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 12.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

23 1 1104.5165 18.54 2 29.5 17.3 0 56-76 R.IIPGFMCQGGDFTHPNGTGDK.S Oxidation: 6



Detailed Protein Report
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Protein 905: uncharacterized protein C2orf53 [Homo sapiens]
Accession: gi|148236531 Score: 17.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.7
Database Date: 2015-11-30 pI: 11.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.84 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2480 2 607.3093 -2.65 2 61.4 17.3 1 373-383 R.CFSGPPPRAPK.Q Carbamidomethyl: 1 Wdown:Qdown 0.94
mdown:qdown 1.84



Detailed Protein Report
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Protein 906: PREDICTED: complement factor H-related protein 2 isoform X1 [Homo sapiens]
Accession: gi|530364612 Score: 17.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.9
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

32 1 1069.4360 -74.28 3 29.7 17.3 2 129-155 R.NGQWSEPPKCLDPCVISQEIMEKYNIK.L Carbamidomethyl: 10



Detailed Protein Report
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Protein 907: arachidonate 15-lipoxygenase [Homo sapiens]
Accession: gi|40316937 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.8
Database Date: 2015-11-30 pI: 6.1
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

2691 1 974.1911 31.88 3 64.9 17.2 1 403-430 R.ARTGLVSDMGIFDQIMSTGGGGHVQLLK.Q Oxidation: 9, 16



Detailed Protein Report
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Protein 908: ceramide-1-phosphate transfer protein [Homo sapiens]
Accession: gi|71274150 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.3
Database Date: 2015-11-30 pI: 6.9
Modification(s): Oxidation Sequence Coverage [%]: 8.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530360427 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ceramide-1-phosphate  transfer  protein  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1745 4 682.2498 -142.26 3 51.8 17.2 1 1-18 -.MDDSETGFNLKVVLVSFK.Q Oxidation: 1



Detailed Protein Report
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Protein 909: myeloperoxidase precursor [Homo sapiens]
Accession: gi|4557759 Score: 17.2
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

1741 1 640.7565 -196.31 2 51.7 17.2 0 537-548 R.VVLEGGIDPILR.G



Detailed Protein Report
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Protein 910: 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 911: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

685 1 566.7912 -18.08 2 37.1 17.0 2 25-34 K.DDKTKEAAVR.G



Detailed Protein Report
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Protein 912: probable G-protein coupled receptor 179 precursor [Homo sapiens]
Accession: gi|93352554 Score: 17.0
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
mdown:qdown Median: 0.62 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.33 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report
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Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

966 4 509.2745 -44.80 2 40.6 17.0 1 1195-
1204

R.AGKTGLAMLR.Q Wdown:Qdown 1.33
mdown:qdown 0.62



Detailed Protein Report
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Protein 913: 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 914: protein FAM65B isoform 2 [Homo sapiens]
Accession: gi|14277690 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.7
Database Date: 2015-11-30 pI: 5.1

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

625 1 740.4433 138.33 2 36.7 16.9 0 533-547 R.LLSEGSVGGESEGCR.S



Detailed Protein Report
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Protein 915: PREDICTED: dedicator of cytokinesis protein 3 isoform X8 [Homo sapiens]
Accession: gi|578805738 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 215.9
Database Date: 2015-11-30 pI: 7.2

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

1591 1 920.1649 140.51 2 49.7 16.9 1 50-65 K.KPNVKGIFPANYIHLK.K



Detailed Protein Report
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Protein 916: transmembrane protein 110 [Homo sapiens]
Accession: gi|38348402 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.2
Database Date: 2015-11-30 pI: 9.2

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

1547 1 1023.7372 43.65 1 49.2 16.9 1 277-285 R.LTPLKPVKK.K



Detailed Protein Report
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Protein 917: integrin alpha-D precursor [Homo sapiens]
Accession: gi|62548866 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.7
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

987 1 798.0925 46.27 3 41.9 16.8 0 638-659 R.CWEEKPSALEAGDATVCLTIQK.S



Detailed Protein Report
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Protein 918: PREDICTED: M-phase phosphoprotein 8 isoform X2 [Homo sapiens]
Accession: gi|530402464 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.4
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

236 1 495.7647 55.25 2 32.1 16.8 0 1-9 -.MEQVAEGAR.V mdown:qdown 1.41



Detailed Protein Report
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Protein 919: 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 1 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 920: 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 921: PREDICTED: PHD finger protein 11 isoform X1 [Homo sapiens]
Accession: gi|530402423 Score: 16.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.5
Database Date: 2015-11-30 pI: 7.8

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

1408 1 982.6133 90.85 2 47.3 16.7 1 62-78 K.CKEAGLLNYLLEEILDK.V



Detailed Protein Report
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Protein 922: heterogeneous nuclear ribonucleoproteins C1/C2 isoform b [Homo sapiens]
Accession: gi|117190174 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.3
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578825754 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  heterogeneous  nuclear  ribonucleoproteins  C1/C2  
isoform X3 [Homo sapiens]

gi|578825752 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  heterogeneous  nuclear  ribonucleoproteins  C1/C2  
isoform X2 [Homo sapiens]

gi|117190254 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

heterogeneous  nuclear  ribonucleoproteins  C1/C2  isoform  b  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2178 1 1051.4078 -34.41 2 57.4 16.6 0 100-117 R.SAAEMYGSSFDLDYDFQR.D



Detailed Protein Report
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Protein 923: PREDICTED: syntaxin-2 isoform X3 [Homo sapiens]
Accession: gi|578823407 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.1
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2713 1 1024.0489 46.45 2 65.1 16.6 1 97-113 R.KFVEAMAEYNEAQTLFR.E



Detailed Protein Report

1257 / 2108

Protein 924: pleckstrin homology domain-containing family S member 1 isoform 3 [Homo sapiens]
Accession: gi|46391075 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.0
Database Date: 2015-11-30 pI: 4.8
Modification(s): Oxidation 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

44 1 1001.9591 -47.22 2 29.9 16.6 2 123-138 K.IKDWVSFMSSFRQDIK.A Oxidation: 8



Detailed Protein Report
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Protein 925: homeobox protein unc-4 homolog [Homo sapiens]
Accession: gi|122937321 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.7
Database Date: 2015-11-30 pI: 6.8
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

2711 1 920.4891 82.07 3 65.1 16.6 0 169-194 K.GPGRPAHNSHPTTCSGEPMDPEEIAR.K Oxidation: 19



Detailed Protein Report
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Protein 926: 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

Quantitation
mdown:qdown Median: 0.80 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2802 1 665.3571 -56.63 2 64.1 16.5 2 302-312 R.VRVVAKLCQWK.I mdown:qdown 0.80



Detailed Protein Report
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Protein 927: 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 928: PREDICTED: mitogen-activated protein kinase kinase kinase 12 isoform X5 [Homo 
sapiens]

Accession: gi|578824204 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.6
Database Date: 2015-11-30 pI: 6.2

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

1424 1 699.3669 -13.78 2 47.6 16.5 0 418-432 K.LDAALSGVGLPGCPK.G



Detailed Protein Report
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Protein 929: PREDICTED: HAUS augmin-like complex subunit 5 isoform X2 [Homo sapiens]
Accession: gi|578834213 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.7
Database Date: 2015-11-30 pI: 10.1

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

2816 1 964.8042 -49.50 3 63.7 16.5 2 33-57 R.RLCLGQGADIWAYILQHVHSQRTVK.K



Detailed Protein Report
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Protein 930: PREDICTED: transmembrane emp24 domain-containing protein 3 isoform X1 [Homo 
sapiens]

Accession: gi|530405599 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.4
Database Date: 2015-11-30 pI: 4.7

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

1761 3 945.9383 -84.01 2 50.5 16.5 0 134-152 R.VTALTQGPSASPTPTPPLR.V



Detailed Protein Report
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Protein 931: zinc finger protein 469 [Homo sapiens]
Accession: gi|188536004 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 409.9
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 0.4
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

2684 1 715.3525 -19.33 2 61.9 16.5 2 3063-
3076

R.RTEEAAGAGRAQGR.G



Detailed Protein Report
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Protein 932: activating signal cointegrator 1 complex subunit 3 isoform c [Homo sapiens]
Accession: gi|546232111 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

106 1 715.2726 -66.45 3 30.6 16.5 0 694-710 K.MQQLNNMDEVCYENVLK.Q Carbamidomethyl: 11; 
Oxidation: 7

mdown:qdown 0.74



Detailed Protein Report

1268 / 2108

Protein 933: coiled-coil domain-containing protein 90B, mitochondrial isoform e [Homo sapiens]
Accession: gi|554790349 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.2
Database Date: 2015-11-30 pI: 6.2

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

1075 1 463.6184 -278.22 2 43.0 16.4 0 1-8 -.MAHLDAIR.K



Detailed Protein Report
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Protein 934: proto-oncogene Mas [Homo sapiens]
Accession: gi|4505105 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.4
Database Date: 2015-11-30 pI: 9.7

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

1615 1 853.4020 -33.46 2 48.9 16.4 2 311-325 R.RQKDNCNTVTVETVV.-



Detailed Protein Report
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Protein 935: PREDICTED: centrosomal protein CEP57L1 isoform X5 [Homo sapiens]
Accession: gi|578812699 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.5
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578812701 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  centrosomal  protein  CEP57L1  isoform  X6  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1822 1 1023.8932 45.34 3 51.5 16.4 2 287-311 K.NSCFVMRQHRDPHILQKPFNVTETR.C Oxidation: 6



Detailed Protein Report
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Protein 936: protein-methionine sulfoxide oxidase MICAL2 isoform e [Homo sapiens]
Accession: gi|544063447 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.1
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2008 2 1051.4154 -66.88 2 53.8 16.4 2 726-742 K.FEESTRNPSLMKQESMR.K Oxidation: 11, 16



Detailed Protein Report
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Protein 937: contactin-2 precursor [Homo sapiens]
Accession: gi|4827022 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.3
Database Date: 2015-11-30 pI: 8.9

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

1718 1 857.4054 -57.25 2 51.4 16.3 0 685-702 R.VIASNILGTGEPSGPSSK.I



Detailed Protein Report
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Protein 938: UPF0711 protein C18orf21 isoform b [Homo sapiens]
Accession: gi|319918862 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.5
Database Date: 2015-11-30 pI: 11.8

Sequence Coverage [%]: 9.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578832731 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: UPF0711 protein C18orf21 isoform X2 [Homo sapiens]

gi|319918866 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

UPF0711 protein C18orf21 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2557 1 741.5671 193.81 2 62.4 16.3 2 5-17 K.FKDSKSVLLITCK.T



Detailed Protein Report
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Protein 939: 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 940: cathepsin Z preproprotein [Homo sapiens]
Accession: gi|22538442 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl, Oxidation 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

2 1 1244.4788 -73.78 2 28.9 16.2 1 200-221 R.EKMMAEIYANGPISCGIMATER.L Carbamidomethyl: 15; 
Oxidation: 18



Detailed Protein Report
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Protein 941: 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 942: PREDICTED: tyrosine-protein kinase BAZ1B isoform X1 [Homo sapiens]
Accession: gi|530386606 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1692 1 711.3527 18.60 3 49.8 16.2 2 114-131 K.YAVGEECDFEVGKEKMLK.V Carbamidomethyl: 7



Detailed Protein Report
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Protein 943: otogelin-like protein precursor [Homo sapiens]
Accession: gi|294774585 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 263.4
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

1280 / 2108



Detailed Protein Report

1281 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2111 1 1051.4432 -84.15 2 55.0 16.2 1 489-506 R.HYSFIGMCQYILVKGTGK.D Carbamidomethyl: 8



Detailed Protein Report

1282 / 2108

Protein 944: PREDICTED: keratin, type I cuticular Ha4-like [Homo sapiens]
Accession: gi|341916344 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.4
Database Date: 2015-11-30 pI: 4.9
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

1092 2 991.6375 -83.74 3 43.3 16.1 1 409-436 K.LPCNPCATTNASGNSCGPCGTSQKGCCN.- Carbamidomethyl: 3, 6, 16, 
19, 27



Detailed Protein Report
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Protein 945: BRCA1-associated RING domain protein 1 isoform 2 [Homo sapiens]
Accession: gi|543583787 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.5
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

2243 1 1022.9437 -67.63 2 58.3 16.1 0 420-438 K.GDIPSVEYLLQNGSDPNVK.D



Detailed Protein Report
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Protein 946: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1867 3 993.3614 -92.34 2 51.9 16.1 2 1-18 -.MKRSGNPGAEADFCVMTR.L Oxidation: 1



Detailed Protein Report
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Protein 947: interferon-inducible GTPase 5 [Homo sapiens]
Accession: gi|10257429 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.3
Database Date: 2015-11-30 pI: 5.1

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

Alias proteins:
Accession Name Description
gi|578834645 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  interferon-inducible  GTPase  5  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

123 1 504.5745 -64.47 3 30.8 16.1 0 332-345 R.SPLANEVSPETVLR.L



Detailed Protein Report
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Protein 948: PREDICTED: terminal uridylyltransferase 4 isoform X7 [Homo sapiens]
Accession: gi|530362244 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 173.2
Database Date: 2015-11-30 pI: 9.3

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

2583 2 840.6326 169.50 2 60.5 16.0 0 1025-
1039

R.KPPVIPVLQEIFDGK.Q



Detailed Protein Report

1287 / 2108

Protein 949: thioredoxin reductase 1, cytoplasmic isoform 5 [Homo sapiens]
Accession: gi|387598071 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.9
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

1255 2 640.3104 2.78 2 45.4 16.0 0 198-208 K.IGEHMEEHGIK.F



Detailed Protein Report
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Protein 950: 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 951: 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 952: 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 953: cyclic AMP-dependent transcription factor ATF-5 [Homo sapiens]
Accession: gi|12597625 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.7
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|302370956 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
cyclic AMP-dependent transcription factor ATF-5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2748 1 1002.0026 18.34 2 62.8 15.8 2 229-246 R.KRAEGEALEGECQGLEAR.N Carbamidomethyl: 12



Detailed Protein Report
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Protein 954: 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
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Protein 955: 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

Quantitation
mdown:qdown 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

134 1 876.6061 150.69 2 30.4 15.8 2 327-341 R.SVTMSCRVLRAYPIR.V mdown:qdown 0.69



Detailed Protein Report
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Protein 956: C2 calcium-dependent domain-containing protein 4A [Homo sapiens]
Accession: gi|147903292 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.7
Database Date: 2015-11-30 pI: 12.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

88 1 516.5686 -78.89 3 30.5 15.8 2 201-214 R.LTRVRSVSSGNEDK.E



Detailed Protein Report
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Protein 957: 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

1296 / 2108

Protein 958: DNA damage-inducible transcript 4-like protein [Homo sapiens]
Accession: gi|21687001 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.7
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530377132 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: DNA damage-inducible transcript 4-like protein isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1701 1 606.5258 -149.20 3 51.2 15.7 0 105-119 R.GCVMHVNLEIENVCK.K Carbamidomethyl: 2, 14; 
Oxidation: 4



Detailed Protein Report
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Protein 959: PREDICTED: prothymosin alpha-like [Homo sapiens]
Accession: gi|530355638 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.0
Database Date: 2015-11-30 pI: 3.6

Sequence Coverage [%]: 14.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530436984 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: prothymosin alpha-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1558 1 942.3938 -74.41 2 49.3 15.7 2 21-37 K.KEVVEEAENGRDAPANR.N



Detailed Protein Report

1298 / 2108

Protein 960: PREDICTED: high affinity cGMP-specific 3',5'-cyclic phosphodiesterase 9A isoform X2 
[Homo sapiens]

Accession: gi|530419261 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.1
Database Date: 2015-11-30 pI: 6.1

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

756 1 647.6373 -216.64 2 38.3 15.7 0 134-144 R.EPQGCYQEGQR.I



Detailed Protein Report
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Protein 961: CMT1A duplicated region transcript 15 protein-like protein [Homo sapiens]
Accession: gi|299782604 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.1
Database Date: 2015-11-30 pI: 10.9

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

2963 2 973.5100 12.30 2 66.2 15.7 1 262-278 K.CVCNWASRLFAPNVLPR.T



Detailed Protein Report
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Protein 962: cytochrome P450 26C1 [Homo sapiens]
Accession: gi|62952502 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.1
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2715 1 928.5944 75.04 2 62.3 15.7 1 196-212 R.ILLGLRLDEAQCATLAR.T



Detailed Protein Report
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Protein 963: 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
mdown:qdown Median: 0.31 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

770 1 689.8846 21.29 2 38.1 15.7 1 301-313 R.DKNFNAVGSVLSK.K Wdown:Qdown 0.06
mdown:qdown 0.31



Detailed Protein Report
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Protein 964: potassium voltage-gated channel subfamily KQT member 5 isoform 5 [Homo sapiens]
Accession: gi|236462242 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 0.66 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

316 1 690.7007 -211.65 2 33.0 15.6 1 785-797 R.EAAFASDSLRTGR.S Wdown:Qdown 0.66



Detailed Protein Report
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Protein 965: PREDICTED: myotubularin-related protein 10 isoform X2 [Homo sapiens]
Accession: gi|530406109 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

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



Detailed Protein Report
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Protein 966: PREDICTED: AP-4 complex subunit beta-1 isoform X2 [Homo sapiens]
Accession: gi|530361620 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.7
Database Date: 2015-11-30 pI: 6.7
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

2122 1 672.2261 -98.76 3 56.7 15.5 0 39-55 R.YMTQGLDMSGVFMEMVK.A Oxidation: 2, 13, 15



Detailed Protein Report
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Protein 967: extended synaptotagmin-1 isoform 2 [Homo sapiens]
Accession: gi|14149680 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 5.5

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

2291 2 666.2683 -223.38 2 57.1 15.5 2 193-204 R.IIGVKVHPGQRK.E



Detailed Protein Report
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Protein 968: twist-related protein 1 [Homo sapiens]
Accession: gi|4507741 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 9.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578813613 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: twist-related protein 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

14 1 788.3704 -3.92 3 29.4 15.5 1 172-191 K.MASCSYVAHERLSYAFSVWR.M



Detailed Protein Report
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Protein 969: protein fem-1 homolog C [Homo sapiens]
Accession: gi|17864094 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.6
Database Date: 2015-11-30 pI: 8.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530380049 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein fem-1 homolog C isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2824 1 912.9573 -30.84 2 63.8 15.5 1 425-440 R.AIKQTQCPADPLQLNK.A Carbamidomethyl: 7



Detailed Protein Report
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Protein 970: PREDICTED: zinc finger protein 347 isoform X2 [Homo sapiens]
Accession: gi|530417417 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.1
Database Date: 2015-11-30 pI: 10.4
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

2362 1 1133.2721 -189.27 1 59.8 15.5 1 233-241 K.CYECGKAFR.T Carbamidomethyl: 1



Detailed Protein Report
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Protein 971: mitochondrial tRNA-specific 2-thiouridylase 1 isoform f [Homo sapiens]
Accession: gi|544346335 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 10.3
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

2031 1 652.2575 -58.70 2 54.0 15.4 1 76-86 K.KESMGMCFIGK.R Carbamidomethyl: 7; 
Oxidation: 6



Detailed Protein Report
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Protein 972: zinc finger protein 560 [Homo sapiens]
Accession: gi|124517687 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.1
Database Date: 2015-11-30 pI: 10.0
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

26 2 803.7093 79.22 3 29.6 15.4 1 683-702 K.TSECNACGNSFRNSMCFHDR.L Carbamidomethyl: 4, 7; 
Oxidation: 15



Detailed Protein Report
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Protein 973: PREDICTED: talin-2 isoform X15 [Homo sapiens]
Accession: gi|578827491 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 267.3
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl 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

1771 1 920.8147 -139.56 2 52.1 15.4 0 1193-
1209

K.AVSHSLNNCVNCLPGQK.D Carbamidomethyl: 9



Detailed Protein Report
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Protein 974: PREDICTED: proline-rich protein PRCC isoform X2 [Homo sapiens]
Accession: gi|530365026 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.9
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 3.49 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

2175 1 666.2454 -213.60 2 55.7 15.4 1 143-154 K.EPVKIAAPELHK.G Wdown:Qdown 0.57
mdown:qdown 3.49



Detailed Protein Report
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Protein 975: rap guanine nucleotide exchange factor 4 isoform e [Homo sapiens]
Accession: gi|544583481 Score: 15.4
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 [%]: 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

2090 2 917.8279 107.57 3 54.7 15.4 0 87-109 K.ECDEELQDTMLLLSQMGPDAHMR.M Carbamidomethyl: 2; 
Oxidation: 10, 22



Detailed Protein Report
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Protein 976: PREDICTED: roundabout homolog 2 isoform X3 [Homo sapiens]
Accession: gi|578806427 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.9
Database Date: 2015-11-30 pI: 6.9

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

588 1 469.2361 -75.04 2 36.2 15.4 1 724-731 K.KGVTYEIK.V



Detailed Protein Report
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Protein 977: 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

Quantitation
mdown:qdown 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

1445 1 977.1765 133.34 2 46.6 15.4 2 140-155 R.FKSLLQKMIHQHLSSR.T mdown:qdown 0.60



Detailed Protein Report
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Protein 978: PREDICTED: N-acetyllactosaminide beta-1,6-N-acetylglucosaminyl-transferase 
isoform X7 [Homo sapiens]

Accession: gi|578811583 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.7
Database Date: 2015-11-30 pI: 9.4

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

1363 1 945.2770 90.99 3 46.7 15.3 2 212-237 K.NITPGVLPPAHAIGRTKYVHQEHLGK.E



Detailed Protein Report
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Protein 979: PREDICTED: nck-associated protein 1 isoform X2 [Homo sapiens]
Accession: gi|578803513 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.5
Database Date: 2015-11-30 pI: 6.2

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

2717 1 805.4289 10.68 2 65.2 15.3 1 304-317 K.AAEDLFVNIRGYNK.R



Detailed Protein Report
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Protein 980: 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
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Protein 981: PREDICTED: nischarin isoform X2 [Homo sapiens]
Accession: gi|578805595 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.7
Database Date: 2015-11-30 pI: 4.7

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

1738 1 1087.9436 -77.77 2 50.4 15.3 0 811-829 K.FTYPSEEEIGDLTFTVAQK.M



Detailed Protein Report
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Protein 982: PREDICTED: phosphoenolpyruvate carboxykinase [GTP], mitochondrial isoform X2 
[Homo sapiens]

Accession: gi|578825848 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.9
Database Date: 2015-11-30 pI: 6.7

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

972 1 984.1646 135.28 2 41.7 15.3 2 427-444 R.RLEGEDSARETPIGLVPK.E



Detailed Protein Report
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Protein 983: CUB and sushi domain-containing protein 1 precursor [Homo sapiens]
Accession: gi|259013213 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 388.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.3

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

714 1 512.2777 86.29 2 37.7 15.3 0 1100-
1109

R.CVAECGASVK.G Carbamidomethyl: 1



Detailed Protein Report

1326 / 2108

Protein 984: protein lin-37 homolog [Homo sapiens]
Accession: gi|28144916 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.4
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl 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

260 1 881.1909 94.66 3 32.6 15.3 1 99-120 K.LFDRSVDLAQFSENTPLYPICR.A Carbamidomethyl: 21



Detailed Protein Report
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Protein 985: 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

1328 / 2108

Protein 986: olfactory receptor 2T10 [Homo sapiens]
Accession: gi|52317215 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 9.7

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

2039 1 1022.8938 -135.34 2 55.6 15.2 1 123-139 R.YVAICHPLRYSVLMSHR.V



Detailed Protein Report
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Protein 987: PREDICTED: dmX-like protein 1 isoform X5 [Homo sapiens]
Accession: gi|530379749 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 327.5
Database Date: 2015-11-30 pI: 6.0

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

Quantitation
mdown:qdown Median: 1.50 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

751 1 765.8890 12.07 2 37.9 15.2 0 2355-
2369

K.MWSAVFGGGAHVPSK.E mdown:qdown 1.50



Detailed Protein Report
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Protein 988: eukaryotic translation initiation factor 3 subunit H [Homo sapiens]
Accession: gi|4503515 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.9
Database Date: 2015-11-30 pI: 6.1

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

1815 1 716.3448 -29.65 3 51.4 15.2 1 242-259 K.NLQLLMDRVDEMSQDIVK.Y



Detailed Protein Report
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Protein 989: PREDICTED: N(alpha)-acetyltransferase 38, NatC auxiliary subunit isoform X2 [Homo 
sapiens]

Accession: gi|530410697 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.5
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 15.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

67 2 1018.8972 -76.15 2 29.5 15.2 2 2-20 M.AGAGPTMLLREENGCCSRR.Q Oxidation: 7



Detailed Protein Report
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Protein 990: GLIPR1-like protein 2 isoform 1 [Homo sapiens]
Accession: gi|394025727 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
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

2538 1 1045.4188 -0.85 2 60.0 15.1 1 309-324 K.EKEEMEMEIMEMEEEK.E Oxidation: 12



Detailed Protein Report
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Protein 991: 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 1 598.6726 -241.40 2 48.5 15.1 0 1218-
1229

R.EGPGTPPTTLAR.G



Detailed Protein Report
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Protein 992: PREDICTED: tenomodulin isoform X1 [Homo sapiens]
Accession: gi|530422140 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.0
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 4.3

No. of unique Peptides: 1
Quantitation
mdown:qdown 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

1182 1 679.6416 -214.99 2 44.4 15.1 0 1-11 -.MEHTFYSNGEK.K Oxidation: 1 mdown:qdown 0.40



Detailed Protein Report
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Protein 993: procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 precursor [Homo sapiens]
Accession: gi|32307144 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.5
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.94 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1527 1 932.4083 -64.53 2 48.9 15.1 1 317-330 K.HMRLFIHNHEQHHK.A mdown:qdown 0.94
Wdown:Qdown 0.74



Detailed Protein Report
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Protein 994: class E basic helix-loop-helix protein 41 [Homo sapiens]
Accession: gi|13540521 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.5
Database Date: 2015-11-30 pI: 7.2

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

Quantitation
mdown:qdown Median: 0.65 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.13 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

119 1 529.4932 -185.08 3 30.8 15.1 0 189-206 K.GTGAPSAAGSAAAPCLER.A mdown:qdown 0.65
Wdown:Qdown 0.13



Detailed Protein Report
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Protein 995: PREDICTED: ubiquitin-associated and SH3 domain-containing protein B isoform X1 
[Homo sapiens]

Accession: gi|530398460 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 3.18 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

2812 1 913.4675 44.29 2 63.6 15.1 0 1-15 -.MICVVLCIHGFCTEK.K Carbamidomethyl: 7, 12; 
Oxidation: 1

mdown:qdown 3.18



Detailed Protein Report
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Protein 996: uncharacterized protein C6orf136 isoform 2 [Homo sapiens]
Accession: gi|238624193 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 10.3

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

1541 1 789.6495 -77.98 3 49.1 15.0 1 122-141 R.TYDAYSTFYLNSSGLICRHR.L



Detailed Protein Report
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Protein 997: zinc finger protein 786 [Homo sapiens]
Accession: gi|170932473 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.8
Database Date: 2015-11-30 pI: 10.9
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

1191 1 883.7560 20.93 3 44.5 15.0 2 501-523 R.LRHGGERPFSCSECGRGFTHQCK.L Carbamidomethyl: 11



Detailed Protein Report
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Protein 998: PREDICTED: microtubule-associated tumor suppressor 1 isoform X7 [Homo sapiens]
Accession: gi|530387935 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.1
Database Date: 2015-11-30 pI: 9.1
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

2237 1 869.3795 -55.11 2 56.4 15.0 1 85-99 K.SSSDFISKQVLDMHK.D Oxidation: 13



Detailed Protein Report
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Protein 999: 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

Quantitation
mdown:qdown Median: 0.68 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

291 1 657.3457 -71.91 2 32.4 15.0 0 219-232 R.NVLSGAISAGLIAK.M mdown:qdown 0.68
Wdown:Qdown 1.92



Detailed Protein Report
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Protein 1000: 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 1001: PREDICTED: metal transporter CNNM4 isoform X2 [Homo sapiens]
Accession: gi|530368586 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.4
Database Date: 2015-11-30 pI: 6.2

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

2779 1 870.4221 -28.45 1 63.2 14.9 1 530-536 K.RDFSAFK.D



Detailed Protein Report
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Protein 1002: PREDICTED: sterol regulatory element-binding protein cleavage-activating protein 
isoform X2 [Homo sapiens]

Accession: gi|530372098 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.5
Database Date: 2015-11-30 pI: 6.4

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

1688 1 1045.6717 134.35 1 49.8 14.9 0 220-228 K.YSGVSLYTR.K



Detailed Protein Report
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Protein 1003: DNA-binding protein RFX6 [Homo sapiens]
Accession: gi|258547126 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.4
Database Date: 2015-11-30 pI: 6.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1798 1 1023.7921 275.12 1 51.2 14.9 0 99-107 K.AADQYLSQK.K



Detailed Protein Report
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Protein 1004: bisphosphoglycerate mutase [Homo sapiens]
Accession: gi|4502445 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.0
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 0.98 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

937 2 770.8595 -3.57 2 40.5 14.9 0 101-113 R.EQMALNHGEEQVR.L Wdown:Qdown 0.98



Detailed Protein Report
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Protein 1005: caspase-14 precursor [Homo sapiens]
Accession: gi|6912286 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.7
Database Date: 2015-11-30 pI: 5.3

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

1910 2 865.8067 -132.27 2 54.0 14.9 0 76-91 R.EDPVSCAFVVLMAHGR.E



Detailed Protein Report
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Protein 1006: melanoma-associated antigen B6 [Homo sapiens]
Accession: gi|29337290 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.0
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

2515 1 862.3895 -90.54 2 61.9 14.9 1 227-239 R.REYKPYFPQILNR.T



Detailed Protein Report
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Protein 1007: ubiquinone biosynthesis protein COQ9, mitochondrial precursor [Homo sapiens]
Accession: gi|40789233 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation 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

1422 1 982.5936 136.72 2 47.5 14.9 1 272-288 R.FLENRVNDAMNMGHTAK.Q Oxidation: 12



Detailed Protein Report
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Protein 1008: cbp/p300-interacting transactivator 4 [Homo sapiens]
Accession: gi|19263349 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.6
Database Date: 2015-11-30 pI: 5.3

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

1602 1 703.7006 -185.91 2 49.9 14.9 0 1-12 -.MADHLMLAEGYR.L



Detailed Protein Report
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Protein 1009: hippocalcin-like protein 4 isoform 1 [Homo sapiens]
Accession: gi|7705419 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.2
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 11.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|538918345 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
hippocalcin-like protein 4 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

70 1 826.6853 -24.83 3 30.3 14.8 1 95-115 R.GSFEQKLNWAFEMYDLDGDGR.I



Detailed Protein Report
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Protein 1010: fibrous sheath-interacting protein 2 [Homo sapiens]
Accession: gi|297206791 Score: 14.8
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 [%]: 0.3

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

2211 1 933.6966 -60.77 3 56.3 14.8 0 896-919 K.NSMPHTLDPMCDIAEDMVHAILEK.L Carbamidomethyl: 11; 
Oxidation: 3, 10



Detailed Protein Report
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Protein 1011: claudin-3 [Homo sapiens]
Accession: gi|4502875 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.3
Database Date: 2015-11-30 pI: 9.3

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

1768 1 1105.3391 53.26 3 52.1 14.8 0 81-113 R.ALIVVAILLAAFGLLVALVGAQCTNCVQDDTAK.A



Detailed Protein Report
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Protein 1012: MOSC domain-containing protein 1, mitochondrial precursor [Homo sapiens]
Accession: gi|224600454 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

48 1 505.2491 -51.14 2 29.8 14.8 0 151-159 R.VHGLEIEGR.D mdown:qdown 0.65



Detailed Protein Report
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Protein 1013: 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
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Protein 1014: transcription factor ETV7 isoform 8 [Homo sapiens]
Accession: gi|333470747 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.2
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, 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

930 1 974.4715 15.67 2 40.4 14.7 0 51-68 R.TQGVCSFPAMPQAPIDGR.I Carbamidomethyl: 5; 
Oxidation: 10



Detailed Protein Report
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Protein 1015: DEP domain-containing protein 1B isoform 2 [Homo sapiens]
Accession: gi|223633997 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.7
Database Date: 2015-11-30 pI: 9.9

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

2797 2 626.8488 34.86 2 63.4 14.7 0 159-170 R.HSIAIGEVPACR.L



Detailed Protein Report
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Protein 1016: secretogranin-3 isoform 2 [Homo sapiens]
Accession: gi|259089433 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 4.8

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

1548 1 671.4028 135.82 3 48.0 14.7 2 147-165 K.EYGSLKDSTKDDNSNPGGK.T



Detailed Protein Report
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Protein 1017: basic helix-loop-helix domain-containing protein KIAA2018 [Homo sapiens]
Accession: gi|114431248 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 241.5
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 3.18 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

1909 1 719.7917 -110.90 2 53.9 14.7 1 53-64 K.QSKNMILDQAFK.Y Oxidation: 5 mdown:qdown 3.18



Detailed Protein Report
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Protein 1018: PREDICTED: gametocyte-specific factor 1 isoform X1 [Homo sapiens]
Accession: gi|578823302 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.3
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578823304 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: gametocyte-specific 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

1702 2 840.7508 -115.12 2 51.2 14.7 0 162-176 K.NNSDSLDFSLCYCLS.-



Detailed Protein Report
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Protein 1019: deleted in autism protein 1 isoform a precursor [Homo sapiens]
Accession: gi|27734895 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Quantitation
Wdown:Qdown 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

1386 1 896.6123 140.58 2 47.1 14.7 1 67-81 R.FLNGQVVFEAWGRLR.L Wdown:Qdown 0.88



Detailed Protein Report
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Protein 1020: PREDICTED: DENN domain-containing protein 2D isoform X2 [Homo sapiens]
Accession: gi|578799819 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578799823 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: DENN domain-containing protein 2D isoform X4 [Homo 
sapiens]

gi|578799821 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: DENN domain-containing protein 2D isoform X3 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1183 1 1018.8946 -82.56 2 44.4 14.7 1 55-73 K.AQPRTCCHASAPSAAPQAR.G Carbamidomethyl: 6, 7



Detailed Protein Report
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Protein 1021: PREDICTED: solute carrier family 40 member 1 isoform X2 [Homo sapiens]
Accession: gi|530370249 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.1
Database Date: 2015-11-30 pI: 5.7
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

2620 1 732.5473 175.86 1 63.5 14.7 1 326-331 R.KCGLVR.T Carbamidomethyl: 2



Detailed Protein Report
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Protein 1022: 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 1023: PREDICTED: conserved oligomeric Golgi complex subunit 3 isoform X9 [Homo 
sapiens]

Accession: gi|578825042 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.6
Database Date: 2015-11-30 pI: 6.0

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

1254 1 990.6132 53.89 2 44.3 14.6 1 136-152 K.TYTVNTLQTLTSQLLKR.D



Detailed Protein Report
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Protein 1024: fatty acid synthase [Homo sapiens]
Accession: gi|41872631 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 273.3
Database Date: 2015-11-30 pI: 6.0

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

431 1 699.2762 -85.70 3 34.4 14.6 0 612-631 K.EAHLPPGAMAAVGLSWEECK.Q



Detailed Protein Report
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Protein 1025: 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
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Protein 1026: 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
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Protein 1027: mucin-5B precursor [Homo sapiens]
Accession: gi|301172750 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 596.0
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.3

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1998 1 1051.3664 -80.43 2 55.1 14.5 2 5230-
5248

R.DDCLQRDGTTAASCKDMAK.T Carbamidomethyl: 3; 
Oxidation: 17



Detailed Protein Report

1380 / 2108

Protein 1028: 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
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Protein 1029: acetyl-CoA acetyltransferase, cytosolic [Homo sapiens]
Accession: gi|148539872 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.3
Database Date: 2015-11-30 pI: 6.5
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

1725 1 932.4706 14.92 2 50.1 14.5 0 378-396 R.GVAALCIGGGMGIAMCVQR.E Carbamidomethyl: 16



Detailed Protein Report
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Protein 1030: desmoglein-2 preproprotein [Homo sapiens]
Accession: gi|116534898 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.2
Database Date: 2015-11-30 pI: 5.0

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

911 1 955.7392 190.53 1 40.9 14.5 1 33-40 R.NENKLLPK.H



Detailed Protein Report
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Protein 1031: 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
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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
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Protein 1032: 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
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Protein 1033: 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
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Protein 1034: 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

Quantitation
Wdown:Qdown Median: 0.33 CV: 0.00 % No. of 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 Ratios

39 1 625.3631 57.54 2 29.2 14.4 0 164-175 K.NCPHIVVGTPGR.I Wdown:Qdown 0.33



Detailed Protein Report
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Protein 1035: PREDICTED: target of Nesh-SH3 isoform X33 [Homo sapiens]
Accession: gi|530374326 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.7
Database Date: 2015-11-30 pI: 10.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

955 1 955.6374 133.87 1 41.5 14.4 0 628-636 K.TTPSPEVPK.S



Detailed Protein Report

1389 / 2108

Protein 1036: nucleoporin NDC1 isoform 2 [Homo sapiens]
Accession: gi|271398379 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.9
Database Date: 2015-11-30 pI: 9.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2487 1 1073.4872 -67.54 2 61.5 14.4 2 1-19 -.MATAVSRPCAGRSRDILWR.V



Detailed Protein Report
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Protein 1037: transcription factor 25 [Homo sapiens]
Accession: gi|14149657 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2737 1 959.5194 -10.55 2 65.5 14.4 2 194-209 R.YFGARAILGEQRPRQR.Q



Detailed Protein Report

1391 / 2108

Protein 1038: PREDICTED: glyceraldehyde-3-phosphate dehydrogenase, testis-specific isoform X1 
[Homo sapiens]

Accession: gi|530416161 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.4
Database Date: 2015-11-30 pI: 9.5

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

588 1 581.7946 -33.98 2 35.9 14.3 0 75-85 R.ELTVGINGFGR.I



Detailed Protein Report
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Protein 1039: PREDICTED: SEC14-like protein 4 isoform X6 [Homo sapiens]
Accession: gi|578837189 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 6.8

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

1473 1 829.0747 126.77 2 48.2 14.3 1 163-176 K.IVILGDNWKQELTK.F



Detailed Protein Report
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Protein 1040: phosphatidylinositol 4-phosphate 5-kinase type-1 alpha isoform 4 [Homo sapiens]
Accession: gi|208431776 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.0
Database Date: 2015-11-30 pI: 7.8

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

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



Detailed Protein Report
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Protein 1041: long-chain-fatty-acid--CoA ligase 1 isoform d [Homo sapiens]
Accession: gi|557878742 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 8.6

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

707 1 647.7728 -66.33 2 37.7 14.3 1 67-78 R.GQRCGVEVTSMK.A



Detailed Protein Report
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Protein 1042: PREDICTED: uncharacterized protein LOC646670 [Homo sapiens]
Accession: gi|578797043 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.5
Database Date: 2015-11-30 pI: 10.6
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

963 1 560.4165 248.16 2 41.5 14.3 1 169-179 R.AWAAGAGMRGR.Q Oxidation: 8



Detailed Protein Report
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Protein 1043: PREDICTED: lisH domain and HEAT repeat-containing protein KIAA1468 isoform X4 
[Homo sapiens]

Accession: gi|530414274 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.2
Database Date: 2015-11-30 pI: 5.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1816 1 673.2645 -43.90 2 52.7 14.3 0 129-139 R.DYFSNPGNFER.Q



Detailed Protein Report
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Protein 1044: putative RNA-binding protein 15B [Homo sapiens]
Accession: gi|54607124 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.1
Database Date: 2015-11-30 pI: 10.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

609 1 666.9243 159.05 2 36.2 14.3 1 604-614 R.GRTTHSPYEER.S



Detailed Protein Report

1398 / 2108

Protein 1045: developmental pluripotency-associated 5 protein [Homo sapiens]
Accession: gi|70608179 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.5
Database Date: 2015-11-30 pI: 9.7
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

2012 1 753.7422 -122.39 2 55.3 14.2 0 82-92 K.WMLQSMAEWHR.Q Oxidation: 2, 6



Detailed Protein Report
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Protein 1046: PREDICTED: uncharacterized protein C12orf42 isoform X5 [Homo sapiens]
Accession: gi|578823684 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 11.7

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

2634 1 841.1201 156.92 2 61.2 14.2 2 202-216 K.RLIKVCSSAPPRPTR.R



Detailed Protein Report
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Protein 1047: heat shock 70 kDa protein 13 precursor [Homo sapiens]
Accession: gi|48928056 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.9
Database Date: 2015-11-30 pI: 5.4

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

1869 1 920.9474 -68.00 2 52.0 14.2 1 397-413 K.TEIDEVVLVGGSTRIPR.I



Detailed Protein Report
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Protein 1048: mitogen-activated protein kinase kinase kinase 11 [Homo sapiens]
Accession: gi|4505195 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
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

1232 1 752.1726 114.82 3 44.0 14.1 0 702-723 K.TPDSPPTPAPLLLDLGIPVGQR.S



Detailed Protein Report
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Protein 1049: PREDICTED: zinc finger protein 440 isoform X2 [Homo sapiens]
Accession: gi|578832975 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.8
Database Date: 2015-11-30 pI: 10.5

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

1614 1 954.2238 104.31 3 50.1 14.1 2 254-277 K.AFPHSSSLRYHERTHTGEKPYECK.Q



Detailed Protein Report
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Protein 1050: PREDICTED: leucine-rich repeat flightless-interacting protein 2 isoform X39 [Homo 
sapiens]

Accession: gi|578806740 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.2
Database Date: 2015-11-30 pI: 8.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1798 1 577.2449 -38.82 2 52.5 14.1 0 59-67 K.EYSLHSFDR.K



Detailed Protein Report
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Protein 1051: 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
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Protein 1052: zinc transporter SLC39A7 isoform 2 [Homo sapiens]
Accession: gi|571026676 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.3
Database Date: 2015-11-30 pI: 8.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.20 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.79 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

675 1 529.7280 -18.04 2 37.8 14.1 0 1-9 -.MTTCTTICK.R Carbamidomethyl: 4 Wdown:Qdown 0.79
mdown:qdown 1.20



Detailed Protein Report
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Protein 1053: PREDICTED: SH3-containing GRB2-like protein 3-interacting protein 1 isoform X9 
[Homo sapiens]

Accession: gi|530363468 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.2
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

419 2 629.3626 50.32 2 34.3 14.0 0 135-145 R.NLSSEEVARPR.R



Detailed Protein Report

1407 / 2108

Protein 1054: sortilin-related receptor preproprotein [Homo sapiens]
Accession: gi|4507157 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 248.3
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.5

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

1162 1 610.6492 -203.57 2 44.2 14.0 0 1244-
1254

R.CPNGTCIPSSK.H Carbamidomethyl: 1, 6



Detailed Protein Report
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Protein 1055: PREDICTED: peptidase M20 domain-containing protein 2 isoform X3 [Homo sapiens]
Accession: gi|578812421 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2068 1 900.3125 -122.80 2 56.0 14.0 0 1-17 -.MRPGGERPVEGGACNGR.S Carbamidomethyl: 14



Detailed Protein Report
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Protein 1056: PREDICTED: loss of heterozygosity 12 chromosomal region 1 protein isoform X1 
[Homo sapiens]

Accession: gi|530398989 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.2
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 10.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1730 1 690.1247 139.16 3 50.3 14.0 2 8-26 K.HRAKMDDIVVVAQGSQASR.N



Detailed Protein Report
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Protein 1057: acyl-coenzyme A thioesterase 13 isoform 2 [Homo sapiens]
Accession: gi|231567183 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.4
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 15.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1761 1 927.4490 7.27 2 50.7 14.0 0 55-72 R.GAPGVSVDMNITYMSPAK.L Oxidation: 9



Detailed Protein Report
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Protein 1058: uncharacterized protein CXorf22 [Homo sapiens]
Accession: gi|90963001 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.3
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

2562 1 1221.7289 102.41 2 60.3 14.0 2 723-744 K.GLKSEPSTPQEKHDCSLMLTPK.Q Oxidation: 18



Detailed Protein Report
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Protein 1059: PREDICTED: A-kinase anchor protein 7 isoform gamma isoform X2 [Homo sapiens]
Accession: gi|530384237 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.7
Database Date: 2015-11-30 pI: 8.7

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

766 1 859.6992 -107.64 3 39.0 14.0 2 247-269 K.KQSNGYYHCESSIVIGKKPIGIR.D



Detailed Protein Report
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Protein 1060: putative phospholipase B-like 2 isoform 1 precursor [Homo sapiens]
Accession: gi|229093316 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 6.4

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

1000 1 983.6289 82.86 3 42.1 13.9 1 385-413 K.AFIPGGPSPGSRVLTILEQIPGMVVVADK.T



Detailed Protein Report
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Protein 1061: phosphatidylinositol phosphatase PTPRQ precursor [Homo sapiens]
Accession: gi|222537743 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 257.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 0.4

No. of unique Peptides: 1
Quantitation
Wdown:Qdown Median: 0.83 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report
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Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

627 1 604.2948 34.08 2 36.7 13.9 0 1643-
1652

K.DPPNNMTFQK.I Oxidation: 6 Wdown:Qdown 0.83



Detailed Protein Report
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Protein 1062: testis anion transporter 1 isoform b [Homo sapiens]
Accession: gi|301601602 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.3
Database Date: 2015-11-30 pI: 5.7

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

2795 1 835.4427 31.63 2 63.4 13.9 1 587-602 R.NSSPGLPDVAESQGRR.S



Detailed Protein Report
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Protein 1063: OTU domain-containing protein 4 isoform 3 [Homo sapiens]
Accession: gi|156630992 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.0
Database Date: 2015-11-30 pI: 6.2

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

2038 1 701.2778 -127.81 3 54.1 13.9 0 148-168 K.TAAAAADVNGFKPLSGNEQLK.N



Detailed Protein Report
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Protein 1064: PREDICTED: deleted in lung and esophageal cancer protein 1 isoform X6 [Homo 
sapiens]

Accession: gi|578806835 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.3
Database Date: 2015-11-30 pI: 6.1
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

34 1 628.3634 65.98 3 29.1 13.9 2 225-241 K.GISLPGCSKLTFSCEKR.S Carbamidomethyl: 14



Detailed Protein Report
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Protein 1065: PREDICTED: SH3 and PX domain-containing protein 2A isoform X5 [Homo sapiens]
Accession: gi|530394650 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.80 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.64 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2667 1 665.3404 -37.39 2 61.7 13.9 2 858-870 R.SAAAEAKGRLAER.A Wdown:Qdown 1.64
mdown:qdown 0.80



Detailed Protein Report

1423 / 2108

Protein 1066: 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

1424 / 2108

Protein 1067: 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

1425 / 2108

Protein 1068: PREDICTED: zinc finger and BTB domain-containing protein 2 isoform X3 [Homo 
sapiens]

Accession: gi|530383922 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.3
Database Date: 2015-11-30 pI: 5.5

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

1963 1 899.3605 -76.28 2 53.2 13.9 1 371-386 K.CNLCDKTFSTPNEVVK.H



Detailed Protein Report

1426 / 2108

Protein 1069: leucine-rich repeat-containing protein 23 isoform b [Homo sapiens]
Accession: gi|5901898 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.1
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1720 1 1107.9876 76.40 2 51.4 13.9 0 1-19 -.MSDEDDLEDSEPDQDDSEK.E Oxidation: 1



Detailed Protein Report

1427 / 2108

Protein 1070: probable G-protein coupled receptor 173 [Homo sapiens]
Accession: gi|9507143 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.5
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.48 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

276 1 493.4767 -189.31 3 32.2 13.8 0 353-367 R.THAPCWGTGGAPAPR.E Wdown:Qdown 0.06
mdown:qdown 0.48



Detailed Protein Report

1428 / 2108

Protein 1071: PREDICTED: lysine-specific demethylase 6A isoform X7 [Homo sapiens]
Accession: gi|530421565 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.1
Database Date: 2015-11-30 pI: 7.4

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

642 1 917.2547 -233.20 1 37.4 13.8 0 47-55 R.EALGGLDSR.L



Detailed Protein Report

1429 / 2108

Protein 1072: PREDICTED: xaa-Pro aminopeptidase 1 isoform X4 [Homo sapiens]
Accession: gi|578819756 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation 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

172 1 897.7312 -10.27 3 31.5 13.8 2 237-260 R.CCMPYTPICIAKAVKNSAESEGMR.R Carbamidomethyl: 9; 
Oxidation: 3, 23



Detailed Protein Report

1430 / 2108

Protein 1073: oxysterol-binding protein-related protein 11 [Homo sapiens]
Accession: gi|19923592 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.6
Database Date: 2015-11-30 pI: 6.6

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

2097 2 701.2818 -9.24 3 54.8 13.8 0 339-356 R.EPEEINADDEIEDTCDHK.E



Detailed Protein Report

1431 / 2108

Protein 1074: ankyrin repeat and SOCS box protein 3 isoform b [Homo sapiens]
Accession: gi|22208951 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|320202950 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ankyrin repeat and SOCS box protein 3 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2058 1 1051.3794 -113.33 2 55.9 13.8 0 100-118 K.ECQDDFGITPLFVAAQYGK.L



Detailed Protein Report

1432 / 2108

Protein 1075: phosphatidylinositol 3-kinase regulatory subunit beta [Homo sapiens]
Accession: gi|4826908 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

261 1 530.4911 -164.00 3 32.4 13.8 0 50-63 R.CPQSVGWMPGLNER.T Oxidation: 8



Detailed Protein Report

1433 / 2108

Protein 1076: PREDICTED: uroporphyrinogen decarboxylase isoform X2 [Homo sapiens]
Accession: gi|530363258 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.6
Database Date: 2015-11-30 pI: 6.6

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

Alias proteins:
Accession Name Description
gi|530363260 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uroporphyrinogen  decarboxylase  isoform  X3  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1090 1 646.7958 -117.34 2 42.3 13.8 1 160-170 K.FALPYIRDVAK.Q



Detailed Protein Report

1434 / 2108

Protein 1077: PREDICTED: zinc finger protein 789 isoform X1 [Homo sapiens]
Accession: gi|530385765 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.2
Database Date: 2015-11-30 pI: 10.3
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

2129 1 707.7420 -121.78 2 55.2 13.8 1 75-88 K.ASGSACPGSEARHK.M Carbamidomethyl: 6



Detailed Protein Report

1435 / 2108

Protein 1078: cohesin subunit SA-3 isoform 3 [Homo sapiens]
Accession: gi|544186091 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.2
Database Date: 2015-11-30 pI: 5.2
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

1226 1 1061.4989 -75.63 2 45.0 13.8 2 172-190 R.AFRHTSTLAAMKLMTSLVK.V Oxidation: 11



Detailed Protein Report

1436 / 2108

Protein 1079: tumor necrosis factor receptor superfamily member 1A precursor [Homo sapiens]
Accession: gi|4507575 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.5
Database Date: 2015-11-30 pI: 6.3
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

1608 1 1045.0366 108.79 2 48.8 13.8 0 65-82 K.GTYLYNDCPGPGQDTDCR.E Carbamidomethyl: 8, 17



Detailed Protein Report

1437 / 2108

Protein 1080: growth factor receptor-bound protein 14 [Homo sapiens]
Accession: gi|71979663 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.9
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

2069 1 1052.3235 -272.07 1 56.0 13.8 0 49-58 R.ALLPLPDGTR.G



Detailed Protein Report

1438 / 2108

Protein 1081: protein FAM117B [Homo sapiens]
Accession: gi|254910983 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.9
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2286 2 753.8859 -111.92 3 57.0 13.8 0 57-86 R.SGGGGGGNNNGGCCGGASGPAGGGGGGGPR.T



Detailed Protein Report

1439 / 2108

Protein 1082: PREDICTED: DDB1- and CUL4-associated factor 12 isoform X1 [Homo sapiens]
Accession: gi|578816454 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.4
Database Date: 2015-11-30 pI: 9.7

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

1429 1 783.3597 -32.33 2 47.6 13.7 0 149-163 R.LPTLDPVCVGDDGHK.D



Detailed Protein Report

1440 / 2108

Protein 1083: inactive hydroxysteroid dehydrogenase-like protein 1 isoform b [Homo sapiens]
Accession: gi|226371733 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 7.99 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1441 1 829.5817 155.48 2 47.8 13.7 1 36-49 R.KSITVICDFYSLIR.L Wdown:Qdown 0.15



Detailed Protein Report

1441 / 2108

Protein 1084: interphotoreceptor matrix proteoglycan 2 precursor [Homo sapiens]
Accession: gi|57242793 Score: 13.7
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1944 1 766.2461 -123.88 2 54.4 13.7 1 1067-
1080

K.CDIMPGHGAICRCR.V



Detailed Protein Report

1442 / 2108

Protein 1085: unconventional myosin-Ie [Homo sapiens]
Accession: gi|55956916 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2732 1 626.8302 -70.22 2 62.6 13.7 1 632-641 K.FLQRYAILTK.A



Detailed Protein Report

1443 / 2108

Protein 1086: branched-chain-amino-acid aminotransferase, mitochondrial isoform b [Homo 
sapiens]

Accession: gi|258614015 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 8.9

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

2104 1 841.3395 -76.37 2 56.5 13.7 0 207-220 R.QSLLDMAQTWGEFR.V



Detailed Protein Report

1444 / 2108

Protein 1087: PREDICTED: nuclear receptor subfamily 2 group C member 2 isoform X1 [Homo 
sapiens]

Accession: gi|530373071 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 5.9

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

1400 2 695.9396 -46.71 2 46.3 13.7 2 540-551 R.LARILVRLPALR.L



Detailed Protein Report

1445 / 2108

Protein 1088: pappalysin-2 isoform 2 precursor [Homo sapiens]
Accession: gi|116174734 Score: 13.7
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

Quantitation
Wdown:Qdown 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

817 2 676.8688 -78.92 2 38.7 13.7 2 347-358 R.VKKATILISHSR.Y Wdown:Qdown 1.00



Detailed Protein Report

1446 / 2108

Protein 1089: chromobox protein homolog 5 [Homo sapiens]
Accession: gi|6912292 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.2
Database Date: 2015-11-30 pI: 5.6

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

Alias proteins:
Accession Name Description
gi|188035910 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
chromobox protein homolog 5 [Homo sapiens]

gi|188035908 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

chromobox protein homolog 5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

403 1 544.7625 -24.48 2 34.1 13.7 1 107-115 K.REQSNDIAR.G



Detailed Protein Report

1447 / 2108

Protein 1090: PREDICTED: transcription factor SPT20 homolog isoform X22 [Homo sapiens]
Accession: gi|530402530 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.2
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.43 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

394 1 572.8091 92.30 2 34.0 13.7 1 148-156 R.DYRQSSNMK.S Oxidation: 8 Wdown:Qdown 0.88
mdown:qdown 0.43



Detailed Protein Report

1448 / 2108

Protein 1091: PREDICTED: zinc finger protein 831 isoform X4 [Homo sapiens]
Accession: gi|530417824 Score: 13.7
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

1918 3 1023.8682 -115.79 2 52.7 13.7 1 258-276 K.NLDVRTEAAPCPGSAFADR.E Carbamidomethyl: 11



Detailed Protein Report

1449 / 2108

Protein 1092: zinc finger protein 624 [Homo sapiens]
Accession: gi|172072608 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.9
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578830001 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 624 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2758 1 701.4193 162.16 2 62.9 13.7 1 278-288 K.CSTCEKAFHYR.S Carbamidomethyl: 1



Detailed Protein Report

1450 / 2108

Protein 1093: PREDICTED: PITH domain-containing protein 1 isoform X1 [Homo sapiens]
Accession: gi|530361255 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.6
Database Date: 2015-11-30 pI: 5.0

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

2456 1 640.2291 -51.38 2 61.1 13.6 0 1-13 -.MSHGHSHGGGGCR.C



Detailed Protein Report

1451 / 2108

Protein 1094: electroneutral sodium bicarbonate exchanger 1 isoform c [Homo sapiens]
Accession: gi|385719213 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.1
Database Date: 2015-11-30 pI: 6.5
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

2993 1 863.9668 48.28 2 66.2 13.6 2 1025-
1040

K.ALSMNSGNAKEKSLFN.- Oxidation: 4



Detailed Protein Report

1452 / 2108

Protein 1095: leucine-rich repeat transmembrane neuronal protein 2 precursor [Homo sapiens]
Accession: gi|7662102 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.0
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, 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

1679 1 1022.9863 -10.91 2 49.7 13.6 2 457-472 R.QCSMVQNHRQLRSQTR.L Carbamidomethyl: 2; 
Oxidation: 4



Detailed Protein Report

1453 / 2108

Protein 1096: 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

Quantitation
mdown:qdown Median: 0.86 CV: 0.00 % No. of 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 Ratios

2183 1 848.9946 -106.93 3 55.9 13.6 1 93-115 K.
TFFLLGTTSSAAETKEVDQESQR.
H

mdown:qdown 0.86



Detailed Protein Report

1454 / 2108

Protein 1097: PREDICTED: cysteine and glycine-rich protein 2 isoform X2 [Homo sapiens]
Accession: gi|578823362 Score: 13.6
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

1763 1 1023.8887 -139.71 2 52.0 13.6 1 88-106 R.LGIKPESIPSCIKESCSQK.Q



Detailed Protein Report

1455 / 2108

Protein 1098: PREDICTED: uncharacterized aarF domain-containing protein kinase 1 isoform X2 
[Homo sapiens]

Accession: gi|530404248 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.0
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2197 1 863.8529 -90.52 2 56.0 13.6 2 81-95 R.RLCELCCANRGTFIK.V



Detailed Protein Report

1456 / 2108

Protein 1099: PREDICTED: inositol polyphosphate 5-phosphatase OCRL-1 isoform X2 [Homo 
sapiens]

Accession: gi|530422443 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.4
Database Date: 2015-11-30 pI: 6.9
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

746 1 648.4767 173.28 2 38.7 13.6 0 162-172 R.LVGMMLLIFAR.K Oxidation: 4, 5



Detailed Protein Report

1457 / 2108

Protein 1100: 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

1458 / 2108

Protein 1101: uncharacterized protein C2orf54 isoform 2 [Homo sapiens]
Accession: gi|544710097 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.9
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation 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

914 1 626.3206 27.28 2 40.2 13.5 0 1-12 -.MDTGSLNAASLR.E Oxidation: 1



Detailed Protein Report

1459 / 2108

Protein 1102: multiple epidermal growth factor-like domains protein 11 precursor [Homo sapiens]
Accession: gi|181336739 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.8
Database Date: 2015-11-30 pI: 5.8
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

2524 1 821.0832 83.31 3 59.8 13.5 1 172-192 R.CEELCAPGTHGKGCQLPCQCR.H Carbamidomethyl: 5, 14, 
18, 20



Detailed Protein Report

1460 / 2108

Protein 1103: V-type proton ATPase subunit G 2 isoform c [Homo sapiens]
Accession: gi|323276655 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 8.9
Database Date: 2015-11-30 pI: 12.4
Modification(s): Oxidation Sequence Coverage [%]: 15.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1822 1 724.7658 -122.70 2 52.8 13.5 1 39-50 R.RQVQGMQSSQQR.N Oxidation: 6



Detailed Protein Report

1461 / 2108

Protein 1104: low-density lipoprotein receptor-related protein 8 isoform 4 precursor [Homo sapiens]
Accession: gi|65301119 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.0
Database Date: 2015-11-30 pI: 4.7
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

1832 1 840.7988 -78.14 2 52.9 13.5 1 210-225 R.EFRCGGDGGGACIPER.W Carbamidomethyl: 4



Detailed Protein Report

1462 / 2108

Protein 1105: 116 kDa U5 small nuclear ribonucleoprotein component isoform b [Homo sapiens]
Accession: gi|217272894 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.3
Database Date: 2015-11-30 pI: 4.9
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

2465 2 812.1395 151.93 2 61.2 13.5 2 375-387 K.LNIRPLLRLVCKK.F Carbamidomethyl: 11



Detailed Protein Report

1463 / 2108

Protein 1106: tubulointerstitial nephritis antigen-like isoform 3 [Homo sapiens]
Accession: gi|324713036 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.8
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530363132 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tubulointerstitial  nephritis  antigen-like  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1925 1 682.2617 -145.05 3 54.1 13.5 1 273-290 K.GGIYSHTPVSLGRPERYR.R



Detailed Protein Report

1464 / 2108

Protein 1107: methyl-CpG-binding domain protein 4 isoform 4 [Homo sapiens]
Accession: gi|442796454 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 4.45 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

711 1 665.1654 -215.52 2 37.7 13.5 1 252-263 R.KSCSGFVQSDSK.R Carbamidomethyl: 3 mdown:qdown 4.45



Detailed Protein Report

1465 / 2108

Protein 1108: galactose-3-O-sulfotransferase 3 [Homo sapiens]
Accession: gi|14719426 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.9
Database Date: 2015-11-30 pI: 10.7
Modification(s): Oxidation 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

2917 1 1023.0409 -3.50 2 65.2 13.5 2 1-17 -.MPPILQRLQQATKMMSR.R Oxidation: 14



Detailed Protein Report

1466 / 2108

Protein 1109: 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

1467 / 2108

Protein 1110: PREDICTED: gamma-glutamyltranspeptidase 2-like isoform X10 [Homo sapiens]
Accession: gi|578839185 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.8
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 2.64 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2245 1 697.3039 -32.93 2 58.3 13.5 0 1-13 -.MPGNMNATHPAPR.S Wdown:Qdown 2.64



Detailed Protein Report

1468 / 2108

Protein 1111: PREDICTED: retinal rod rhodopsin-sensitive cGMP 3',5'-cyclic phosphodiesterase 
subunit gamma isoform X1 [Homo sapiens]

Accession: gi|578831043 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.1
Database Date: 2015-11-30 pI: 10.8

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

1451 1 994.1693 -10.60 3 46.9 13.5 2 7-34 K.GRGWHPAEGGPALTAQPPETRPALDRSR.R



Detailed Protein Report

1469 / 2108

Protein 1112: 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
Quantitation
mdown:qdown Median: 1.51 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

58 1 819.8353 -70.68 2 29.4 13.4 0 30-44 R.ELDIPGPMSGEQPPR.L Oxidation: 8 mdown:qdown 1.51



Detailed Protein Report

1470 / 2108

Protein 1113: PREDICTED: zona pellucida-like domain-containing protein 1 isoform X1 [Homo 
sapiens]

Accession: gi|530373904 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.5
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 3.9

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2168 1 953.2792 -151.74 2 57.3 13.4 1 303-318 R.ADDCPFLMPICSHRER.R Oxidation: 8 mdown:qdown 1.04



Detailed Protein Report

1471 / 2108

Protein 1114: neuroepithelial cell-transforming gene 1 protein isoform 2 [Homo sapiens]
Accession: gi|19923327 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.8
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.60 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

68 1 809.3763 -79.90 2 30.2 13.4 1 248-260 K.LDLWSFLDIPRSR.L mdown:qdown 0.60
Wdown:Qdown 0.46



Detailed Protein Report

1472 / 2108

Protein 1115: erythroid membrane-associated protein precursor [Homo sapiens]
Accession: gi|19923536 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578798289 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  erythroid  membrane-associated  protein  isoform  X2  
[Homo sapiens]

gi|63054855 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

erythroid membrane-associated protein precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1582 2 715.4259 42.30 3 48.5 13.4 2 232-250 R.RARLHFVAVTLDPDTAHPK.L



Detailed Protein Report

1473 / 2108

Protein 1116: PREDICTED: probable G-protein coupled receptor 157 isoform X2 [Homo sapiens]
Accession: gi|530360643 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.3
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1650 1 697.5485 -126.05 3 50.5 13.4 1 223-240 R.TRLFSLCCCCCSSQPPTK.S Carbamidomethyl: 7, 11



Detailed Protein Report

1474 / 2108

Protein 1117: PREDICTED: 28S ribosomal protein S10, mitochondrial isoform X1 [Homo sapiens]
Accession: gi|530382202 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.9
Database Date: 2015-11-30 pI: 8.8
Modification(s): Carbamidomethyl, 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

2635 1 741.8693 -6.93 2 63.8 13.4 2 1-13 -.MAARTAFGAVCRR.L Carbamidomethyl: 11; 
Oxidation: 1



Detailed Protein Report

1475 / 2108

Protein 1118: pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]
Accession: gi|56606064 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.93 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.32 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|313151197 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]

gi|313151195 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]

gi|313151193 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]

gi|313151191 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1387 1 695.3741 -31.67 2 46.1 13.4 2 30-40 K.KLPIELRDSYR.K Wdown:Qdown 0.32
mdown:qdown 0.93



Detailed Protein Report

1476 / 2108

Protein 1119: 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

1477 / 2108

Protein 1120: beta-defensin 123 precursor [Homo sapiens]
Accession: gi|23503331 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 8.1
Database Date: 2015-11-30 pI: 10.9
Modification(s): Oxidation Sequence Coverage [%]: 26.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

31 1 735.9836 -57.79 3 29.7 13.4 2 40-57 K.ERVYVYCINNKMCCVKPK.Y Oxidation: 12



Detailed Protein Report

1478 / 2108

Protein 1121: PREDICTED: semaphorin-3E isoform X1 [Homo sapiens]
Accession: gi|578814789 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.2
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 4.96 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

1096 1 737.2178 -190.33 2 43.3 13.3 0 338-350 R.GHAICVYHMSSIR.A Wdown:Qdown 4.96



Detailed Protein Report

1479 / 2108

Protein 1122: inactive ribonuclease-like protein 9 isoform 1 precursor [Homo sapiens]
Accession: gi|160333409 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|160333428 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
inactive  ribonuclease-like  protein  9  isoform  1  precursor  [Homo  
sapiens]

gi|160333420 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

inactive  ribonuclease-like  protein  9  isoform  1  precursor  [Homo  
sapiens]

gi|160333415 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

inactive  ribonuclease-like  protein  9  isoform  1  precursor  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1624 1 927.6889 288.96 1 50.2 13.3 1 1-8 -.MSAGKMMR.T Oxidation: 6



Detailed Protein Report

1480 / 2108

Protein 1123: 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

1481 / 2108

Protein 1124: 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

1482 / 2108

Protein 1125: PREDICTED: uncharacterized protein LOC102725509 [Homo sapiens]
Accession: gi|578796799 Score: 13.3
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

991 3 955.6427 92.95 2 41.9 13.3 1 149-169 R.INMVGLGLVGGAGAGLVRGAK.W



Detailed Protein Report

1483 / 2108

Protein 1126: tubulin-specific chaperone E isoform c [Homo sapiens]
Accession: gi|568215738 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.8
Database Date: 2015-11-30 pI: 6.5

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

486 1 535.7503 -186.51 2 34.7 13.3 1 330-338 K.NQLLTLKIK.Y



Detailed Protein Report

1484 / 2108

Protein 1127: PREDICTED: probable ATP-dependent RNA helicase DDX60-like isoform X7 [Homo 
sapiens]

Accession: gi|578809624 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.1
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578809626 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  probable  ATP-dependent  RNA  helicase  DDX60-like  
isoform X8 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1104 1 586.3508 80.45 2 42.5 13.3 2 639-648 K.HCRGEGKISK.D Carbamidomethyl: 2



Detailed Protein Report

1485 / 2108

Protein 1128: 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
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Protein 1129: 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

1487 / 2108

Protein 1130: BH3-interacting domain death agonist isoform 1 [Homo sapiens]
Accession: gi|37574726 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.8
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1
Quantitation
mdown:qdown 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

836 1 585.7806 55.65 2 39.3 13.3 0 1-11 -.MCSGAGVMMAR.W Carbamidomethyl: 2 mdown:qdown 0.88



Detailed Protein Report

1488 / 2108

Protein 1131: ras-GEF domain-containing family member 1C [Homo sapiens]
Accession: gi|40255197 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.8
Database Date: 2015-11-30 pI: 8.6

Sequence Coverage [%]: 3.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578811061 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: ras-GEF domain-containing family member 1C isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1850 1 715.9797 -114.03 3 51.8 13.2 1 106-123 K.FGPKLLQLLAEWTETFPR.D



Detailed Protein Report

1489 / 2108

Protein 1132: nuclear pore-associated protein 1 [Homo sapiens]
Accession: gi|112421134 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

1640 1 1044.2554 -244.56 1 50.4 13.2 0 774-783 K.FGAPDGPQQK.T mdown:qdown 0.67



Detailed Protein Report

1490 / 2108

Protein 1133: 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

1491 / 2108

Protein 1134: GDNF family receptor alpha-2 isoform c precursor [Homo sapiens]
Accession: gi|259089453 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 9.8
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

2756 1 683.3062 14.56 3 65.8 13.2 1 25-42 K.SNHCLDAAKACNLNDNCK.K Carbamidomethyl: 11, 17



Detailed Protein Report

1492 / 2108

Protein 1135: PREDICTED: transmembrane and TPR repeat-containing protein 4 isoform X5 [Homo 
sapiens]

Accession: gi|578825275 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.0
Database Date: 2015-11-30 pI: 10.1

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

2358 1 863.6875 155.63 2 59.8 13.2 0 214-229 K.LIAAVVLGILFINTLR.C



Detailed Protein Report

1493 / 2108

Protein 1136: GTP-binding protein 10 isoform 1 [Homo sapiens]
Accession: gi|111955063 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.6
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.88 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

861 1 736.2893 -94.91 2 40.2 13.2 1 21-34 R.LFTRGGSGGMGYPR.L Oxidation: 10 Wdown:Qdown 0.82
mdown:qdown 0.88



Detailed Protein Report

1494 / 2108

Protein 1137: nuclear pore complex protein Nup155 isoform 3 [Homo sapiens]
Accession: gi|509155837 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.0
Database Date: 2015-11-30 pI: 5.9

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

2252 1 569.2585 -108.17 3 56.8 13.2 1 499-513 K.KFVLLSAQGSLMFHK.L



Detailed Protein Report

1495 / 2108

Protein 1138: testis-expressed sequence 35 protein isoform 4 [Homo sapiens]
Accession: gi|282398137 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.0
Database Date: 2015-11-30 pI: 10.0
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

1608 1 821.4460 21.75 2 50.0 13.2 2 122-134 K.EQQELRLMGKTHR.E Oxidation: 8



Detailed Protein Report

1496 / 2108

Protein 1139: CD9 antigen [Homo sapiens]
Accession: gi|4502693 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.4
Database Date: 2015-11-30 pI: 7.7

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

1067 1 942.2514 -217.87 1 42.9 13.2 0 120-126 K.EVQEFYK.D



Detailed Protein Report

1497 / 2108

Protein 1140: WD repeat and FYVE domain-containing protein 1 [Homo sapiens]
Accession: gi|18482373 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.3
Database Date: 2015-11-30 pI: 7.2

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

2193 1 1009.4117 -66.86 2 57.6 13.1 0 392-410 K.IWDMTPVVGCSLATGFSPH.-



Detailed Protein Report

1498 / 2108

Protein 1141: peptidyl-prolyl cis-trans isomerase FKBP7 isoform b precursor [Homo sapiens]
Accession: gi|206725547 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.7
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2564 1 731.7179 -182.33 2 60.7 13.1 1 155-166 K.QIDMDNDRQLSK.A



Detailed Protein Report

1499 / 2108

Protein 1142: melanoregulin [Homo sapiens]
Accession: gi|124487399 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.9
Database Date: 2015-11-30 pI: 5.4

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

2237 1 851.3609 -108.43 2 56.6 13.1 1 189-204 R.TYPKKPGVPCLADGQK.E



Detailed Protein Report

1500 / 2108

Protein 1143: 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

1501 / 2108

Protein 1144: ectodysplasin-A isoform 2 [Homo sapiens]
Accession: gi|54112101 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1562 1 1059.0865 57.30 2 48.2 13.1 1 264-282 K.NDLSGGVLNDWSRITMNPK.V



Detailed Protein Report

1502 / 2108

Protein 1145: E3 ubiquitin-protein ligase MSL2 isoform 2 [Homo sapiens]
Accession: gi|224028284 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.3
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578807532 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  E3  ubiquitin-protein  ligase  MSL2  isoform  X3  [Homo  
sapiens]

gi|530374862 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  E3  ubiquitin-protein  ligase  MSL2  isoform  X2  [Homo  
sapiens]

gi|530374860 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  E3  ubiquitin-protein  ligase  MSL2  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

341 2 635.5460 -95.49 3 33.3 13.1 2 407-422 R.CPCYSNRKACLDCICR.G Carbamidomethyl: 1



Detailed Protein Report

1503 / 2108

Protein 1146: PREDICTED: peptidyl-prolyl cis-trans isomerase A isoform X1 [Homo sapiens]
Accession: gi|530384859 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.4
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 13.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2048 2 753.7914 -137.80 2 55.7 13.1 2 92-105 K.TSKKITIADCGQLE.-



Detailed Protein Report

1504 / 2108

Protein 1147: matrix metalloproteinase-25 preproprotein [Homo sapiens]
Accession: gi|11968059 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.5
Database Date: 2015-11-30 pI: 9.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

869 1 647.8024 -99.59 2 39.7 13.1 2 108-118 R.YALSGSVWKKR.T



Detailed Protein Report

1505 / 2108

Protein 1148: peroxisomal acyl-coenzyme A oxidase 1 isoform c [Homo sapiens]
Accession: gi|297206874 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.1
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1782 1 568.7446 -150.72 2 52.3 13.1 1 463-471 K.NLQKEVIHR.K mdown:qdown 0.63



Detailed Protein Report

1506 / 2108

Protein 1149: 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

1507 / 2108

Protein 1150: PREDICTED: nuclear pore complex protein Nup214 isoform X4 [Homo sapiens]
Accession: gi|530427224 Score: 13.0
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

1508 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



Detailed Protein Report

1509 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2086 1 1023.4014 -90.92 2 54.7 13.0 2 670-687 R.TSKACFQVGTSEEMKMLR.T



Detailed Protein Report

1510 / 2108

Protein 1151: excitatory amino acid transporter 5 isoform 3 [Homo sapiens]
Accession: gi|567316040 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 9.5
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

1964 1 701.2760 -115.08 3 53.2 13.0 0 387-406 R.TMINVLGDALAAGIMAHICR.K Oxidation: 2, 15



Detailed Protein Report

1511 / 2108

Protein 1152: PREDICTED: coiled-coil domain-containing protein 9 isoform X4 [Homo sapiens]
Accession: gi|578834259 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

774 1 848.7818 -149.75 2 38.5 13.0 1 243-259 R.RAGLGSAGDMTLSMTGR.E Oxidation: 10



Detailed Protein Report

1512 / 2108

Protein 1153: PREDICTED: uncharacterized protein LOC101929108 [Homo sapiens]
Accession: gi|578795301 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 12.7
Modification(s): Carbamidomethyl 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

2912 1 1012.4649 -62.98 2 65.6 13.0 2 137-155 R.CCGRGGSVAVRAVSVRPHR.L Carbamidomethyl: 1



Detailed Protein Report

1513 / 2108

Protein 1154: zinc finger protein 92 homolog [Homo sapiens]
Accession: gi|210147475 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 11.6

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530422737 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  protein  92  homolog  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1499 1 682.7065 38.52 3 47.5 13.0 2 152-169 R.YLCQQCGKAFSRSSNLIK.H



Detailed Protein Report

1514 / 2108

Protein 1155: transmembrane protein 14B isoform b [Homo sapiens]
Accession: gi|189181734 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 8.6
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 12.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1706 1 1108.6371 79.54 1 51.3 13.0 1 71-80 K.VGVRMLMTSD.-



Detailed Protein Report

1515 / 2108

Protein 1156: PREDICTED: ATPase WRNIP1 isoform X3 [Homo sapiens]
Accession: gi|530382259 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.9
Database Date: 2015-11-30 pI: 11.0

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

2702 1 648.3522 42.11 2 62.2 13.0 2 49-58 R.CYRASRWPTR.C



Detailed Protein Report

1516 / 2108

Protein 1157: centromere protein J [Homo sapiens]
Accession: gi|130980075 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.9
Database Date: 2015-11-30 pI: 6.2

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

1097 1 612.4614 154.39 3 42.4 13.0 2 526-543 R.LPLSTGPASRLAAKSPIR.E



Detailed Protein Report

1517 / 2108

Protein 1158: PREDICTED: ran-binding protein 10 isoform X5 [Homo sapiens]
Accession: gi|578829104 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, 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

1769 1 900.4638 3.38 2 50.8 13.0 0 356-371 K.QPPLMLALGQASECLR.L Carbamidomethyl: 14; 
Oxidation: 5



Detailed Protein Report

1518 / 2108

Protein 1159: vascular endothelial growth factor C preproprotein [Homo sapiens]
Accession: gi|4885653 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.9
Database Date: 2015-11-30 pI: 9.2
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

1178 3 565.6313 -245.62 2 44.4 13.0 1 211-219 R.CMSKLDVYR.Q Oxidation: 2



Detailed Protein Report

1519 / 2108

Protein 1160: PREDICTED: centrosomal protein of 57 kDa isoform X1 [Homo sapiens]
Accession: gi|578822479 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.4
Database Date: 2015-11-30 pI: 10.1

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

2651 1 651.8176 -28.29 2 61.4 13.0 0 192-203 K.AAELQTGLETNR.L



Detailed Protein Report

1520 / 2108

Protein 1161: PREDICTED: piwi-like protein 2 isoform X2 [Homo sapiens]
Accession: gi|530387871 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.5
Database Date: 2015-11-30 pI: 10.1
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

1983 1 665.3085 7.93 2 54.9 12.9 1 437-448 K.TPKDSFTMSDGK.E Oxidation: 8



Detailed Protein Report

1521 / 2108

Protein 1162: protein dispatched homolog 2 [Homo sapiens]
Accession: gi|25121980 Score: 12.9
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

Quantitation
Wdown:Qdown Median: 4.13 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

1845 2 1011.8041 245.60 1 51.7 12.9 0 811-818 R.WLLALCHR.A Wdown:Qdown 4.13



Detailed Protein Report

1522 / 2108

Protein 1163: kynurenine/alpha-aminoadipate aminotransferase, mitochondrial isoform b [Homo 
sapiens]

Accession: gi|7705897 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.3
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|557878725 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
kynurenine/alpha-aminoadipate  aminotransferase,  mitochondrial  
isoform b [Homo sapiens]

gi|33469970 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

kynurenine/alpha-aminoadipate  aminotransferase,  mitochondrial  
isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

437 1 706.4564 114.32 2 34.8 12.9 1 2-14 M.NYARFITAASAAR.N



Detailed Protein Report

1523 / 2108

Protein 1164: 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

1524 / 2108

Protein 1165: PREDICTED: arrestin domain-containing protein 5 isoform X1 [Homo sapiens]
Accession: gi|530425368 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.0
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 8.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578833485 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: arrestin domain-containing protein 5 isoform X2 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2805 1 965.1168 115.45 2 63.5 12.9 1 107-123 R.LDSSELLRQEANTPVTR.F



Detailed Protein Report

1525 / 2108

Protein 1166: PREDICTED: vinexin isoform X5 [Homo sapiens]
Accession: gi|578815141 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.7
Database Date: 2015-11-30 pI: 9.9

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

2813 1 944.5069 60.70 2 63.6 12.9 1 35-51 R.FHDPAPRTVCNGGYTPR.R



Detailed Protein Report

1526 / 2108

Protein 1167: PREDICTED: glycerol-3-phosphate transporter isoform X4 [Homo sapiens]
Accession: gi|530419282 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.47 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1899 1 612.7833 -24.65 2 53.8 12.9 1 419-429 K.YAWSKAPSLSD.- Wdown:Qdown 1.73
mdown:qdown 0.47



Detailed Protein Report

1527 / 2108

Protein 1168: PREDICTED: interleukin-20 receptor subunit beta isoform X1 [Homo sapiens]
Accession: gi|578807489 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.6
Database Date: 2015-11-30 pI: 5.2
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

2772 1 826.4371 39.66 3 66.0 12.9 1 135-157 K.MVRSGGIPVHLETMEPGAAYCVK.A Oxidation: 1, 14



Detailed Protein Report

1528 / 2108

Protein 1169: centromere protein M isoform c [Homo sapiens]
Accession: gi|158966691 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.3
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 37.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1172 1 1137.1797 15.76 2 44.3 12.9 0 27-48 R.VLQICAGHVPGVSALNLLSLLR.S



Detailed Protein Report

1529 / 2108

Protein 1170: PREDICTED: post-GPI attachment to proteins factor 2 isoform X12 [Homo sapiens]
Accession: gi|578820443 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 11.7
Modification(s): Oxidation Sequence Coverage [%]: 13.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578820445 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  post-GPI  attachment  to  proteins  factor  2  isoform  X13  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1723 1 1011.4144 -77.48 3 51.5 12.9 1 7-34 K.NMVISLDYPRQVPVCGGDGEGATMLLHK.S Oxidation: 2, 24



Detailed Protein Report

1530 / 2108

Protein 1171: heterogeneous nuclear ribonucleoprotein U isoform b [Homo sapiens]
Accession: gi|14141161 Score: 12.9
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

441 1 658.3873 -11.97 2 34.5 12.9 2 11-21 K.LKVSELKEELK.K



Detailed Protein Report

1531 / 2108

Protein 1172: perforin-1 precursor [Homo sapiens]
Accession: gi|40254808 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.3
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|133908621 r e f s e q _ h u m a n

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1214 1 729.3686 38.59 2 43.8 12.9 1 376-387 R.DCSRPCPPGRQK.S Carbamidomethyl: 2, 6



Detailed Protein Report

1532 / 2108

Protein 1173: PREDICTED: KN motif and ankyrin repeat domain-containing protein 3 isoform X2 
[Homo sapiens]

Accession: gi|530427478 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.0
Database Date: 2015-11-30 pI: 4.9
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

428 1 1293.7593 91.80 2 34.0 12.9 2 1-25 -.MCGGRWLGGGELLGPVCLDSKAGPR.G Carbamidomethyl: 17



Detailed Protein Report

1533 / 2108

Protein 1174: tyrosine-protein phosphatase non-receptor type 22 isoform 2 [Homo sapiens]
Accession: gi|301171662 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.1
Database Date: 2015-11-30 pI: 8.6
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

1450 1 796.1201 70.21 3 47.9 12.9 1 234-254 R.TGVICAIDYTWMLLKDGSQAK.H Carbamidomethyl: 5; 
Oxidation: 12



Detailed Protein Report
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Protein 1175: DNA annealing helicase and endonuclease ZRANB3 isoform 3 [Homo sapiens]
Accession: gi|557440858 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.5
Database Date: 2015-11-30 pI: 9.1

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

1603 1 853.0728 174.90 2 48.8 12.9 1 93-108 R.EENTVVSSDPTKTAAR.D



Detailed Protein Report

1535 / 2108

Protein 1176: PREDICTED: alpha-tubulin N-acetyltransferase isoform X9 [Homo sapiens]
Accession: gi|530382649 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 9.3
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

1536 / 2108

Protein 1177: mucin-13 precursor [Homo sapiens]
Accession: gi|308736985 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.6
Database Date: 2015-11-30 pI: 4.8

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

1875 1 806.3633 -50.77 2 52.1 12.9 0 471-486 R.STGFTNLGAEGSVFPK.V



Detailed Protein Report

1537 / 2108

Protein 1178: PNMA-like protein 1 isoform b [Homo sapiens]
Accession: gi|156766054 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.8
Database Date: 2015-11-30 pI: 6.8

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

1867 1 1011.4210 -20.28 3 52.0 12.9 1 317-346 R.EPPQDARAEAESPGGASESDQDGGHESPPK.K



Detailed Protein Report

1538 / 2108

Protein 1179: protein FAM72B [Homo sapiens]
Accession: gi|155029537 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.4

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 2.10 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

223 1 491.6240 -214.74 2 31.5 12.8 0 12-19 R.CVSILCCK.F Carbamidomethyl: 1, 6 Wdown:Qdown 0.88
mdown:qdown 2.10



Detailed Protein Report

1539 / 2108

Protein 1180: zinc finger SWIM domain-containing protein 3 [Homo sapiens]
Accession: gi|57863255 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.4
Database Date: 2015-11-30 pI: 7.9
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

974 1 530.6195 -241.54 2 41.0 12.8 1 15-22 K.ECFSAYKR.E Carbamidomethyl: 2



Detailed Protein Report

1540 / 2108

Protein 1181: deoxycytidine kinase [Homo sapiens]
Accession: gi|4503269 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.5
Database Date: 2015-11-30 pI: 5.0

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

2535 1 709.5600 258.43 1 62.1 12.8 0 255-260 K.EFLSTL.-



Detailed Protein Report

1541 / 2108

Protein 1182: PREDICTED: BMP-binding endothelial regulator protein isoform X3 [Homo sapiens]
Accession: gi|530384519 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.5
Database Date: 2015-11-30 pI: 9.8
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

1151 1 874.7151 21.78 3 44.0 12.8 2 52-74 K.RKCSHPGGCDQGQEGCCEECLLR.V Carbamidomethyl: 3, 20



Detailed Protein Report

1542 / 2108

Protein 1183: rab GTPase-binding effector protein 1 isoform 2 [Homo sapiens]
Accession: gi|134152674 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.4
Database Date: 2015-11-30 pI: 4.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1654 1 954.7334 -84.91 3 49.4 12.8 1 721-745 K.ENLEETLQLEIENCKEEIASISSLK.A



Detailed Protein Report

1543 / 2108

Protein 1184: PREDICTED: protein CBFA2T3 isoform X1 [Homo sapiens]
Accession: gi|530424752 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.3
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2602 1 701.2274 -183.09 2 60.8 12.8 1 57-70 K.AKASAMPDSPAEVK.T



Detailed Protein Report

1544 / 2108

Protein 1185: PREDICTED: dynamin-1 isoform X14 [Homo sapiens]
Accession: gi|578817148 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.5
Database Date: 2015-11-30 pI: 6.4

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

2901 3 869.4256 -56.48 2 65.0 12.8 1 400-415 R.TGLFTPDLAFEATVKK.Q



Detailed Protein Report

1545 / 2108

Protein 1186: reticulon-2 isoform B [Homo sapiens]
Accession: gi|46255005 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.4
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 5.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2220 1 1061.2430 20.21 3 58.0 12.8 2 125-152 R.GDPDTAPPSERPLEDLRLRLDHLGWVAR.G



Detailed Protein Report

1546 / 2108

Protein 1187: PREDICTED: splicing regulator RBM11 isoform X4 [Homo sapiens]
Accession: gi|578836581 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.7
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 17.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2767 1 683.0222 65.19 3 65.9 12.8 1 86-104 R.FGSSRSSEPANQSFESCVK.I



Detailed Protein Report

1547 / 2108

Protein 1188: PREDICTED: phosphatidylinositide phosphatase SAC2 isoform X2 [Homo sapiens]
Accession: gi|578819140 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 8.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1334 1 727.3902 -51.85 2 45.4 12.8 1 371-383 K.KQVIINLVDQAGR.E



Detailed Protein Report

1548 / 2108

Protein 1189: zinc phosphodiesterase ELAC protein 1 [Homo sapiens]
Accession: gi|8922122 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.0
Database Date: 2015-11-30 pI: 6.4
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

122 1 1044.7808 -23.16 3 30.9 12.8 2 28-54 R.CEGECWLFDCGEGTQTQLMKSQLKAGR.I Carbamidomethyl: 5, 10



Detailed Protein Report

1549 / 2108

Protein 1190: myb-related transcription factor, partner of profilin [Homo sapiens]
Accession: gi|60460889 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.5
Database Date: 2015-11-30 pI: 10.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

674 1 628.8839 22.51 2 37.8 12.8 1 275-286 R.ELAGTLRQGLAK.L



Detailed Protein Report

1550 / 2108

Protein 1191: E3 ubiquitin-protein ligase RNF138 isoform 1 [Homo sapiens]
Accession: gi|21361539 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 6.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|395455059 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
E3 ubiquitin-protein ligase RNF138 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2120 2 955.8719 -58.90 2 55.1 12.8 1 42-58 K.CFLTAMRESGAHCPLCR.G Oxidation: 6



Detailed Protein Report

1551 / 2108

Protein 1192: neuroblastoma-amplified sequence [Homo sapiens]
Accession: gi|41393547 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.4
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

1552 / 2108



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

2796 1 1045.0564 42.27 2 63.4 12.7 1 266-284 K.ASSCGLSAWRVLSGSPYYK.Q Carbamidomethyl: 4



Detailed Protein Report

1554 / 2108

Protein 1193: galactose-3-O-sulfotransferase 2 [Homo sapiens]
Accession: gi|124256491 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.1
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2191 1 1051.4626 -76.41 2 57.6 12.7 1 112-128 R.FNIMCNHLRFNLPQVQK.V



Detailed Protein Report

1555 / 2108

Protein 1194: PREDICTED: zinc finger protein 44 isoform X1 [Homo sapiens]
Accession: gi|530414905 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.4
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578833313 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 44 isoform X3 [Homo sapiens]

gi|530414907 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 44 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

958 1 946.6989 -96.52 3 40.8 12.7 2 37-60 K.GLSYRHSFQTCERPHTGKKPYDCK.E



Detailed Protein Report

1556 / 2108

Protein 1195: plasminogen isoform 1 precursor [Homo sapiens]
Accession: gi|4505881 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.5
Database Date: 2015-11-30 pI: 7.3
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

1599 1 1073.5631 49.12 2 48.7 12.7 1 236-252 R.NPDRELRPWCFTTDPNK.R Carbamidomethyl: 10



Detailed Protein Report

1557 / 2108

Protein 1196: PREDICTED: zinc finger protein 569 isoform X2 [Homo sapiens]
Accession: gi|530415811 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.4
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 2.97 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

447 1 820.3791 -11.73 3 34.9 12.7 1 276-296 R.
EKPYECNECGKAFIQMSNLVR.H

Wdown:Qdown 1.74
mdown:qdown 2.97



Detailed Protein Report
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Protein 1197: testican-3 isoform 9 precursor [Homo sapiens]
Accession: gi|324072875 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.6
Database Date: 2015-11-30 pI: 10.0
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

1786 1 577.2453 -50.74 2 52.3 12.7 1 196-204 K.RACSDLEFR.E Carbamidomethyl: 3



Detailed Protein Report

1559 / 2108

Protein 1198: retinal-specific ATP-binding cassette transporter [Homo sapiens]
Accession: gi|105990541 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 255.8
Database Date: 2015-11-30 pI: 5.9

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



Detailed Protein Report
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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

2540 1 1045.0939 -285.62 1 62.2 12.7 0 1172-
1182

K.GSEGTCSCSSK.G



Detailed Protein Report

1562 / 2108

Protein 1199: clathrin heavy chain 1 isoform 1 [Homo sapiens]
Accession: gi|4758012 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.5
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

2257 2 925.3580 -133.04 1 56.7 12.7 1 904-911 R.VVGKYCEK.R



Detailed Protein Report
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Protein 1200: ladinin-1 [Homo sapiens]
Accession: gi|20070205 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.1
Database Date: 2015-11-30 pI: 10.2

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

775 1 585.7012 134.39 3 39.1 12.7 2 33-47 R.RHRNLSSTTDDEAPR.L



Detailed Protein Report

1564 / 2108

Protein 1201: BTB/POZ domain-containing protein KCTD11 [Homo sapiens]
Accession: gi|51036594 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.9
Database Date: 2015-11-30 pI: 6.2

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

1788 1 806.7465 -161.16 2 52.3 12.7 0 124-138 R.ANLFCTDSECLGALR.A



Detailed Protein Report

1565 / 2108

Protein 1202: PREDICTED: alpha-taxilin isoform X1 [Homo sapiens]
Accession: gi|530362064 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.3
Database Date: 2015-11-30 pI: 9.0
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

2427 1 1056.2092 -246.91 1 60.7 12.6 1 238-245 K.QEMEKMTK.K Oxidation: 3, 6



Detailed Protein Report
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Protein 1203: zinc finger protein 586 isoform b [Homo sapiens]
Accession: gi|116812602 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.8
Database Date: 2015-11-30 pI: 10.5
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

1529 1 1007.5953 57.03 2 48.9 12.6 2 2-21 M.AAAAALRAPAQVVGMEGKMR.Q Oxidation: 19



Detailed Protein Report

1567 / 2108

Protein 1204: PREDICTED: T-box transcription factor TBX22 isoform X4 [Homo sapiens]
Accession: gi|578838386 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.7
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 4.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578840717 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  T-box  transcription  factor  TBX22  isoform  X3  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1901 1 682.2691 -146.50 3 53.8 12.6 2 138-154 K.QYHVAIDVVPVDSKRYR.Y



Detailed Protein Report
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Protein 1205: 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

1569 / 2108

Protein 1206: PREDICTED: tyrosine-protein kinase transmembrane receptor ROR2 isoform X1 
[Homo sapiens]

Accession: gi|530391155 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578817504 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: tyrosine-protein kinase transmembrane receptor ROR2 
isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2329 1 590.5024 -145.38 3 59.4 12.6 1 246-261 R.MELCDVPSCSPRDSSK.M Oxidation: 1



Detailed Protein Report
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Protein 1207: prokineticin-1 precursor [Homo sapiens]
Accession: gi|14165282 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.7
Database Date: 2015-11-30 pI: 11.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 25.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1222 1 985.1748 34.31 3 43.9 12.6 2 29-55 R.DVQCGAGTCCAISLWLRGLRMCTPLGR.E Carbamidomethyl: 10; 
Oxidation: 21



Detailed Protein Report

1571 / 2108

Protein 1208: probable polypeptide N-acetylgalactosaminyltransferase 8 [Homo sapiens]
Accession: gi|8393412 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.8
Database Date: 2015-11-30 pI: 9.7
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

1764 1 1273.4537 -105.56 1 52.0 12.6 0 432-441 R.VAEIWMDEHK.H Oxidation: 6



Detailed Protein Report

1572 / 2108

Protein 1209: coiled-coil domain-containing protein 7 isoform a [Homo sapiens]
Accession: gi|37059792 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.7
Database Date: 2015-11-30 pI: 8.5
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530392451 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  C10orf68  isoform  X4  [Homo  
sapiens]

gi|71051596 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

coiled-coil domain-containing protein 7 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2169 1 955.8950 -132.83 2 55.7 12.6 1 48-64 K.IEPMVLRSPPTGESILR.Y Oxidation: 4



Detailed Protein Report
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Protein 1210: PREDICTED: dual specificity protein kinase CLK3 isoform X4 [Homo sapiens]
Accession: gi|530405373 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.9
Database Date: 2015-11-30 pI: 6.5
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

2272 1 693.7463 -203.34 2 58.7 12.6 0 168-179 K.ILGPIPSHMIHR.T Oxidation: 9



Detailed Protein Report
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Protein 1211: PREDICTED: creatine kinase U-type, mitochondrial isoform X3 [Homo sapiens]
Accession: gi|530405365 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530406090 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  creatine  kinase  U-type,  mitochondrial  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2616 1 683.2178 -197.10 2 61.0 12.6 2 111-122 R.VISMEKGGNMKR.V Oxidation: 10



Detailed Protein Report
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Protein 1212: 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
Quantitation
Wdown:Qdown Median: 0.48 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

260 1 619.6380 39.26 3 32.0 12.5 0 2-18 M.AMTAGTTTTFPMSNHTR.E Oxidation: 2, 12 Wdown:Qdown 0.48



Detailed Protein Report
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Protein 1213: PREDICTED: uncharacterized protein LOC102725453 [Homo sapiens]
Accession: gi|578794661 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.8
Database Date: 2015-11-30 pI: 0.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
Quantitation
mdown:qdown 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

344 1 952.8297 -93.31 2 33.4 12.5 1 1-17 -.MGNLCYCIQGDSKNSSK.K Carbamidomethyl: 5 mdown:qdown 1.54



Detailed Protein Report
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Protein 1214: ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial precursor 
[Homo sapiens]

Accession: gi|7242140 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.2
Database Date: 2015-11-30 pI: 8.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

919 1 662.1519 -199.14 2 40.9 12.5 0 2-15 M.PSCGACTCGAAAVR.L Carbamidomethyl: 3



Detailed Protein Report

1578 / 2108

Protein 1215: ATP-binding cassette sub-family C member 11 isoform b [Homo sapiens]
Accession: gi|21729876 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 150.0
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2294 1 869.2615 -150.95 2 59.0 12.5 1 733-747 K.MHKEATSDMLQDTAK.I Oxidation: 1, 9



Detailed Protein Report
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Protein 1216: TBC1 domain family member 2A isoform 2 [Homo sapiens]
Accession: gi|222352143 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.0
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2337 1 729.3160 -42.50 2 57.6 12.5 0 249-262 R.EEQPLASDASTPGR.E



Detailed Protein Report

1580 / 2108

Protein 1217: PREDICTED: orexin receptor type 1 isoform X2 [Homo sapiens]
Accession: gi|530362467 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.0
Database Date: 2015-11-30 pI: 10.8
Modification(s): Oxidation 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

1410 1 927.1430 -68.55 3 46.4 12.5 1 213-236 K.MLMVVLLVFALCYLPISVLNVLKR.V Oxidation: 1, 3



Detailed Protein Report
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Protein 1218: 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

1582 / 2108

Protein 1219: 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
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Protein 1220: methyltransferase-like protein 7B precursor [Homo sapiens]
Accession: gi|164663805 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 9.8
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

2769 1 973.5258 30.96 2 63.7 12.5 1 94-109 R.VTCLDPNPHFEKFLTK.S Carbamidomethyl: 3



Detailed Protein Report

1584 / 2108

Protein 1221: 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

Quantitation
mdown:qdown Median: 0.52 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

2332 3 596.6903 -176.88 2 57.8 12.5 0 148-158 R.AAVNVVDFDDK.Y mdown:qdown 0.52
Wdown:Qdown 0.62



Detailed Protein Report

1585 / 2108

Protein 1222: persephin precursor [Homo sapiens]
Accession: gi|4758974 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.6
Database Date: 2015-11-30 pI: 11.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.1

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.39 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 3.15 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

476 1 599.1470 -198.93 2 35.3 12.5 1 92-102 R.YCAGSCPRGAR.T Carbamidomethyl: 6 Wdown:Qdown 3.15
mdown:qdown 0.39



Detailed Protein Report
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Protein 1223: 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

1587 / 2108

Protein 1224: transcriptional protein SWT1 [Homo sapiens]
Accession: gi|157502207 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|157502209 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
transcriptional protein SWT1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

69 1 665.8831 -34.85 2 29.6 12.5 2 515-527 R.NKGLISGVKSLSK.E



Detailed Protein Report

1588 / 2108

Protein 1225: 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

1589 / 2108

Protein 1226: 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
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Protein 1227: 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
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Protein 1228: coiled-coil domain-containing protein 167 [Homo sapiens]
Accession: gi|63003894 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.5
Database Date: 2015-11-30 pI: 10.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

681 1 647.8148 -49.32 2 37.3 12.5 1 36-46 R.LHSRELSPEAR.R



Detailed Protein Report
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Protein 1229: PREDICTED: nidogen-1 isoform X1 [Homo sapiens]
Accession: gi|578802227 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.5
Database Date: 2015-11-30 pI: 5.0
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

181 1 796.2730 -106.98 2 31.7 12.4 0 1143-
1156

R.CPDNTLGVDCIEQK.- Carbamidomethyl: 10



Detailed Protein Report
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Protein 1230: transient receptor potential cation channel subfamily M member 4 isoform 2 [Homo 
sapiens]

Accession: gi|304766677 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.6
Database Date: 2015-11-30 pI: 9.1
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

2774 1 937.4636 -32.07 2 63.8 12.4 1 342-357 K.GDLEVLQAQVERIMTR.K Oxidation: 14



Detailed Protein Report

1594 / 2108

Protein 1231: probable cation-transporting ATPase 13A1 [Homo sapiens]
Accession: gi|170016077 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.9
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

2027 1 1022.8890 -114.38 2 55.5 12.4 1 222-239 K.FGSNKAEMVVPDFSELFK.E



Detailed Protein Report
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Protein 1232: cullin-7 isoform 2 [Homo sapiens]
Accession: gi|41872646 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.0
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1825 1 768.7766 -57.45 2 52.8 12.4 1 47-61 R.RGDEGDGGSGQVDCK.A Carbamidomethyl: 14



Detailed Protein Report
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Protein 1233: macrophage scavenger receptor types I and II isoform type 2 [Homo sapiens]
Accession: gi|4505259 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.6
Database Date: 2015-11-30 pI: 5.3

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

2764 1 913.4687 -65.26 2 63.0 12.4 2 242-257 K.GEVKVLNNITNDLRLK.D



Detailed Protein Report
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Protein 1234: PREDICTED: proline-rich transmembrane protein 1 isoform X2 [Homo sapiens]
Accession: gi|578811995 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.2
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl 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

1066 1 954.8994 -21.56 2 42.0 12.4 0 1-18 -.MPGTQTPAPAEDPHSGCR.D Carbamidomethyl: 17



Detailed Protein Report
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Protein 1235: PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein LOC440292 [Homo 
sapiens]

Accession: gi|578845792 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.0
Database Date: 2015-11-30 pI: 10.3

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

2742 1 1043.5474 -1.20 2 62.7 12.4 2 115-134 R.RQHFAPGTSSGLRSASGLTR.A



Detailed Protein Report
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Protein 1236: furin preproprotein [Homo sapiens]
Accession: gi|4505579 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530407177 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: furin isoform X2 [Homo sapiens]

gi|530407175 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: furin isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

554 1 731.2311 -195.37 2 35.8 12.4 1 749-760 K.VYTMDRGLISYK.G Oxidation: 4



Detailed Protein Report

1600 / 2108

Protein 1237: PREDICTED: mitochondrial Rho GTPase 2 isoform X9 [Homo sapiens]
Accession: gi|578828338 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.3
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.63 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2627 2 727.3858 -48.33 1 63.6 12.4 1 6-12 R.RGPVGNK.S mdown:qdown 1.63



Detailed Protein Report
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Protein 1238: PREDICTED: ezrin isoform X1 [Homo sapiens]
Accession: gi|578812963 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
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

427 1 457.6259 -312.42 2 34.7 12.4 0 428-435 K.IALLEEAR.R



Detailed Protein Report
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Protein 1239: PREDICTED: src kinase-associated phosphoprotein 1 isoform X2 [Homo sapiens]
Accession: gi|530413029 Score: 12.4
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
Quantitation
mdown:qdown Median: 0.56 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

890 1 622.8509 51.55 2 40.6 12.4 0 1-11 -.MQAAALPEEIR.W Oxidation: 1 mdown:qdown 0.56



Detailed Protein Report
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Protein 1240: acetyl-CoA carboxylase 1 isoform 3 [Homo sapiens]
Accession: gi|38679971 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 259.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 0.4

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.86 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.58 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

411 4 537.6424 -263.75 2 34.5 12.4 0 19-28 R.SSMSGLHLVK.Q Oxidation: 3 mdown:qdown 0.86
Wdown:Qdown 2.58



Detailed Protein Report
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Protein 1241: PREDICTED: mediator of DNA damage checkpoint protein 1 isoform X4 [Homo 
sapiens]

Accession: gi|530428840 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 205.7
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.49 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

1647 1 938.9364 -41.92 2 49.3 12.4 2 813-829 K.VMGLLNCKMPPAEKASR.I Oxidation: 2, 9 mdown:qdown 0.49



Detailed Protein Report
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Protein 1242: PREDICTED: phosphorylase b kinase regulatory subunit alpha, liver isoform isoform 
X6 [Homo sapiens]

Accession: gi|578837920 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.7
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

70 1 518.2613 -57.00 3 30.1 12.4 0 547-560 K.SLNLVDSPQPLLEK.V



Detailed Protein Report
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Protein 1243: 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

Quantitation
mdown:qdown Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

638 1 776.3466 -53.90 2 36.6 12.4 0 2-16 M.CRPSPSPVSPASNPR.T mdown:qdown 1.24



Detailed Protein Report
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Protein 1244: PREDICTED: contactin-3 isoform X3 [Homo sapiens]
Accession: gi|530373715 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.2
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

897 1 703.2174 -211.87 2 40.0 12.4 1 5-16 K.RQAQAFLPMAEK.W Oxidation: 9



Detailed Protein Report
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Protein 1245: potassium voltage-gated channel subfamily C member 1 isoform A [Homo sapiens]
Accession: gi|163792201 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.8
Database Date: 2015-11-30 pI: 5.8
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

2976 1 992.7804 -9.50 3 66.0 12.4 2 537-563 R.SGTRERYGPCFLLSTGEYACPPGGGMR.K Carbamidomethyl: 10, 20



Detailed Protein Report

1612 / 2108

Protein 1246: telomerase reverse transcriptase isoform 2 [Homo sapiens]
Accession: gi|301129200 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.0
Database Date: 2015-11-30 pI: 11.9
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

2746 1 626.8425 68.04 2 62.7 12.4 1 512-521 K.MSVRDCAWLR.R Oxidation: 1



Detailed Protein Report
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Protein 1247: teneurin-1 isoform 3 [Homo sapiens]
Accession: gi|110347400 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 304.8
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

286 1 879.7298 -17.42 3 32.3 12.4 2 15-37 K.VKHEMDLAYTSSSDESEDGRKPR.Q



Detailed Protein Report
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Protein 1248: insulin receptor substrate 1 [Homo sapiens]
Accession: gi|5031805 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 131.5
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 1.0

No. of unique Peptides: 1
Quantitation
Wdown:Qdown Median: 0.67 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578804290 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: insulin receptor substrate 1 isoform X2 [Homo sapiens]

gi|530370309 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: insulin receptor substrate 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1995 1 719.2866 -53.40 2 53.6 12.3 0 952-964 R.AAWQESTGVEMGR.L Oxidation: 11 Wdown:Qdown 0.67



Detailed Protein Report
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Protein 1249: 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
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Protein 1250: MAP kinase-activated protein kinase 3 [Homo sapiens]
Accession: gi|4758700 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.0
Database Date: 2015-11-30 pI: 7.1
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|345441758 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
MAP kinase-activated protein kinase 3 [Homo sapiens]

gi|345441756 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

MAP kinase-activated protein kinase 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2059 1 701.5898 -103.73 3 55.9 12.3 1 333-350 K.EEMTSALATMRVDYDQVK.I Oxidation: 10



Detailed Protein Report
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Protein 1251: PREDICTED: RNA-binding protein 6-like isoform X5 [Homo sapiens]
Accession: gi|578841102 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.1
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 4.13 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

1426 1 1011.7261 221.55 1 47.6 12.3 1 44-50 R.WGHRHYR.S Wdown:Qdown 4.13



Detailed Protein Report
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Protein 1252: tigger transposable element-derived protein 1 [Homo sapiens]
Accession: gi|22209001 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.3
Database Date: 2015-11-30 pI: 9.1

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

2487 1 729.9818 77.79 2 59.4 12.3 0 297-309 K.ILLLIDNAPSHPR.A



Detailed Protein Report
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Protein 1253: PREDICTED: calpain-7 isoform X2 [Homo sapiens]
Accession: gi|530372183 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.2
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1269 1 1032.5931 79.63 2 44.6 12.3 2 487-503 K.GRYSENDVKNWTPELQK.Y



Detailed Protein Report
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Protein 1254: PREDICTED: tubulin polymerization-promoting protein isoform X1 [Homo sapiens]
Accession: gi|530378674 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 10.9

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

2712 1 992.7958 197.25 1 65.1 12.3 0 22-30 R.VLTPPRPGR.W



Detailed Protein Report
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Protein 1255: protein orai-2 isoform b [Homo sapiens]
Accession: gi|425854835 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.0
Database Date: 2015-11-30 pI: 7.0

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

1318 1 817.1630 -359.25 1 46.2 12.3 0 96-102 K.FLPVDAR.R



Detailed Protein Report
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Protein 1256: probable ATP-dependent RNA helicase DHX36 isoform 2 [Homo sapiens]
Accession: gi|167830436 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.1
Database Date: 2015-11-30 pI: 8.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

416 1 686.9203 130.84 2 34.2 12.3 2 35-52 R.GSGGGGGGGGGGRGGRGR.H



Detailed Protein Report
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Protein 1257: zinc finger protein 568 isoform 6 [Homo sapiens]
Accession: gi|325651964 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.6
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1887 1 918.4473 8.72 2 52.3 12.3 2 324-338 R.MHLGEKPYKCRECGK.A Carbamidomethyl: 10



Detailed Protein Report
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Protein 1258: ubiquitin-like protein 4A [Homo sapiens]
Accession: gi|7657667 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.8
Database Date: 2015-11-30 pI: 9.5

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

1860 1 915.3255 -231.02 1 53.3 12.3 2 47-55 K.GKALADGKR.L



Detailed Protein Report
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Protein 1259: PREDICTED: exophilin-5 isoform X3 [Homo sapiens]
Accession: gi|578822067 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 201.0
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.70 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

309 1 558.5767 -48.96 3 33.2 12.3 2 722-736 R.SPSDKDPSLGEREEK.D mdown:qdown 0.70



Detailed Protein Report
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Protein 1260: 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
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Protein 1261: 60 kDa SS-A/Ro ribonucleoprotein isoform 4 [Homo sapiens]
Accession: gi|291084635 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.4
Database Date: 2015-11-30 pI: 9.5
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

1633 1 821.2438 -171.33 2 50.3 12.3 0 36-49 R.FLCFGSEGGTYYIK.E Carbamidomethyl: 3



Detailed Protein Report
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Protein 1262: 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
Quantitation
Wdown:Qdown Median: 1.34 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

274 2 424.1315 -203.85 3 32.2 12.3 1 157-166 K.HMLQVDPMKR.A Oxidation: 8 Wdown:Qdown 1.34



Detailed Protein Report
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Protein 1263: angiotensinogen preproprotein [Homo sapiens]
Accession: gi|4557287 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.1
Database Date: 2015-11-30 pI: 5.9

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

557 1 707.4501 125.44 2 35.8 12.3 0 5-18 R.APQSEMAPAGVSLR.A



Detailed Protein Report
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Protein 1264: peptidyl-tRNA hydrolase ICT1, mitochondrial precursor [Homo sapiens]
Accession: gi|4557657 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.6
Database Date: 2015-11-30 pI: 10.9
Modification(s): Oxidation 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

2107 1 618.7806 -19.22 2 54.9 12.2 0 156-166 R.DMITEASQTPK.E Oxidation: 2



Detailed Protein Report
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Protein 1265: hydroxymethylglutaryl-CoA synthase, mitochondrial isoform 2 precursor [Homo 
sapiens]

Accession: gi|260656028 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.4
Database Date: 2015-11-30 pI: 8.9

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

1251 1 940.5643 63.89 2 45.3 12.2 2 301-316 K.LEDTYTNKDLDKALLK.A



Detailed Protein Report
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Protein 1266: PRKC apoptosis WT1 regulator protein [Homo sapiens]
Accession: gi|55769533 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.5
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578823825 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  PRKC  apoptosis  WT1  regulator  protein  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

83 1 829.8813 -87.61 2 30.4 12.2 2 284-296 R.QENLRLVRLMQDK.E Oxidation: 10



Detailed Protein Report
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Protein 1267: 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
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Protein 1268: 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
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Protein 1269: succinyl-CoA:3-ketoacid coenzyme A transferase 1, mitochondrial precursor [Homo 
sapiens]

Accession: gi|4557817 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2541 1 914.0511 97.19 2 62.2 12.2 2 419-436 K.MVKGMGGAMDLVSSAKTK.V Oxidation: 1



Detailed Protein Report
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Protein 1270: 28S ribosomal protein S18b, mitochondrial [Homo sapiens]
Accession: gi|7662645 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.4
Database Date: 2015-11-30 pI: 10.2

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

2160 1 1062.5356 26.98 2 57.2 12.2 0 219-237 R.LYQGHLQEESGPPPESMPK.M



Detailed Protein Report
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Protein 1271: structural maintenance of chromosomes protein 3 [Homo sapiens]
Accession: gi|4885399 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.5
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 7.90 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

772 1 647.8341 17.27 2 38.5 12.2 1 161-171 R.EVAGTRVYDER.K Wdown:Qdown 7.90



Detailed Protein Report
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Protein 1272: angiogenin precursor [Homo sapiens]
Accession: gi|4557313 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.84 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.94 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|148277046 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
angiogenin precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2833 5 607.3303 49.85 2 64.6 12.2 2 49-57 R.YCESIMRRR.G Wdown:Qdown 0.94
mdown:qdown 1.84



Detailed Protein Report
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Protein 1273: 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



Detailed Protein Report

1643 / 2108



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

2780 1 973.5049 -1.76 2 63.8 12.2 2 1398-
1414

K.AAVMEIGRSAEMQQRIR.S



Detailed Protein Report
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Protein 1274: tumor necrosis factor alpha-induced protein 8-like protein 1 [Homo sapiens]
Accession: gi|269846912 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.8
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 9.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530425099 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tumor  necrosis  factor  alpha-induced  protein  8-like  
protein 1 isoform X1 [Homo sapiens]

gi|269846918 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tumor  necrosis  factor  alpha-induced  protein  8-like  protein  1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2788 1 702.0628 100.22 3 66.3 12.2 0 96-113 R.CLAMTAVSFHQVDFTFDR.R Oxidation: 4



Detailed Protein Report
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Protein 1275: mitotic-spindle organizing protein 2B [Homo sapiens]
Accession: gi|46094070 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.2
Database Date: 2015-11-30 pI: 10.8

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

2459 1 856.6216 163.35 2 61.1 12.2 2 107-124 R.GRNKGSAALGGALALAER.S



Detailed Protein Report
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Protein 1276: 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
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Protein 1277: dedicator of cytokinesis protein 8 isoform 2 [Homo sapiens]
Accession: gi|299473744 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 227.3
Database Date: 2015-11-30 pI: 6.3

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

130 2 1097.5160 -71.95 1 30.3 12.2 0 800-810 K.SGAPTALLDPR.S



Detailed Protein Report
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Protein 1278: PREDICTED: kinesin-like protein KIFC1 isoform X2 [Homo sapiens]
Accession: gi|578811677 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.7
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.02 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.16 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578842326 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: kinesin-like protein KIFC1 isoform X4 [Homo sapiens]

gi|578842083 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: kinesin-like protein KIFC1 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1826 1 740.3072 -124.40 2 52.9 12.2 1 312-325 R.LDPGLALGPGERER.L Wdown:Qdown 1.16
mdown:qdown 1.02



Detailed Protein Report
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Protein 1279: glutaredoxin 2 isoform 2 precursor [Homo sapiens]
Accession: gi|37537704 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 12.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1298 1 1115.7311 121.43 2 45.9 12.2 2 6-26 R.AALAGTRLVWSRSGSAGWLDR.A



Detailed Protein Report
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Protein 1280: PREDICTED: DNA (cytosine-5)-methyltransferase 1 isoform X1 [Homo sapiens]
Accession: gi|578833065 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 169.3
Database Date: 2015-11-30 pI: 8.8

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

Quantitation
mdown:qdown Median: 1.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

273 1 685.7423 -204.14 2 32.8 12.1 2 778-788 R.LAEMRQKEIPR.V mdown:qdown 1.35



Detailed Protein Report
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Protein 1281: keratinocyte-associated protein 3 [Homo sapiens]
Accession: gi|270265801 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.6
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530367348 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  keratinocyte-associated  protein  3  isoform  X2  [Homo  
sapiens]

gi|530367346 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  keratinocyte-associated  protein  3  isoform  X1  [Homo  
sapiens]

gi|270265803 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

keratinocyte-associated protein 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

558 1 786.7320 -166.72 2 36.3 12.1 2 1-13 -.MRRCSLCAFDAAR.G Carbamidomethyl: 4; 
Oxidation: 1



Detailed Protein Report
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Protein 1282: PREDICTED: membrane protein FAM159A isoform X2 [Homo sapiens]
Accession: gi|530362541 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.8
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.79 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

2304 1 937.3088 -123.46 2 57.2 12.1 0 1-17 -.MSGACTSYVSAEQEVVR.G Carbamidomethyl: 5 mdown:qdown 0.79
Wdown:Qdown 0.88



Detailed Protein Report
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Protein 1283: semaphorin-4F isoform 2 precursor [Homo sapiens]
Accession: gi|410651493 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
Database Date: 2015-11-30 pI: 8.8

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

Quantitation
Wdown:Qdown Median: 0.11 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

804 1 705.3763 24.50 2 38.9 12.1 1 99-109 R.RIDWMVPEAHR.Q Wdown:Qdown 0.11



Detailed Protein Report
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Protein 1284: PREDICTED: beta-chimaerin isoform X6 [Homo sapiens]
Accession: gi|530384452 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.1
Database Date: 2015-11-30 pI: 6.5

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

446 1 538.2346 -3.64 2 34.9 12.1 0 38-47 R.CSDCGLNVHK.Q



Detailed Protein Report
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Protein 1285: 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
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Protein 1286: pleckstrin homology-like domain family B member 2 isoform c [Homo sapiens]
Accession: gi|21955172 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.8
Database Date: 2015-11-30 pI: 7.5
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.80 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

244 1 938.4223 1.97 2 32.4 12.1 1 912-926 R.MLRGYNHQQMSEGHR.Q Oxidation: 1, 10 Wdown:Qdown 0.71
mdown:qdown 0.80



Detailed Protein Report
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Protein 1287: endophilin-A3 [Homo sapiens]
Accession: gi|223468657 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.3
Database Date: 2015-11-30 pI: 5.1

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

2663 1 887.4811 -15.08 1 61.6 12.1 0 244-252 R.ISAASSVPR.R



Detailed Protein Report
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Protein 1288: endonuclease/exonuclease/phosphatase family domain-containing protein 1 [Homo 
sapiens]

Accession: gi|71043966 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.4
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

983 1 984.1474 143.39 2 41.8 12.1 2 552-569 R.NGSGVALERSEANIKHER.-



Detailed Protein Report
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Protein 1289: PREDICTED: phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit delta 
isoform isoform X7 [Homo sapiens]

Accession: gi|578799247 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.2
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2589 1 673.3601 12.11 2 62.9 12.1 0 211-222 K.DVPLALMACALR.K Carbamidomethyl: 9; 
Oxidation: 7



Detailed Protein Report
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Protein 1290: 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
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Protein 1291: 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
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Protein 1292: probable G-protein coupled receptor 27 [Homo sapiens]
Accession: gi|9506747 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 10.7

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

1926 1 857.3073 -135.85 2 54.2 12.0 0 2-21 M.ANASEPGGSGGGEAAALGLK.L



Detailed Protein Report
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Protein 1293: PREDICTED: zinc finger protein 584 isoform X4 [Homo sapiens]
Accession: gi|530415952 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.1
Database Date: 2015-11-30 pI: 4.7

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

95 1 668.3014 -53.00 3 30.6 12.0 2 124-139 K.CAHILKQMVCVEWRMR.E



Detailed Protein Report
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Protein 1294: 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
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Protein 1295: ATP-dependent RNA helicase DDX42 [Homo sapiens]
Accession: gi|45446743 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.9
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578830314 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ATP-dependent  RNA  helicase  DDX42  isoform  X1  
[Homo sapiens]

gi|45446747 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ATP-dependent RNA helicase DDX42 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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



Detailed Protein Report
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Protein 1296: 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
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Protein 1297: pyruvate dehydrogenase kinase, isozyme 2 isoform 3 precursor [Homo sapiens]
Accession: gi|315630393 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.4
Database Date: 2015-11-30 pI: 9.4

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

455 1 593.1800 -194.20 2 34.7 12.0 1 180-194 R.RGAGGGGGGAGAQGR.A



Detailed Protein Report
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Protein 1298: chondroitin sulfate glucuronyltransferase isoform 2 [Homo sapiens]
Accession: gi|546231996 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.1
Database Date: 2015-11-30 pI: 8.9
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

2366 1 938.2446 47.14 3 59.9 12.0 2 457-480 R.RVSLLRPLSRVEILPMPYVTEATR.V Oxidation: 16



Detailed Protein Report
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Protein 1299: uncharacterized protein LOC399693 [Homo sapiens]
Accession: gi|42733592 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.0
Database Date: 2015-11-30 pI: 11.1
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

57 1 1119.8229 -19.69 3 30.1 12.0 2 443-471 R.SVHTWEPWSSSTARESCPQRAWGAQGQDR.S Carbamidomethyl: 17



Detailed Protein Report
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Protein 1300: glycerophosphodiester phosphodiesterase domain-containing protein 5 [Homo 
sapiens]

Accession: gi|189571657 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.5
Database Date: 2015-11-30 pI: 8.6

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578821761 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  glycerophosphodiester  phosphodiesterase  domain-
containing protein 5 isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2619 1 1045.1934 126.67 2 61.0 12.0 2 404-423 K.VAPGFQQTSGSKEAVASLRR.G



Detailed Protein Report
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Protein 1301: cytohesin-1 isoform 2 [Homo sapiens]
Accession: gi|110349763 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.3
Database Date: 2015-11-30 pI: 5.3

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

1979 1 618.9233 -17.42 3 53.4 12.0 0 2-17 M.EEDDSYVPSDLTAEER.Q



Detailed Protein Report
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Protein 1302: PREDICTED: WD repeat-containing protein 20 isoform X13 [Homo sapiens]
Accession: gi|578826296 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.6
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 8.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

188 1 744.8750 60.79 2 31.6 12.0 1 136-148 K.ETSKLFNEEMASS.- Oxidation: 10



Detailed Protein Report
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Protein 1303: TLR4 interactor with leucine rich repeats precursor [Homo sapiens]
Accession: gi|76880480 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.7
Database Date: 2015-11-30 pI: 10.9
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

1954 1 618.9203 -56.42 3 53.1 11.9 2 787-804 R.FMDSAGGGAGGSLRREDR.L Oxidation: 2



Detailed Protein Report
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Protein 1304: PREDICTED: cyclic nucleotide-gated cation channel beta-3 isoform X1 [Homo sapiens]
Accession: gi|578816058 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.5
Database Date: 2015-11-30 pI: 9.2

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

1889 1 1057.4942 -93.37 3 52.3 11.9 2 428-460 K.HGEVQVLGGPDGTKVLVTLKAGSVLLAAGGGNR.R



Detailed Protein Report
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Protein 1305: something about silencing protein 10 [Homo sapiens]
Accession: gi|9966799 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.5
Database Date: 2015-11-30 pI: 5.4

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

1806 2 697.0294 -33.06 3 51.2 11.9 0 242-260 K.DELEPLLELVEQGIIPPGK.G



Detailed Protein Report
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Protein 1306: PREDICTED: zinc finger protein 64 isoform X1 [Homo sapiens]
Accession: gi|530418184 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.7
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

96 1 830.3615 4.91 2 30.6 11.9 1 265-278 K.KSFHCDICDASFMR.E



Detailed Protein Report
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Protein 1307: dynactin subunit 5 isoform 2 [Homo sapiens]
Accession: gi|312261189 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.7
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 15.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2116 1 766.2591 -184.33 2 55.0 11.9 2 62-74 K.RSDESVRLSVNNR.E



Detailed Protein Report
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Protein 1308: melanoma-associated antigen D1 isoform b [Homo sapiens]
Accession: gi|52632377 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.1
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|52632379 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
melanoma-associated antigen D1 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2048 1 731.3036 -178.47 2 54.2 11.9 2 645-656 K.MKVLRFIAEVQK.R



Detailed Protein Report
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Protein 1309: chondrosarcoma-associated gene 2/3 protein isoform b [Homo sapiens]
Accession: gi|193788726 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.7
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 16.4
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 0.68 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2558 1 1002.0267 -5.40 2 60.2 11.9 2 74-91 R.ASSPLSNNHPPTPKRFPR.Q Wdown:Qdown 0.68



Detailed Protein Report
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Protein 1310: PREDICTED: triple functional domain protein isoform X2 [Homo sapiens]
Accession: gi|578809984 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 292.2
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 1



Detailed Protein Report

1683 / 2108



Detailed Protein Report

1684 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

970 1 752.3863 -19.92 3 41.7 11.9 2 1021-
1038

R.ERHLFLFEMSLVFSKEVK.D Oxidation: 9



Detailed Protein Report
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Protein 1311: PREDICTED: zinc finger CCCH domain-containing protein 6 isoform X2 [Homo 
sapiens]

Accession: gi|578804313 Score: 11.9
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

1257 1 830.0861 111.46 2 44.4 11.9 2 456-469 K.SILKTLQKQTETLR.N



Detailed Protein Report
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Protein 1312: PREDICTED: serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit 
beta-like isoform X2 [Homo sapiens]

Accession: gi|578840705 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 4.8

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

1250 1 1019.1193 -74.36 3 45.3 11.9 2 67-93 R.GRPQDSVNVDAVISKIESTFARFPHER.A



Detailed Protein Report
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Protein 1313: rho guanine nucleotide exchange factor 1 isoform 3 [Homo sapiens]
Accession: gi|39777604 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.7
Database Date: 2015-11-30 pI: 5.3

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

1334 1 676.3054 -41.80 2 46.4 11.9 0 819-833 R.DGDGVPGGGPLSPAR.T



Detailed Protein Report
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Protein 1314: 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
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Protein 1315: NADP-dependent malic enzyme [Homo sapiens]
Accession: gi|4505143 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.1
Database Date: 2015-11-30 pI: 5.7

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

2267 1 1131.3787 -58.22 1 56.8 11.9 0 413-422 K.AECSAEQCYK.I



Detailed Protein Report
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Protein 1316: double-stranded RNA-specific adenosine deaminase isoform d [Homo sapiens]
Accession: gi|70167113 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 1.7
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

1852 1 899.4901 43.18 2 51.8 11.9 0 556-571 R.CFNTLTNSFQPSLLGR.K



Detailed Protein Report
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Protein 1317: 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
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Protein 1318: PREDICTED: zinc finger protein 749 isoform X2 [Homo sapiens]
Accession: gi|578834454 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.6
Database Date: 2015-11-30 pI: 10.2
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

1936 1 1079.8471 -109.85 2 52.9 11.9 1 267-284 R.YECSECGKLFMDSFTLGR.H Carbamidomethyl: 3; 
Oxidation: 11



Detailed Protein Report
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Protein 1319: PREDICTED: ATP-binding cassette sub-family A member 1 isoform X8 [Homo sapiens]
Accession: gi|530390682 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 186.5
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1993 1 1051.4220 -89.87 2 53.6 11.9 1 1007-
1025

K.HVKAEMEQMALDVGLPSSK.L Oxidation: 6, 9



Detailed Protein Report
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Protein 1320: beta-galactosidase-1-like protein 2 precursor [Homo sapiens]
Accession: gi|31543093 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.0
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578822458 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  beta-galactosidase-1-like  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

1578 2 948.1212 -11.41 2 48.4 11.9 1 13-29 R.TLGLLLLVVLGFLVLRR.L



Detailed Protein Report
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Protein 1321: pyroglutamyl-peptidase 1 [Homo sapiens]
Accession: gi|8923198 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

803 1 541.1573 -169.31 3 38.9 11.9 2 87-100 K.CGHNKGYKGLDNCR.F Carbamidomethyl: 1



Detailed Protein Report
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Protein 1322: 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
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Protein 1323: 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
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Protein 1324: 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
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Protein 1325: prickle-like protein 1 [Homo sapiens]
Accession: gi|222136678 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.2
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|222136684 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
prickle-like protein 1 [Homo sapiens]

gi|222136682 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

prickle-like protein 1 [Homo sapiens]

gi|222136680 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

prickle-like protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2548 1 834.1055 177.86 2 62.3 11.9 1 177-190 K.IHCGRHHAELLKPR.C



Detailed Protein Report
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Protein 1326: C4b-binding protein alpha chain precursor [Homo sapiens]
Accession: gi|4502503 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.0
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530366456 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  C4b-binding  protein  alpha  chain  isoform  X2  [Homo  
sapiens]

gi|530366454 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  C4b-binding  protein  alpha  chain  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

59 1 722.7955 -113.42 2 30.0 11.9 1 1-13 -.MHPPKTPSGALHR.K Oxidation: 1



Detailed Protein Report
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Protein 1327: PREDICTED: AP-4 complex subunit mu-1 isoform X3 [Homo sapiens]
Accession: gi|530386622 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.3
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1856 1 840.7923 -169.61 2 53.2 11.9 1 3-17 R.IGLTEEFCVGKSELR.G



Detailed Protein Report
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Protein 1328: PREDICTED: transketolase isoform X1 [Homo sapiens]
Accession: gi|578806532 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.8
Database Date: 2015-11-30 pI: 9.0
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

2369 1 840.8066 -86.15 2 58.0 11.8 0 589-603 K.SWGCSAHSPYPMTLK.S Oxidation: 12



Detailed Protein Report
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Protein 1329: 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
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Protein 1330: inactive serine protease 35 precursor [Homo sapiens]
Accession: gi|281427284 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.1
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 7.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|281427286 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
inactive serine protease 35 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1626 1 1135.9599 6.52 3 50.2 11.8 2 366-395 K.IIAVYSGHQWVDVHGVQKDYNVAVRITPLK.Y



Detailed Protein Report
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Protein 1331: leucine-rich repeat-containing protein 24 precursor [Homo sapiens]
Accession: gi|229089140 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.2
Database Date: 2015-11-30 pI: 10.8
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

2253 1 927.9306 -0.70 2 56.6 11.8 1 343-359 K.YECEASNAGGAARVPFR.L Carbamidomethyl: 3



Detailed Protein Report
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Protein 1332: 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
mdown:qdown Median: 2.01 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 2.67 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

767 1 766.4829 145.43 2 38.1 11.8 1 228-241 R.IGFMGMSLSGRTSR.N Oxidation: 4, 6 Wdown:Qdown 2.67
mdown:qdown 2.01



Detailed Protein Report
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Protein 1333: 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
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Protein 1334: dynein heavy chain domain-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|222144247 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.6
Database Date: 2015-11-30 pI: 6.9
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

1775 1 1023.8652 29.43 3 52.2 11.8 2 265-291 K.SSTGFSPETSFLDSQVMTALKMERYLK.K Oxidation: 17



Detailed Protein Report
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Protein 1335: PREDICTED: BTB/POZ domain-containing protein 16 isoform X2 [Homo sapiens]
Accession: gi|530392993 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.8
Database Date: 2015-11-30 pI: 9.9
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

2605 1 835.2606 -166.64 2 60.8 11.8 0 27-41 K.QPFSGDLLSLSQMCK.A Oxidation: 13



Detailed Protein Report
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Protein 1336: putative uncharacterized protein C13orf35 [Homo sapiens]
Accession: gi|46409504 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.4
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 14.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

199 1 666.6243 -81.39 3 31.9 11.8 1 97-114 R.GAIMVYIKVTVQTDDSNK.L Oxidation: 4



Detailed Protein Report
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Protein 1337: ovochymase-2 precursor [Homo sapiens]
Accession: gi|373838920 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.6
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1469 1 850.5817 148.95 2 48.2 11.8 0 290-303 K.VLPWIHEHIQTGNR.R



Detailed Protein Report
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Protein 1338: uncharacterized protein KIAA0195 [Homo sapiens]
Accession: gi|157502197 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.1
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1525 1 648.1346 -228.79 2 48.9 11.8 0 457-466 R.SFCHPEPHER.D Carbamidomethyl: 3



Detailed Protein Report
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Protein 1339: 60S ribosomal protein L35 [Homo sapiens]
Accession: gi|6005860 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.5
Database Date: 2015-11-30 pI: 11.5

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

593 1 509.6959 -200.58 2 36.7 11.8 1 36-46 K.VTGGAASKLSK.I



Detailed Protein Report
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Protein 1340: PREDICTED: phospholipase D2 isoform X1 [Homo sapiens]
Accession: gi|530410430 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2983 1 863.9596 75.03 2 66.1 11.8 1 218-232 R.VPGLTCCGRDQVCYR.W Carbamidomethyl: 13



Detailed Protein Report
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Protein 1341: 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
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Protein 1342: 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
mdown:qdown Median: 1.08 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.76 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

555 1 708.8400 52.03 2 35.5 11.8 0 60-72 R.CMVVGSCTDGMIK.W Carbamidomethyl: 7; 
Oxidation: 2

mdown:qdown 1.08
Wdown:Qdown 1.76



Detailed Protein Report
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Protein 1343: PREDICTED: rho guanine nucleotide exchange factor 16 isoform X1 [Homo sapiens]
Accession: gi|530360293 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.2
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl, Oxidation 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

2873 1 1087.0534 -20.59 2 64.6 11.8 0 112-130 R.RPACGGLPMLSFLILPMQR.V Carbamidomethyl: 4; 
Oxidation: 9



Detailed Protein Report
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Protein 1344: striatin-interacting protein 1 isoform 2 [Homo sapiens]
Accession: gi|399154157 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.4
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.87 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.18 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

1981 1 766.2302 -146.68 2 54.9 11.8 2 1-11 -.MNRKCFEEDFR.I Carbamidomethyl: 5 Wdown:Qdown 0.18
mdown:qdown 0.87



Detailed Protein Report
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Protein 1345: PREDICTED: collagen alpha-1(III) chain-like [Homo sapiens]
Accession: gi|530361513 Score: 11.8
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
mdown:qdown Median: 0.77 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.13 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

953 2 637.0944 77.56 3 41.4 11.8 1 177-194 R.RLPPGVPIQVCPLPAVPR.G mdown:qdown 0.77
Wdown:Qdown 0.13



Detailed Protein Report
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Protein 1346: PREDICTED: deoxynucleoside triphosphate triphosphohydrolase SAMHD1 isoform X1 
[Homo sapiens]

Accession: gi|530418048 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.1
Database Date: 2015-11-30 pI: 6.5
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

1398 1 896.8326 -102.71 2 47.2 11.7 1 407-421 K.YRISTAIDDMEAYTK.L Oxidation: 10



Detailed Protein Report
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Protein 1347: PREDICTED: LOW QUALITY PROTEIN: zinc finger protein 806 [Homo sapiens]
Accession: gi|530369598 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.0
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530434464 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  LOW  QUALITY  PROTEIN:  zinc  finger  protein  806  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

698 1 529.7363 24.47 2 38.1 11.7 0 0-0 .QYSCNVCGK. Carbamidomethyl: 7



Detailed Protein Report
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Protein 1348: protein Tob2 [Homo sapiens]
Accession: gi|7706739 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.6
Database Date: 2015-11-30 pI: 6.6

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

Alias proteins:
Accession Name Description
gi|578836864 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein Tob2 isoform X2 [Homo sapiens]

gi|530419484 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein Tob2 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2339 1 841.6560 -116.68 3 57.7 11.7 2 191-218 K.MKKGGGAASGGGVASSGAGGQQPPQQPR.M



Detailed Protein Report
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Protein 1349: PREDICTED: ephrin type-B receptor 2 isoform X2 [Homo sapiens]
Accession: gi|578798608 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.7
Database Date: 2015-11-30 pI: 5.4
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

927 1 625.5184 -139.00 3 40.4 11.7 1 254-270 R.CMCKAGFEAVENGTVCR.G Carbamidomethyl: 16



Detailed Protein Report
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Protein 1350: 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
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Protein 1351: uncharacterized protein C8orf58 isoform 2 [Homo sapiens]
Accession: gi|311771785 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.6
Database Date: 2015-11-30 pI: 9.6
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

1696 1 647.5157 204.05 2 49.9 11.7 2 338-348 R.KTFMPSLVVKK.Q Oxidation: 4



Detailed Protein Report
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Protein 1352: PREDICTED: regulation of nuclear pre-mRNA domain-containing protein 2 isoform X3 
[Homo sapiens]

Accession: gi|530364450 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.0
Database Date: 2015-11-30 pI: 9.3

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

657 1 593.6649 -208.22 2 37.5 11.7 0 356-366 K.SATPEPVTDNR.D



Detailed Protein Report
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Protein 1353: 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
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Protein 1354: 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
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Protein 1355: 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
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Protein 1356: PREDICTED: methyltransferase-like protein 16 isoform X1 [Homo sapiens]
Accession: gi|530410652 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.9
Database Date: 2015-11-30 pI: 9.3

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

866 1 859.6854 207.59 1 39.6 11.7 1 34-41 K.KCSLAPLK.E



Detailed Protein Report
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Protein 1357: PREDICTED: arf-GAP domain and FG repeat-containing protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|578814185 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.4
Database Date: 2015-11-30 pI: 10.2

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

Quantitation
Wdown:Qdown 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

2691 1 973.5107 -18.13 2 62.0 11.7 1 110-126 K.IWLGLFDARTSLVPDSR.D Wdown:Qdown 1.28



Detailed Protein Report
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Protein 1358: PREDICTED: histone-lysine N-methyltransferase 2D isoform X4 [Homo sapiens]
Accession: gi|578824272 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 592.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.3

No. of unique Peptides: 1



Detailed Protein Report

1733 / 2108



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

1758 1 851.2265 -164.30 2 51.9 11.7 0 66-80 R.CALCNCGEPSLHGQR.E Carbamidomethyl: 4, 6



Detailed Protein Report
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Protein 1359: sarcospan isoform 2 [Homo sapiens]
Accession: gi|209529678 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.8
Database Date: 2015-11-30 pI: 9.4

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

2038 1 687.3353 27.66 2 55.6 11.7 0 77-89 R.DVTDCTSVTGTFK.L



Detailed Protein Report
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Protein 1360: PREDICTED: acyl-CoA synthetase short-chain family member 3, mitochondrial 
isoform X2 [Homo sapiens]

Accession: gi|530400836 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.7
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

2604 1 811.5526 117.82 2 63.2 11.7 2 36-52 R.ALVVPGPRGGLGGRGCR.A



Detailed Protein Report
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Protein 1361: 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
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Protein 1362: 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase beta-4 isoform b [Homo 
sapiens]

Accession: gi|289547591 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.4
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578835425 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  1-phosphatidylinositol  4,5-bisphosphate  
phosphodiesterase beta-4 isoform X12 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1890 1 682.2697 -120.90 3 53.7 11.7 1 131-148 R.SIIHNFRANNVSPMTCLK.K



Detailed Protein Report
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Protein 1363: protein orai-3 [Homo sapiens]
Accession: gi|22748651 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 8.0
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

1484 1 1006.5855 55.41 2 47.3 11.6 0 174-192 K.FVPIGAPLDTPTPMVPTSR.V Oxidation: 14



Detailed Protein Report
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Protein 1364: blood group Rh(CE) polypeptide isoform 4 [Homo sapiens]
Accession: gi|301129229 Score: 11.6
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

944 1 955.6301 83.93 3 41.3 11.6 1 106-133 K.VVITLFSIRLATMSAMSVLISAGAVLGK.V Oxidation: 13



Detailed Protein Report
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Protein 1365: PREDICTED: progesterone-induced-blocking factor 1 isoform X1 [Homo sapiens]
Accession: gi|530402040 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.9
Database Date: 2015-11-30 pI: 5.2
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

2214 1 753.3333 -68.66 2 56.3 11.6 2 422-434 K.ERAVMAEKDALEK.H Oxidation: 5



Detailed Protein Report
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Protein 1366: neuronal pentraxin-2 precursor [Homo sapiens]
Accession: gi|28195384 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.0
Database Date: 2015-11-30 pI: 5.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1754 1 785.8976 -58.56 2 50.6 11.6 2 172-184 R.QLLRKVAELEDEK.S



Detailed Protein Report
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Protein 1367: eukaryotic translation initiation factor 1A, X-chromosomal [Homo sapiens]
Accession: gi|4503499 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 18.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1437 1 1011.7959 -12.58 3 47.7 11.6 2 30-56 K.EDGQEYAQVIKMLGNGRLEAMCFDGVK.R Oxidation: 12, 21



Detailed Protein Report
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Protein 1368: nuclear receptor coactivator 7 isoform 3 [Homo sapiens]
Accession: gi|313850978 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.4
Database Date: 2015-11-30 pI: 4.9

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

2346 1 788.3203 -89.68 2 57.7 11.6 0 102-116 R.VLSSTSEEDEPGVVK.F



Detailed Protein Report
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Protein 1369: signal-regulatory protein beta-1 isoform 3 precursor [Homo sapiens]
Accession: gi|209529703 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.3
Database Date: 2015-11-30 pI: 8.8
Modification(s): Carbamidomethyl, 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

1691 1 1023.7475 -74.15 3 51.1 11.6 2 99-124 R.NNMDFSIRISNITPADAGTYYCVKFR.K Carbamidomethyl: 22; 
Oxidation: 3



Detailed Protein Report
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Protein 1370: beta-1,4 N-acetylgalactosaminyltransferase 1 isoform 3 precursor [Homo sapiens]
Accession: gi|451172103 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl 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

1470 1 1006.5955 27.03 3 47.1 11.6 2 2-28 M.WLGRRALCALVLLLACASLGLLYASTR.D Carbamidomethyl: 8, 16



Detailed Protein Report
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Protein 1371: globoside alpha-1,3-N-acetylgalactosaminyltransferase 1 isoform 5 [Homo sapiens]
Accession: gi|568384828 Score: 11.6
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

2044 1 701.2711 -100.00 3 55.7 11.6 1 142-160 R.GCHMAILADKANGIMAAWR.E Carbamidomethyl: 2; 
Oxidation: 15



Detailed Protein Report
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Protein 1372: PREDICTED: SET domain-containing protein 5 isoform X12 [Homo sapiens]
Accession: gi|530372821 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.3
Database Date: 2015-11-30 pI: 9.9

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

Quantitation
mdown:qdown Median: 0.20 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

539 1 469.1399 -214.38 2 36.1 11.6 0 1130-
1138

K.GATVYSPSR.Y mdown:qdown 0.20
Wdown:Qdown 0.22



Detailed Protein Report
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Protein 1373: serine/arginine repetitive matrix protein 4 [Homo sapiens]
Accession: gi|50083281 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.5
Database Date: 2015-11-30 pI: 12.4

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

22 1 713.2871 -70.21 3 29.5 11.6 2 392-411 R.SSSYASTRSSSHSSRSPNPR.A



Detailed Protein Report
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Protein 1374: protein CASC5 isoform 2 [Homo sapiens]
Accession: gi|444299651 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 262.5
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 0.3
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.59 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1751 / 2108



Detailed Protein Report

1752 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1404 1 816.5863 183.79 1 47.3 11.6 0 1984-
1990

K.VFTHQGK.V mdown:qdown 0.59



Detailed Protein Report
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Protein 1375: 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

1754 / 2108

Protein 1376: PREDICTED: serine racemase isoform X3 [Homo sapiens]
Accession: gi|578830012 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.3
Database Date: 2015-11-30 pI: 4.8
Modification(s): Oxidation 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

2683 1 887.4745 18.38 2 61.9 11.5 0 77-92 K.LMPNLYPPETIADGVK.S Oxidation: 2



Detailed Protein Report
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Protein 1377: 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

1756 / 2108

Protein 1378: PREDICTED: cleavage and polyadenylation specificity factor subunit 7 isoform X5 
[Homo sapiens]

Accession: gi|530397403 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530397405 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cleavage and polyadenylation specificity factor subunit  
7 isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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 1379: polyadenylate-binding protein 1 [Homo sapiens]
Accession: gi|46367787 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.6
Database Date: 2015-11-30 pI: 10.0

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

Alias proteins:
Accession Name Description
gi|530388906 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  polyadenylate-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

1985 1 682.2638 -100.74 3 54.9 11.5 1 313-331 K.EFSPFGTITSAKVMMEGGR.S



Detailed Protein Report
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Protein 1380: protein argonaute-2 isoform 2 [Homo sapiens]
Accession: gi|257467482 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.6
Database Date: 2015-11-30 pI: 10.1
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

2829 1 869.4101 -11.64 2 63.9 11.5 0 535-550 R.VGDTVLGMATQCVQMK.N Carbamidomethyl: 12



Detailed Protein Report
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Protein 1381: chloride intracellular channel protein 5 isoform a [Homo sapiens]
Accession: gi|166197662 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.5
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 7.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2420 1 1045.2105 65.29 3 60.6 11.5 0 104-132 R.GISMEGLYSSTQDQQLCAAELQENGSVMK.E Oxidation: 4



Detailed Protein Report
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Protein 1382: myeloid leukemia factor 2 [Homo sapiens]
Accession: gi|4885487 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.1
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1869 1 573.2178 -161.47 2 53.4 11.5 2 213-223 R.RLESSGAGGRR.A



Detailed Protein Report
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Protein 1383: rap1 GTPase-activating protein 1 isoform c [Homo sapiens]
Accession: gi|224809582 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.3
Database Date: 2015-11-30 pI: 5.5

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

2007 1 660.8874 -123.62 3 53.6 11.5 1 534-551 K.SENSSTQSSPEMPTTKNR.A



Detailed Protein Report
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Protein 1384: extracellular superoxide dismutase [Cu-Zn] precursor [Homo sapiens]
Accession: gi|118582275 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 6.2

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

2401 1 447.2391 62.99 2 60.4 11.5 2 233-240 R.RESECKAA.-



Detailed Protein Report
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Protein 1385: 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
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Protein 1386: lethal(3)malignant brain tumor-like protein 2 [Homo sapiens]
Accession: gi|20149698 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 6.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1773 1 689.9786 3.24 3 50.8 11.5 0 79-99 R.SLDGSGSEPAVCEMCGIVGTR.E



Detailed Protein Report

1765 / 2108

Protein 1387: NEDD4 family-interacting protein 2 isoform 2 [Homo sapiens]
Accession: gi|239046743 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.1
Database Date: 2015-11-30 pI: 4.8
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

2111 1 1022.8759 -137.93 2 56.6 11.5 1 9-28 R.VCASGPSMLNSARGAPELLR.G Oxidation: 8



Detailed Protein Report
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Protein 1388: PREDICTED: sphingomyelin phosphodiesterase 4 isoform X7 [Homo sapiens]
Accession: gi|530369272 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.1
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

730 1 683.3948 125.77 2 38.5 11.5 0 233-244 K.SHVYSLEGQDCK.Y mdown:qdown 0.95



Detailed Protein Report
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Protein 1389: 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
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Protein 1390: putative polypeptide N-acetylgalactosaminyltransferase-like protein 3 [Homo sapiens]
Accession: gi|22538495 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.7
Database Date: 2015-11-30 pI: 9.8

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

2906 1 981.9571 -51.41 2 65.5 11.4 2 551-567 K.RWNFIQNGAIMNKGTGR.C



Detailed Protein Report
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Protein 1391: PREDICTED: echinoderm microtubule-associated protein-like 5 isoform X4 [Homo 
sapiens]

Accession: gi|578825576 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1
Quantitation
Wdown:Qdown 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

1357 1 698.8708 1.22 2 45.7 11.4 0 1562-
1574

R.MQTMLAIAFGAVK.R Oxidation: 4 Wdown:Qdown 0.15



Detailed Protein Report
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Protein 1392: PREDICTED: protein LAP2 isoform X4 [Homo sapiens]
Accession: gi|578810464 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.9
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, 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

1657 1 697.0355 61.97 3 49.4 11.4 0 1229-
1246

R.TIGMIMCVSILSFTPHCF.- Carbamidomethyl: 7; 
Oxidation: 4, 6



Detailed Protein Report
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Protein 1393: 60S ribosomal protein L11 isoform 2 [Homo sapiens]
Accession: gi|315221152 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.1
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 6.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

173 1 424.2196 -47.66 3 31.4 11.4 2 147-158 R.TGCIGAKHRISK.E



Detailed Protein Report
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Protein 1394: olfactory receptor 5C1 [Homo sapiens]
Accession: gi|53828676 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.0
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Quantitation
Wdown:Qdown 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

507 1 809.7240 -171.17 2 35.7 11.4 1 307-320 R.QTWSRFHCPGQGSQ.- Wdown:Qdown 0.93



Detailed Protein Report

1773 / 2108

Protein 1395: PREDICTED: uncharacterized protein LOC102723902 [Homo sapiens]
Accession: gi|578824635 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.5
Database Date: 2015-11-30 pI: 12.7

Sequence Coverage [%]: 15.5
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 0.33 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2347 1 899.4199 -73.85 2 57.8 11.4 2 19-36 R.ALSPGGVWVCGARARAAR.R Wdown:Qdown 0.33



Detailed Protein Report
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Protein 1396: leukemia NUP98 fusion partner 1 [Homo sapiens]
Accession: gi|146260273 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 9.6

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

91 1 808.3744 -4.41 2 30.5 11.4 1 88-101 K.YSEDGSFKEPLESK.G



Detailed Protein Report
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Protein 1397: chloride transport protein 6 isoform 2 [Homo sapiens]
Accession: gi|379698826 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.5
Database Date: 2015-11-30 pI: 7.8
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

535 1 689.6644 -127.65 2 35.6 11.4 1 1-13 -.MAGCRGSLCCCCR.W Oxidation: 1



Detailed Protein Report

1776 / 2108

Protein 1398: PREDICTED: voltage-dependent T-type calcium channel subunit alpha-1H isoform X8 
[Homo sapiens]

Accession: gi|578828330 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 172.6
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2023 1 701.2793 -99.62 3 53.9 11.4 0 1070-
1089

R.GSLSPPLIMCTAATPMPTPK.S Carbamidomethyl: 10; 
Oxidation: 9, 16



Detailed Protein Report
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Protein 1399: PREDICTED: RNA-binding protein 44 isoform X1 [Homo sapiens]
Accession: gi|530371379 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.5
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578804309 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: RNA-binding protein 44 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2324 1 1131.4711 -58.20 2 57.5 11.4 0 728-748 K.TLSQMSLSSDNSHATQNISPK.K Oxidation: 5



Detailed Protein Report
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Protein 1400: E3 ubiquitin-protein ligase MIB2 isoform 5 [Homo sapiens]
Accession: gi|282394038 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.1
Database Date: 2015-11-30 pI: 8.1

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

1170 1 713.1709 -414.81 1 43.1 11.4 0 418-423 R.LLLQAR.A



Detailed Protein Report
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Protein 1401: nucleolar protein 11 [Homo sapiens]
Accession: gi|21361468 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.1
Database Date: 2015-11-30 pI: 5.7
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

913 1 645.6782 -230.66 2 40.9 11.4 1 574-584 K.ESTSCPVVQKR.A Carbamidomethyl: 5



Detailed Protein Report
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Protein 1402: 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
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Protein 1403: PREDICTED: transmembrane protein 129 isoform X1 [Homo sapiens]
Accession: gi|530376215 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578808304 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transmembrane protein 129 isoform X3 [Homo sapiens]

gi|530376217 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: transmembrane protein 129 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2066 1 1030.7798 45.77 3 56.0 11.4 0 227-252 K.TCQEAATGECQQCYCRPMWCLTCMGK.W Carbamidomethyl: 10, 23; 
Oxidation: 18, 24



Detailed Protein Report
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Protein 1404: PREDICTED: interferon regulatory factor 2 isoform X2 [Homo sapiens]
Accession: gi|530377663 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.1
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1
Quantitation
mdown:qdown 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

513 1 587.1711 -250.83 2 35.0 11.4 0 111-120 R.MLPLSERPSK.K Oxidation: 1 mdown:qdown 0.08



Detailed Protein Report
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Protein 1405: 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

Quantitation
Wdown:Qdown Median: 0.13 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1475 1 954.9298 -86.64 2 47.0 11.4 0 65-82 R.YYETGSIRPGVIGGSKPK.V Wdown:Qdown 0.13



Detailed Protein Report

1784 / 2108

Protein 1406: 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

1785 / 2108

Protein 1407: PREDICTED: transcription factor E2F3 isoform X4 [Homo sapiens]
Accession: gi|530381501 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.6
Database Date: 2015-11-30 pI: 4.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1607 1 715.6762 49.39 3 48.8 11.4 0 1-20 -.MGCSLSEDGGMLAQCQGLSK.E Carbamidomethyl: 3, 15; 
Oxidation: 11



Detailed Protein Report

1786 / 2108

Protein 1408: ephrin type-A receptor 3 isoform b precursor [Homo sapiens]
Accession: gi|32967314 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.9
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

1965 1 856.8267 -91.14 2 54.7 11.4 0 242-256 R.MYCSTEGEWLVPIGK.C



Detailed Protein Report

1787 / 2108

Protein 1409: PREDICTED: spindle and kinetochore-associated protein 3 isoform X1 [Homo sapiens]
Accession: gi|530402160 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.9
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 28.15 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

1765 1 917.4139 -26.15 2 50.6 11.4 2 160-175 K.NARNNKSEEAIDTESR.L Wdown:Qdown 28.15



Detailed Protein Report

1788 / 2108

Protein 1410: 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

1789 / 2108

Protein 1411: PREDICTED: vezatin isoform X14 [Homo sapiens]
Accession: gi|578823956 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.82 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.02 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1627 1 698.3584 -25.47 2 50.2 11.4 1 372-383 K.SRELNNVHTAVR.S Wdown:Qdown 1.02
mdown:qdown 1.82



Detailed Protein Report

1790 / 2108

Protein 1412: DEP domain-containing protein 7 isoform 2 [Homo sapiens]
Accession: gi|116256344 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.7
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1968 1 766.2504 -183.77 2 54.7 11.4 1 278-290 R.SFPEQPDRTDLVK.E



Detailed Protein Report

1791 / 2108

Protein 1413: zinc finger MYM-type protein 3 isoform 2 [Homo sapiens]
Accession: gi|283837894 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.46 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 7.90 CV: 0.00 % No. of 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 Ratios

758 1 647.6599 -226.81 2 38.8 11.4 0 820-830 K.AAMCKPLMQNR.G Oxidation: 3, 8 Wdown:Qdown 7.90
mdown:qdown 0.46



Detailed Protein Report

1792 / 2108

Protein 1414: prostaglandin E2 receptor EP2 subtype [Homo sapiens]
Accession: gi|31881630 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.7
Database Date: 2015-11-30 pI: 10.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

183 1 879.8364 -45.02 2 31.5 11.3 0 338-354 R.TQDATQTSCSTQSDASK.Q



Detailed Protein Report

1793 / 2108

Protein 1415: 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
Quantitation
Wdown:Qdown Median: 0.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

418 1 731.6703 -195.14 2 33.9 11.3 1 29-41 R.IESYSCKMAGDDK.H Oxidation: 8 Wdown:Qdown 0.74



Detailed Protein Report

1794 / 2108

Protein 1416: regulator of G-protein signaling 9-binding protein [Homo sapiens]
Accession: gi|115496700 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.1
Database Date: 2015-11-30 pI: 7.8

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

2371 1 994.7007 148.11 2 58.0 11.3 2 115-135 R.TGVAGASSGVAARALSTRSLR.L



Detailed Protein Report

1795 / 2108

Protein 1417: putative DNA repair and recombination protein RAD26-like [Homo sapiens]
Accession: gi|58219008 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.0
Database Date: 2015-11-30 pI: 10.0
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

1853 1 682.2664 -96.93 3 53.2 11.3 0 547-563 K.LLDVLQQYCMASGLDYR.R Carbamidomethyl: 9



Detailed Protein Report

1796 / 2108

Protein 1418: eukaryotic peptide chain release factor subunit 1 isoform 3 [Homo sapiens]
Accession: gi|532164728 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.4
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1675 1 927.3870 -89.60 3 49.6 11.3 0 3-28 K.QDVLNCTEGPIHSNGTSMISLIIPPK.D Oxidation: 18



Detailed Protein Report

1797 / 2108

Protein 1419: 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

1798 / 2108

Protein 1420: 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

Quantitation
mdown:qdown Median: 1.52 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

2243 1 951.4429 25.12 2 56.7 11.3 1 35-56 K.
MAAAGGGGGGGRYYGGGSEGGR.
A

Wdown:Qdown 0.46
mdown:qdown 1.52



Detailed Protein Report
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Protein 1421: PREDICTED: tudor domain-containing protein 1 isoform X3 [Homo sapiens]
Accession: gi|578819639 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 123.7
Database Date: 2015-11-30 pI: 5.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2870 1 795.7257 -4.35 3 64.6 11.3 2 828-847 R.CQLADIQSRNKHWSEEAITR.F



Detailed Protein Report

1800 / 2108

Protein 1422: APC membrane recruitment protein 1 [Homo sapiens]
Accession: gi|124244056 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.0
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

50 1 796.8030 -145.92 2 29.8 11.3 2 143-158 R.CKTSVAGATEKAVAEK.F



Detailed Protein Report

1801 / 2108

Protein 1423: zinc finger RNA-binding protein [Homo sapiens]
Accession: gi|34101286 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.95 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.95 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

1045 1 839.3856 -82.99 2 41.6 11.3 0 2-16 M.IPICPVVSFTYVPSR.L Wdown:Qdown 1.95
mdown:qdown 0.95



Detailed Protein Report

1802 / 2108

Protein 1424: RNA-binding protein 33 [Homo sapiens]
Accession: gi|151301053 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.9
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2699 1 928.6057 116.79 2 62.1 11.3 2 238-253 R.ERRNIPETLELSAEAK.A



Detailed Protein Report

1803 / 2108

Protein 1425: methylthioribulose-1-phosphate dehydratase [Homo sapiens]
Accession: gi|166235186 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.1
Database Date: 2015-11-30 pI: 6.9
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

2673 1 826.1063 -212.47 1 64.6 11.3 0 8-14 R.EGDCCSR.R Carbamidomethyl: 4



Detailed Protein Report

1804 / 2108

Protein 1426: cullin-4A isoform 2 [Homo sapiens]
Accession: gi|11140811 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.8
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

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

2723 1 774.4242 -43.85 2 63.0 11.3 2 564-575 K.LFRIKINQIQMK.E Oxidation: 11



Detailed Protein Report

1805 / 2108

Protein 1427: 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

1806 / 2108

Protein 1428: PREDICTED: sorting nexin-13 isoform X3 [Homo sapiens]
Accession: gi|530384600 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.1
Database Date: 2015-11-30 pI: 4.7
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

2929 1 1155.5370 -8.04 2 65.4 11.3 2 207-225 K.EVCRDLVCTSPKDEEGFLR.D Carbamidomethyl: 3, 8



Detailed Protein Report

1807 / 2108

Protein 1429: mitogen-activated protein kinase kinase kinase MLK4 [Homo sapiens]
Accession: gi|155723000 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.9
Database Date: 2015-11-30 pI: 9.9

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

1556 1 853.3369 -142.17 2 49.3 11.3 1 205-222 R.GGALNRALAAANAAPDPR.A



Detailed Protein Report

1808 / 2108

Protein 1430: PREDICTED: rho GTPase-activating protein 32 isoform X2 [Homo sapiens]
Accession: gi|578822484 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 156.7
Database Date: 2015-11-30 pI: 6.2

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

2733 1 656.8584 26.75 2 62.6 11.3 0 904-915 R.VEYVSSLSSSVR.N



Detailed Protein Report

1809 / 2108

Protein 1431: 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

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

2337 1 646.6647 -229.39 2 57.9 11.3 1 534-547 R.GRGSGAAGSETSQK.V



Detailed Protein Report

1810 / 2108

Protein 1432: LIM and senescent cell antigen-like-containing domain protein 1 isoform b [Homo 
sapiens]

Accession: gi|13518026 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.2
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|301601630 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
LIM  and  senescent  cell  antigen-like-containing  domain  protein  1  
isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1893 1 573.2288 -144.49 2 53.7 11.3 1 167-176 K.ELTADARELK.G



Detailed Protein Report

1811 / 2108

Protein 1433: PREDICTED: deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial 
isoform X1 [Homo sapiens]

Accession: gi|530405491 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.2
Database Date: 2015-11-30 pI: 10.5

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

1436 1 699.6685 414.72 1 47.7 11.3 0 2-10 M.AAGGAAPGK.S



Detailed Protein Report

1812 / 2108

Protein 1434: phosphatidylinositol N-acetylglucosaminyltransferase subunit A isoform 3 [Homo 
sapiens]

Accession: gi|299782546 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.0
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2751 1 625.8294 -55.99 2 62.8 11.3 1 52-62 R.LLGALEHKDVR.N



Detailed Protein Report

1813 / 2108

Protein 1435: RIMS-binding protein 3A [Homo sapiens]
Accession: gi|153792195 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.6
Database Date: 2015-11-30 pI: 6.5

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

2660 1 733.8590 -21.34 2 61.6 11.3 1 391-402 R.CYTLQAENKQLR.R



Detailed Protein Report

1814 / 2108

Protein 1436: schwannomin-interacting protein 1 isoform 4 [Homo sapiens]
Accession: gi|308193348 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 1
Quantitation
Wdown:Qdown 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

2015 1 909.8448 -154.70 2 53.8 11.3 1 121-137 K.LQAEAKMALAMAKPMAK.M Oxidation: 15 Wdown:Qdown 0.47



Detailed Protein Report

1815 / 2108

Protein 1437: PREDICTED: PR domain zinc finger protein 15 isoform X2 [Homo sapiens]
Accession: gi|578836645 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.4
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1448 1 699.6392 -84.48 3 47.9 11.3 1 184-201 R.DIPPGTELRVWYAAFYAK.K



Detailed Protein Report

1816 / 2108

Protein 1438: heat shock-related 70 kDa protein 2 [Homo sapiens]
Accession: gi|13676857 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.0
Database Date: 2015-11-30 pI: 5.4

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

440 1 563.2388 -158.27 2 34.8 11.2 2 255-264 K.DIGPNKRAVR.R



Detailed Protein Report

1817 / 2108

Protein 1439: cystathionine gamma-lyase isoform 2 [Homo sapiens]
Accession: gi|25453487 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.5
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1446 1 695.0851 13.55 4 46.9 11.2 2 49-73 K.QGAPGQHSGFEYSRSGNPTRNCLEK.A Carbamidomethyl: 22



Detailed Protein Report

1818 / 2108

Protein 1440: neurexophilin-1 precursor [Homo sapiens]
Accession: gi|23097338 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.1
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

847 1 690.1561 -321.58 1 40.0 11.2 0 52-57 K.DLSISR.L



Detailed Protein Report

1819 / 2108

Protein 1441: transcription factor AP-2 gamma [Homo sapiens]
Accession: gi|4507445 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.1
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2528 1 1023.7905 -56.96 3 59.9 11.2 1 203-230 K.NPLNLPCQKELVGAVMNPTEVFCSVPGR.L Carbamidomethyl: 23



Detailed Protein Report

1820 / 2108

Protein 1442: UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 6 [Homo sapiens]
Accession: gi|118918426 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.7
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

820 1 585.2809 -15.94 2 39.1 11.2 0 369-379 K.ALHSPALSCDR.G mdown:qdown 0.47



Detailed Protein Report

1821 / 2108

Protein 1443: adrenodoxin-like protein, mitochondrial precursor [Homo sapiens]
Accession: gi|72534754 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.5
Database Date: 2015-11-30 pI: 5.1
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

1025 1 954.9501 32.22 2 41.6 11.2 0 133-148 R.EDDMLDMAPLLQENSR.L Oxidation: 4, 7



Detailed Protein Report

1822 / 2108

Protein 1444: PREDICTED: melanoma-associated antigen 4 isoform X1 [Homo sapiens]
Accession: gi|530422789 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.5
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2785 1 905.0014 -1.19 2 66.2 11.2 1 14-32 R.AALTSRLGLAEGSGPGPVR.S



Detailed Protein Report

1823 / 2108

Protein 1445: PREDICTED: uncharacterized protein LOC101929393 [Homo sapiens]
Accession: gi|530356822 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.3
Database Date: 2015-11-30 pI: 11.1
Modification(s): Carbamidomethyl, 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

2335 1 614.8205 -148.24 3 59.5 11.2 0 80-95 R.DMSTAQDCSCWAPAAR.S Carbamidomethyl: 8, 10; 
Oxidation: 2



Detailed Protein Report

1824 / 2108

Protein 1446: PREDICTED: actin-related protein 5 isoform X4 [Homo sapiens]
Accession: gi|530418407 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.3
Database Date: 2015-11-30 pI: 5.1

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

2551 1 862.0295 80.32 2 62.4 11.2 0 74-91 R.GASGPQVGNALGSLEPLR.W



Detailed Protein Report

1825 / 2108

Protein 1447: epithelial-stromal interaction protein 1 isoform 2 [Homo sapiens]
Accession: gi|15147248 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 10.5

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

1468 1 620.0709 76.55 3 47.1 11.2 2 94-108 K.WKEQNRAKPVHLVPR.R



Detailed Protein Report

1826 / 2108

Protein 1448: PREDICTED: methylglutaconyl-CoA hydratase, mitochondrial isoform X7 [Homo 
sapiens]

Accession: gi|530391285 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 10.4

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

2735 1 941.9591 -73.03 2 62.6 11.2 0 212-230 K.LAIIPGGVTSSTEVLNPSK.S



Detailed Protein Report

1827 / 2108

Protein 1449: minor histocompatibility protein HA-1 isoform 3 [Homo sapiens]
Accession: gi|537361054 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation 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

239 1 663.6255 399.22 1 32.4 11.2 1 1-6 -.MGVGRK.G Oxidation: 1



Detailed Protein Report

1828 / 2108

Protein 1450: acetylcholine receptor subunit delta isoform 2 precursor [Homo sapiens]
Accession: gi|375331911 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.0
Database Date: 2015-11-30 pI: 6.6

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

1637 1 823.4275 -42.26 2 49.2 11.2 2 28-40 R.LIRHLFQEKGYNK.E



Detailed Protein Report

1829 / 2108

Protein 1451: 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
Quantitation
mdown:qdown Median: 0.86 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.19 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1642 1 634.8441 11.21 2 49.1 11.2 2 136-146 R.KKFMGTELNGK.T Oxidation: 4 Wdown:Qdown 1.19
mdown:qdown 0.86



Detailed Protein Report

1830 / 2108

Protein 1452: PREDICTED: unconventional myosin-X isoform X2 [Homo sapiens]
Accession: gi|530378821 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.5
Database Date: 2015-11-30 pI: 5.8
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

1694 1 1108.8433 -4.24 3 51.1 11.2 1 1055-
1085

R.QEMTSTVYCHGGGSCKITINSHTTAGEVVEK.L Carbamidomethyl: 15



Detailed Protein Report

1831 / 2108

Protein 1453: PREDICTED: ubiquitin carboxyl-terminal hydrolase 31 isoform X1 [Homo sapiens]
Accession: gi|530408620 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.3
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 1.3
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



Detailed Protein Report

1832 / 2108

Protein 1454: PREDICTED: pre-mRNA 3'-end-processing factor FIP1 isoform X13 [Homo sapiens]
Accession: gi|530376863 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.3
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

2704 1 914.0851 149.67 2 62.2 11.2 2 436-450 R.ERERDHSPTPSVFNR.F



Detailed Protein Report

1833 / 2108

Protein 1455: 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

1834 / 2108

Protein 1456: PREDICTED: calcineurin-binding protein cabin-1 isoform X12 [Homo sapiens]
Accession: gi|578837055 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.8
Database Date: 2015-11-30 pI: 5.6

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

1719 1 786.6893 27.19 3 51.4 11.2 0 425-444 K.LDPEEEDDSFNNYEVQSEAK.L



Detailed Protein Report

1835 / 2108

Protein 1457: retinol dehydrogenase 10 [Homo sapiens]
Accession: gi|25282469 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.1
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

443 1 639.8800 7.68 2 34.9 11.2 2 51-60 R.LFALEFARRR.A



Detailed Protein Report

1836 / 2108

Protein 1458: PREDICTED: C-type lectin domain family 18 member C isoform X3 [Homo sapiens]
Accession: gi|530423816 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2562 1 856.9435 -20.66 2 62.5 11.2 0 86-102 R.AALCGIPTPSLASGLWR.T



Detailed Protein Report

1837 / 2108

Protein 1459: PREDICTED: probable phospholipid-transporting ATPase IM isoform X2 [Homo 
sapiens]

Accession: gi|578827423 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.6
Database Date: 2015-11-30 pI: 7.8
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

1681 1 863.3176 -113.07 3 49.7 11.2 2 943-965 R.RSGYAFAHQEGYGELITSGKNMR.A Oxidation: 22



Detailed Protein Report

1838 / 2108

Protein 1460: keratin-associated protein 5-1 [Homo sapiens]
Accession: gi|54400749 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.2
Database Date: 2015-11-30 pI: 12.2
Modification(s): Carbamidomethyl 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

1917 1 890.3320 13.02 2 52.6 11.2 1 155-174 K.GGCGSCGCSKGACGSCGGSK.G Carbamidomethyl: 6, 8



Detailed Protein Report

1839 / 2108

Protein 1461: 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
mdown:qdown 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

1828 1 945.8179 -148.57 2 51.4 11.2 2 419-433 K.TRTLCCQVHLECSRK.N Carbamidomethyl: 5, 6 mdown:qdown 1.06



Detailed Protein Report

1840 / 2108

Protein 1462: 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

Quantitation
Wdown:Qdown 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

1760 1 727.3946 -63.07 2 50.5 11.2 2 278-291 R.AAPLKVKLSDNGLK.A Wdown:Qdown 0.59



Detailed Protein Report
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Protein 1463: PREDICTED: zinc finger protein 62 homolog isoform X4 [Homo sapiens]
Accession: gi|578811209 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.2
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 2.3
No. of unique 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

2131 1 938.3415 -116.92 2 56.8 11.2 2 317-332 K.RIHTREKPFGCDECGK.A



Detailed Protein Report

1842 / 2108

Protein 1464: CD109 antigen isoform 2 precursor [Homo sapiens]
Accession: gi|227430301 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 159.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1523 1 705.9891 -48.60 3 47.8 11.1 1 110-127 R.TQDEILFSNSTRLSFETK.R



Detailed Protein Report

1843 / 2108

Protein 1465: calcium/calmodulin-dependent protein kinase type II subunit alpha isoform 2 [Homo 
sapiens]

Accession: gi|25952118 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.40 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.34 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

66 1 768.2839 -179.38 2 30.0 11.1 2 29-42 R.RCVKVLAGQEYAAK.I mdown:qdown 0.40
Wdown:Qdown 0.34



Detailed Protein Report

1844 / 2108

Protein 1466: thrombospondin-type laminin G domain and EAR repeat-containing protein isoform 1 
precursor [Homo sapiens]

Accession: gi|22001420 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.9
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1797 1 1011.7680 171.47 1 51.1 11.1 0 58-67 R.GLQLSVAAPR.T



Detailed Protein Report

1845 / 2108

Protein 1467: PREDICTED: sentrin-specific protease 1 isoform X2 [Homo sapiens]
Accession: gi|578823630 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2416 1 1023.7717 -7.71 3 58.6 11.1 2 391-417 K.KSQEIPQQMNGSDCGMFACKYADCITK.D Carbamidomethyl: 24; 
Oxidation: 16



Detailed Protein Report

1846 / 2108

Protein 1468: epidermal growth factor receptor kinase substrate 8-like protein 3 isoform c [Homo 
sapiens]

Accession: gi|21071014 Score: 11.1
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

1644 1 711.3358 -24.02 3 49.3 11.1 1 44-62 R.VQGPEDALQKLFEMDAQGR.V



Detailed Protein Report

1847 / 2108

Protein 1469: putative ATP-dependent Clp protease proteolytic subunit, mitochondrial precursor 
[Homo sapiens]

Accession: gi|5174419 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.2
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2123 1 1023.3631 -103.43 2 56.7 11.1 1 227-243 R.DRYMSPMEAQEFGILDK.V Oxidation: 7



Detailed Protein Report

1848 / 2108

Protein 1470: tyrosine 3-monooxygenase isoform b [Homo sapiens]
Accession: gi|88900503 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.6
Database Date: 2015-11-30 pI: 5.7

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

2777 1 964.4641 -76.93 3 63.1 11.1 2 281-306 K.ERTGFQLRPVAGLLSARDFLASLAFR.V



Detailed Protein Report

1849 / 2108

Protein 1471: PREDICTED: F-box/LRR-repeat protein 4 isoform X1 [Homo sapiens]
Accession: gi|530383594 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.5
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl, 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

1738 1 841.7160 -64.35 3 51.7 11.1 1 2-21 M.SPVFPMLTVLTMFYYICLRR.R Carbamidomethyl: 17; 
Oxidation: 6



Detailed Protein Report

1850 / 2108

Protein 1472: epidermal growth factor receptor substrate 15-like 1 isoform 4 [Homo sapiens]
Accession: gi|385648259 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
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

604 1 472.2410 -113.78 2 36.4 11.1 0 524-531 R.VQLETIIK.S



Detailed Protein Report

1851 / 2108

Protein 1473: PREDICTED: rotatin isoform X1 [Homo sapiens]
Accession: gi|530414157 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 146.0
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, 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

2647 1 753.6332 -97.01 3 61.9 11.1 2 964-982 R.AQKHALKANLIDNCMEQMK.H Carbamidomethyl: 14; 
Oxidation: 15



Detailed Protein Report

1852 / 2108

Protein 1474: 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

1853 / 2108

Protein 1475: PREDICTED: zinc finger protein 541 isoform X3 [Homo sapiens]
Accession: gi|530417371 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.9
Database Date: 2015-11-30 pI: 8.6
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

2278 1 1011.3645 -70.43 3 56.9 11.1 1 764-793 K.MDMCCAASPSQVAMASFSSAGPPADPSKSK.L Carbamidomethyl: 4; 
Oxidation: 14



Detailed Protein Report
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Protein 1476: PREDICTED: tRNA-splicing endonuclease subunit Sen2 isoform X5 [Homo sapiens]
Accession: gi|530373218 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.4
Database Date: 2015-11-30 pI: 8.6
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

2156 1 1030.0351 -91.45 3 55.5 11.0 1 180-208 K.SGGVGDPREPLGCLQEGSGCHPTTESFEK.S Carbamidomethyl: 13, 20



Detailed Protein Report
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Protein 1477: 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

1856 / 2108

Protein 1478: adenosine receptor A2a [Homo sapiens]
Accession: gi|5921992 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.7
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|511772972 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
adenosine receptor A2a [Homo sapiens]

gi|511772970 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

adenosine receptor A2a [Homo sapiens]

gi|511772967 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

adenosine receptor A2a [Homo sapiens]

gi|511772965 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

adenosine receptor A2a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1218 1 695.7632 -135.29 2 44.9 11.0 1 310-322 R.QQEPFKAAGTSAR.V



Detailed Protein Report
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Protein 1479: phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase TPTE2 isoform delta [Homo 
sapiens]

Accession: gi|213972593 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.4
Database Date: 2015-11-30 pI: 9.5

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

89 1 879.2188 170.15 2 30.3 11.0 1 70-83 R.LIILIRIFHLLHQK.R



Detailed Protein Report

1858 / 2108

Protein 1480: PREDICTED: uridine-cytidine kinase 1 isoform X2 [Homo sapiens]
Accession: gi|530427236 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Quantitation
Wdown:Qdown 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

309 1 646.7814 -69.45 2 33.0 11.0 1 244-254 K.RSHLESSSRPH.- Wdown:Qdown 0.87



Detailed Protein Report
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Protein 1481: PREDICTED: NADPH oxidase 4 isoform X5 [Homo sapiens]
Accession: gi|578822233 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.9
Database Date: 2015-11-30 pI: 10.0

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

Quantitation
mdown:qdown Median: 1.49 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 4.69 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

1019 1 700.1280 -288.50 1 42.3 11.0 0 506-510 R.FEYNK.E mdown:qdown 1.49
Wdown:Qdown 4.69



Detailed Protein Report

1860 / 2108

Protein 1482: PREDICTED: signal-induced proliferation-associated 1-like protein 1 isoform X6 
[Homo sapiens]

Accession: gi|530403485 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.3
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 0.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|545746375 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
signal-induced  proliferation-associated  1-like  protein  1  isoform  3  
[Homo sapiens]



Detailed Protein Report

1861 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

366 1 610.1431 -205.67 2 33.9 11.0 0 1050-
1059

K.MNEGVSYEFK.F Oxidation: 1



Detailed Protein Report
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Protein 1483: lutropin-choriogonadotropic hormone receptor precursor [Homo sapiens]
Accession: gi|106067657 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.6
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2554 1 836.1315 177.64 2 60.2 11.0 1 63-77 K.VIPSQAFRGLNEVIK.I



Detailed Protein Report

1863 / 2108

Protein 1484: microtubule-associated protein 1S [Homo sapiens]
Accession: gi|50428935 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.1
Database Date: 2015-11-30 pI: 7.1

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

2793 1 698.3606 -84.41 2 64.0 11.0 2 873-887 R.AAAPKATPVAAAKTK.G



Detailed Protein Report

1864 / 2108

Protein 1485: potassium voltage-gated channel subfamily H member 5 isoform 1 [Homo sapiens]
Accession: gi|22024390 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.8
Database Date: 2015-11-30 pI: 8.3

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

2333 1 788.3805 -60.37 2 57.6 11.0 0 694-707 K.NEVTLSIPVDHPVR.K



Detailed Protein Report
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Protein 1486: PREDICTED: solute carrier organic anion transporter family member 2B1 isoform X1 
[Homo sapiens]

Accession: gi|578821116 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.1
Database Date: 2015-11-30 pI: 9.6
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

1287 1 882.4630 4.40 2 44.9 11.0 1 1-17 -.MGPRIGPAGEVPQVPDK.E Oxidation: 1



Detailed Protein Report
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Protein 1487: ephrin-B1 precursor [Homo sapiens]
Accession: gi|4758248 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 9.8

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

1617 1 1071.2148 97.91 2 50.1 11.0 1 12-30 K.WLVAMVVWALCRLATPLAK.N



Detailed Protein Report

1867 / 2108

Protein 1488: arf-GAP domain and FG repeat-containing protein 1 isoform 4 [Homo sapiens]
Accession: gi|206597509 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 9.8
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

2525 1 1044.1469 131.14 2 59.8 11.0 1 84-100 K.HGNEVCKQIWLGLFDDR.S Carbamidomethyl: 6



Detailed Protein Report
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Protein 1489: 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
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Protein 1490: olfactory receptor 1L6 [Homo sapiens]
Accession: gi|256773201 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.2
Database Date: 2015-11-30 pI: 10.2
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

970 1 945.9344 -88.68 2 40.9 11.0 1 161-176 R.VLLMSRLSFCASHIIK.H Carbamidomethyl: 10; 
Oxidation: 4



Detailed Protein Report
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Protein 1491: PREDICTED: anamorsin isoform X3 [Homo sapiens]
Accession: gi|530424142 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 5.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1766 1 785.8755 -70.66 2 50.8 11.0 1 27-41 K.GLVDKLQALTGNEGR.V



Detailed Protein Report
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Protein 1492: cadherin-4 isoform 3 [Homo sapiens]
Accession: gi|356640224 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.3
Database Date: 2015-11-30 pI: 4.5
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.98 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.75 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1264 1 650.6734 -151.14 2 45.5 11.0 1 831-842 K.KLADMYGGGEED.- Oxidation: 5 Wdown:Qdown 0.75
mdown:qdown 1.98



Detailed Protein Report

1872 / 2108

Protein 1493: transmembrane protein 121 [Homo sapiens]
Accession: gi|13376888 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.8
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578826154 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transmembrane protein 121 isoform X2 [Homo sapiens]

gi|530404697 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: transmembrane protein 121 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1526 1 1006.6420 60.28 3 47.8 11.0 1 112-138 K.ALTLLLSVCVPGLFLLLVALDRMEYVR.T



Detailed Protein Report
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Protein 1494: 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
Quantitation
Wdown:Qdown 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

1926 1 719.2731 -99.81 2 52.6 11.0 0 39-53 R.AGSMSAELGVGCALR.A Oxidation: 4 Wdown:Qdown 0.67



Detailed Protein Report

1874 / 2108

Protein 1495: PREDICTED: iron-sulfur cluster co-chaperone protein HscB, mitochondrial isoform X3 
[Homo sapiens]

Accession: gi|530419579 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 11.0
Modification(s): Carbamidomethyl 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

1921 1 673.7614 -26.92 2 54.1 11.0 0 41-52 R.CWNCGGPWGPGR.E Carbamidomethyl: 1



Detailed Protein Report
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Protein 1496: late cornified envelope protein 1D [Homo sapiens]
Accession: gi|30387648 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.2
Database Date: 2015-11-30 pI: 12.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 26.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2178 1 1011.9998 -26.60 3 55.7 11.0 0 85-114 R.RPQSSDCCSQPSGGSSCCGGGSSQHSGGCC.- Carbamidomethyl: 7, 8, 17, 
18



Detailed Protein Report
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Protein 1497: N-acylneuraminate cytidylyltransferase [Homo sapiens]
Accession: gi|8923900 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.3
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

1229 1 945.6711 141.77 2 44.0 11.0 2 189-204 R.EVTEPLNLNPAKRPRR.Q



Detailed Protein Report
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Protein 1498: microfibrillar-associated protein 2 isoform b precursor [Homo sapiens]
Accession: gi|207028905 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.7
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|207028935 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
microfibrillar-associated protein 2 isoform b precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2288 1 937.3710 -36.11 2 57.1 11.0 0 159-177 K.CGVMASSGLCQSVAASCAR.S Carbamidomethyl: 10; 
Oxidation: 4



Detailed Protein Report
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Protein 1499: 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
mdown:qdown Median: 0.68 CV: 0.00 % 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 mdown:qdown 0.68



Detailed Protein Report
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Protein 1500: PREDICTED: 26S proteasome non-ATPase regulatory subunit 6 isoform X2 [Homo 
sapiens]

Accession: gi|530373467 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.0
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 2.27 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578806816 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  26S  proteasome  non-ATPase  regulatory  subunit  6  
isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1145 1 666.8366 -14.10 2 43.0 11.0 1 235-244 K.KDWLFAPHYR.Y mdown:qdown 2.27



Detailed Protein Report
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Protein 1501: PREDICTED: tyrosine-protein phosphatase non-receptor type 11 isoform X2 [Homo 
sapiens]

Accession: gi|578824047 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.23 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

360 1 559.1189 -258.27 2 33.2 10.9 0 449-458 K.GVDCDIDVPK.T Carbamidomethyl: 4 mdown:qdown 0.23



Detailed Protein Report
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Protein 1502: neurensin-1 [Homo sapiens]
Accession: gi|189217874 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.5
Database Date: 2015-11-30 pI: 8.9

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

2762 1 625.3101 16.69 2 62.9 10.9 0 12-23 R.QAQAAAEGGYQR.Y



Detailed Protein Report

1882 / 2108

Protein 1503: 28S ribosomal protein S35, mitochondrial isoform 2 precursor [Homo sapiens]
Accession: gi|300068923 Score: 10.9
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

1620 1 715.3707 94.57 3 49.0 10.9 1 128-145 K.DFCTEWPAALDSDEKCEK.H Carbamidomethyl: 16



Detailed Protein Report

1883 / 2108

Protein 1504: 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
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Protein 1505: olfactory receptor 7G1 [Homo sapiens]
Accession: gi|308737007 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.8
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation 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

2334 1 921.7095 -100.50 3 59.5 10.9 0 270-293 R.ITAVASVMYTVVPQMMNPFIYSLR.N Oxidation: 15, 16



Detailed Protein Report
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Protein 1506: 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
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Protein 1507: BEN domain-containing protein 4 isoform a [Homo sapiens]
Accession: gi|148762950 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.3
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2807 1 651.8564 50.52 2 63.5 10.9 1 439-450 K.RSVQSGETGPER.R



Detailed Protein Report
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Protein 1508: 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
Wdown:Qdown Median: 1.20 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

217 1 679.7025 -197.92 2 31.5 10.9 0 133-144 K.CLALGMSHNAIR.F Carbamidomethyl: 1; 
Oxidation: 6

Wdown:Qdown 1.20



Detailed Protein Report

1888 / 2108

Protein 1509: PREDICTED: monoacylglycerol lipase ABHD12 isoform X3 [Homo sapiens]
Accession: gi|530425689 Score: 10.9
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
Wdown:Qdown Median: 1.58 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

450 1 435.6288 -270.98 2 34.3 10.9 0 261-268 R.GPLMLSPR.I Wdown:Qdown 1.58



Detailed Protein Report

1889 / 2108

Protein 1510: zinc finger protein 211 isoform 6 [Homo sapiens]
Accession: gi|388240796 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.5
Database Date: 2015-11-30 pI: 10.3

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

Quantitation
mdown:qdown 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

221 1 592.1368 -233.25 2 31.9 10.9 1 166-175 K.SHHNWGKCSK.A mdown:qdown 0.50



Detailed Protein Report

1890 / 2108

Protein 1511: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

826 1 607.1581 -185.27 2 38.8 10.9 0 65-75 R.LEDVVGGCCYR.V



Detailed Protein Report

1891 / 2108

Protein 1512: BTB/POZ domain-containing protein KCTD17 isoform 4 [Homo sapiens]
Accession: gi|544186114 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 5.5

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

Quantitation
mdown:qdown 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

637 1 639.3279 -56.84 2 36.8 10.9 0 35-46 R.LNVGGTVFLTTR.Q mdown:qdown 0.54



Detailed Protein Report

1892 / 2108

Protein 1513: 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

1893 / 2108

Protein 1514: 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

1894 / 2108

Protein 1515: GRAM domain-containing protein 1B isoform 3 [Homo sapiens]
Accession: gi|557440793 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.0
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

838 1 788.6916 -14.93 3 39.3 10.9 2 13-35 K.SPSTPEQGVQRSCSSQSGRSGGK.N Carbamidomethyl: 13



Detailed Protein Report

1895 / 2108

Protein 1516: PREDICTED: dyslexia-associated protein KIAA0319-like protein isoform X6 [Homo 
sapiens]

Accession: gi|578799795 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.2
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578799797 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dyslexia-associated  protein  KIAA0319-like  protein  
isoform X7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2406 1 701.3175 -124.95 3 58.4 10.9 2 5-22 K.HSQILKLSKLTPGLYEFK.V



Detailed Protein Report

1896 / 2108

Protein 1517: PREDICTED: insulin receptor isoform X3 [Homo sapiens]
Accession: gi|530425235 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.8
Database Date: 2015-11-30 pI: 5.7
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

1935 1 865.8143 -91.73 2 54.3 10.9 0 991-1006 R.ELGQGSFGMVYEGNAR.D Oxidation: 9



Detailed Protein Report

1897 / 2108

Protein 1518: ubiquitin carboxyl-terminal hydrolase 48 isoform b [Homo sapiens]
Accession: gi|76257392 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.91 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.20 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

120 1 679.7199 -180.53 2 30.8 10.9 2 400-411 R.KPKCGKGTHCSR.N Carbamidomethyl: 4 Wdown:Qdown 1.20
mdown:qdown 0.91



Detailed Protein Report

1898 / 2108

Protein 1519: deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial isoform 2 [Homo 
sapiens]

Accession: gi|4503423 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.7
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 9.1
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 0.76 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1060 1 816.8541 -43.54 2 42.0 10.9 1 1-15 -.MPCSEETPAISPSKR.A Wdown:Qdown 0.76



Detailed Protein Report

1899 / 2108

Protein 1520: E3 ubiquitin-protein ligase HECW1 isoform b [Homo sapiens]
Accession: gi|559098413 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.6
Database Date: 2015-11-30 pI: 5.2

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

Quantitation
Wdown:Qdown 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

405 1 631.2089 -107.18 3 34.4 10.9 0 505-521 K.EQEEEGDVSTLEQGEGR.L Wdown:Qdown 0.30



Detailed Protein Report

1900 / 2108

Protein 1521: EGF-containing fibulin-like extracellular matrix protein 2 precursor [Homo sapiens]
Accession: gi|320118911 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.4
Database Date: 2015-11-30 pI: 4.7
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

2544 1 812.0217 172.08 2 62.3 10.9 0 71-83 K.CINHYGGYLCLPR.S Carbamidomethyl: 1, 10



Detailed Protein Report

1901 / 2108

Protein 1522: PREDICTED: uncharacterized protein C9orf9 isoform X1 [Homo sapiens]
Accession: gi|530427104 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1647 1 1273.7336 18.18 2 50.5 10.9 2 199-221 R.QLTKASLKPRGCSKPPWRPPGGK.L Carbamidomethyl: 12



Detailed Protein Report

1902 / 2108

Protein 1523: 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

1903 / 2108

Protein 1524: homeobox protein Nkx-2.6 [Homo sapiens]
Accession: gi|343183350 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.1
Database Date: 2015-11-30 pI: 10.7

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

1544 1 853.3308 -117.62 2 49.1 10.8 2 19-33 R.LERERSCPAASPHPR.V



Detailed Protein Report

1904 / 2108

Protein 1525: sulfotransferase 1A1 isoform b [Homo sapiens]
Accession: gi|29540543 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.4
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 13.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1792 1 1056.6546 89.16 3 52.4 10.8 1 1-30 -.MLAKLLCDQVVGAPIAVSAFYAGMSILQGK.D Carbamidomethyl: 7; 
Oxidation: 24



Detailed Protein Report

1905 / 2108

Protein 1526: 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

1906 / 2108

Protein 1527: cytochrome P450 1B1 [Homo sapiens]
Accession: gi|189491763 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.8
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.06 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

647 1 675.6947 -212.61 2 37.4 10.8 0 279-290 R.HCESLRPGAAPR.D Carbamidomethyl: 2 Wdown:Qdown 0.50
mdown:qdown 1.06



Detailed Protein Report
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Protein 1528: LIM/homeobox protein Lhx4 [Homo sapiens]
Accession: gi|15375314 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.1
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2734 1 639.3382 72.41 2 62.6 10.8 1 68-78 R.CFSRAGSVYCK.E Carbamidomethyl: 1



Detailed Protein Report

1908 / 2108

Protein 1529: PREDICTED: cysteine-rich with EGF-like domain protein 1 isoform X2 [Homo sapiens]
Accession: gi|578806578 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.9
Database Date: 2015-11-30 pI: 6.2
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

2830 1 913.4702 92.84 2 64.5 10.8 1 243-260 K.CVDCAKACLGCMGAGPGR.C Carbamidomethyl: 4, 8



Detailed Protein Report

1909 / 2108

Protein 1530: protein FAM196B [Homo sapiens]
Accession: gi|193788653 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.2
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

290 1 642.3243 -89.90 2 32.3 10.8 0 432-442 K.VLLNVIQDLEK.A



Detailed Protein Report

1910 / 2108

Protein 1531: protein GUCD1 isoform d [Homo sapiens]
Accession: gi|50845407 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.8

No. of unique Peptides: 1
Quantitation
mdown:qdown 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

227 1 782.3496 -107.19 2 32.0 10.8 2 121-134 K.ACKVLVEKCTVSVK.D Carbamidomethyl: 9 mdown:qdown 2.02



Detailed Protein Report

1911 / 2108

Protein 1532: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

669 1 706.3289 -44.12 3 36.9 10.8 1 231-250 K.VLSAVEDRMDELGAGIAQSR.R



Detailed Protein Report

1912 / 2108

Protein 1533: PREDICTED: threonylcarbamoyladenosine tRNA methylthiotransferase isoform X2 
[Homo sapiens]

Accession: gi|578811764 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.7
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

1356 1 629.1525 -368.15 1 46.7 10.8 1 188-193 R.RLGGAR.L



Detailed Protein Report

1913 / 2108

Protein 1534: PREDICTED: neurogenic locus notch homolog protein 3 isoform X1 [Homo sapiens]
Accession: gi|530414885 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 238.2
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 0.4

No. of unique Peptides: 1



Detailed Protein Report

1914 / 2108



Detailed Protein Report

1915 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1377 1 817.1361 -334.78 1 46.9 10.8 1 1-8 -.MGPGARGR.R Oxidation: 1



Detailed Protein Report

1916 / 2108

Protein 1535: PREDICTED: methionine synthase isoform X7 [Homo sapiens]
Accession: gi|578802222 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.1
Database Date: 2015-11-30 pI: 5.2
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

1113 1 1071.2160 -207.16 1 43.5 10.8 0 117-126 R.MNMCSAGVAR.K Oxidation: 1, 3



Detailed Protein Report

1917 / 2108

Protein 1536: forkhead box protein D4-like 1 [Homo sapiens]
Accession: gi|18959276 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.6
Database Date: 2015-11-30 pI: 10.0
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

1915 1 856.8032 -169.79 2 54.0 10.8 1 157-170 R.HNLSLNDCFVKIPR.E Carbamidomethyl: 8



Detailed Protein Report

1918 / 2108

Protein 1537: PREDICTED: uncharacterized protein LOC102724921 [Homo sapiens]
Accession: gi|578803401 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.1
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578843117 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC102724921  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1540 1 949.6512 148.55 2 48.0 10.8 2 57-71 K.KIQKLTDPQWEENLR.M



Detailed Protein Report

1919 / 2108

Protein 1538: coiled-coil domain-containing protein 171 [Homo sapiens]
Accession: gi|38348729 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.7
Database Date: 2015-11-30 pI: 6.4

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

945 1 491.8025 115.71 2 40.6 10.8 0 461-468 R.TLTDYQNK.L



Detailed Protein Report

1920 / 2108

Protein 1539: probable histone-lysine N-methyltransferase PRDM7 [Homo sapiens]
Accession: gi|148271100 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.7
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530424650 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  probable  histone-lysine  N-methyltransferase  PRDM7  
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

796 1 702.4202 76.83 2 39.3 10.8 0 99-109 R.QQVKPPWMAFR.G Oxidation: 8



Detailed Protein Report

1921 / 2108

Protein 1540: DNA-binding protein RFX5 [Homo sapiens]
Accession: gi|4557843 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530365212 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: DNA-binding protein RFX5 isoform X2 [Homo sapiens]

gi|530365210 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: DNA-binding protein RFX5 isoform X1 [Homo sapiens]

gi|71040090 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

DNA-binding protein RFX5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

905 1 654.8549 64.59 2 40.1 10.7 0 416-428 R.EVGIGGDQGPHDK.G



Detailed Protein Report

1922 / 2108

Protein 1541: PREDICTED: cardiolipin synthase isoform X2 [Homo sapiens]
Accession: gi|530425765 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.1
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 0.15 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578835443 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cardiolipin synthase isoform X5 [Homo sapiens]

gi|530425767 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: cardiolipin synthase isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1256 1 698.8457 -58.32 2 45.4 10.7 0 91-102 R.DVMLIAAVFYVR.Y Wdown:Qdown 0.15



Detailed Protein Report

1923 / 2108

Protein 1542: thymidine kinase 2, mitochondrial isoform 3 precursor [Homo sapiens]
Accession: gi|290657146 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.4
Database Date: 2015-11-30 pI: 10.0
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

2172 1 900.3349 -116.17 2 55.8 10.7 2 16-33 R.CFGPGSRGSPASGPGPRR.V Carbamidomethyl: 1



Detailed Protein Report

1924 / 2108

Protein 1543: 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
mdown:qdown Median: 1.75 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.95 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1925 / 2108

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 Wdown:Qdown 0.95
mdown:qdown 1.75



Detailed Protein Report

1926 / 2108

Protein 1544: 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

1927 / 2108

Protein 1545: methionine aminopeptidase 1D, mitochondrial precursor [Homo sapiens]
Accession: gi|40385867 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.1
Database Date: 2015-11-30 pI: 6.4

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

2526 1 856.9458 -54.55 2 62.0 10.7 2 2-17 M.AAPSGVHLLVRRGSHR.I



Detailed Protein Report
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Protein 1546: PREDICTED: LOW QUALITY PROTEIN: putative speedy protein E8-like [Homo sapiens]
Accession: gi|578844233 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.6
Database Date: 2015-11-30 pI: 6.5

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

1521 1 671.4152 79.35 3 47.7 10.7 2 6-21 R.RRVSLVLPEYYEAFNR.L



Detailed Protein Report
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Protein 1547: 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

Quantitation
Wdown:Qdown Median: 1.20 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2074 1 720.2852 -119.33 2 54.5 10.7 1 814-827 R.AARNSPGPGSQIER.T Wdown:Qdown 1.20



Detailed Protein Report

1930 / 2108

Protein 1548: protein ERGIC-53 precursor [Homo sapiens]
Accession: gi|5031873 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.5
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.80 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1282 1 530.6426 -217.90 2 44.5 10.7 0 457-465 R.NMPSNEKPK.C Oxidation: 2 Wdown:Qdown 0.94
mdown:qdown 0.80



Detailed Protein Report
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Protein 1549: 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

Quantitation
Wdown:Qdown Median: 0.98 CV: 0.00 % No. of 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 Ratios

2841 1 913.4679 -6.42 2 64.7 10.7 1 52-67 R.RQQPEPELVAATTTER.C Wdown:Qdown 0.98



Detailed Protein Report

1932 / 2108

Protein 1550: zinc finger protein 506 isoform 2 [Homo sapiens]
Accession: gi|224028219 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.0
Database Date: 2015-11-30 pI: 10.2

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

2642 1 685.3766 32.71 2 61.3 10.7 0 233-244 K.AFNHPATLFSHK.K



Detailed Protein Report

1933 / 2108

Protein 1551: 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

1934 / 2108

Protein 1552: 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

1935 / 2108

Protein 1553: 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 1554: 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 1555: meiotic recombination protein SPO11 isoform b [Homo sapiens]
Accession: gi|38201680 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.3
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 1
Quantitation
Wdown:Qdown Median: 1.27 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

872 1 736.7983 -61.16 2 40.4 10.7 2 318-329 R.KEMEIMADSKMK.A Oxidation: 6, 11 Wdown:Qdown 1.27



Detailed Protein Report
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Protein 1556: ventral anterior homeobox 1 isoform b [Homo sapiens]
Accession: gi|40217622 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.0
Database Date: 2015-11-30 pI: 10.4

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

1749 1 841.2726 -103.58 2 51.8 10.7 0 46-62 K.EPQGAFSASGAAEDCNK.S



Detailed Protein Report

1939 / 2108

Protein 1557: A-kinase anchor protein 6 [Homo sapiens]
Accession: gi|21493045 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 256.6
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 1.44 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.82 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1940 / 2108



Detailed Protein Report

1941 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1101 1 628.3123 5.90 2 42.5 10.7 2 485-494 R.LNDCYKEKSR.L Wdown:Qdown 1.82
mdown:qdown 1.44



Detailed Protein Report
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Protein 1558: 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
mdown:qdown Median: 0.54 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1156 1 491.6232 -271.81 2 43.0 10.7 1 1015-
1022

R.IEHNGERK.Q Wdown:Qdown 0.36
mdown:qdown 0.54



Detailed Protein Report
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Protein 1559: protein FAM216B [Homo sapiens]
Accession: gi|32698855 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.4
Database Date: 2015-11-30 pI: 12.1

Sequence Coverage [%]: 8.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 2.46 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530402103 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM216B isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

421 1 666.9204 69.47 2 34.3 10.7 0 22-33 R.VPPSIYDTSLLK.A mdown:qdown 2.46



Detailed Protein Report
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Protein 1560: cyclin-I2 isoform 2 [Homo sapiens]
Accession: gi|89886237 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.6
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, 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

2391 1 872.9472 -14.49 2 58.3 10.7 1 319-333 R.LMPGWCAPISDLLKK.A Carbamidomethyl: 6; 
Oxidation: 2



Detailed Protein Report
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Protein 1561: lysM and putative peptidoglycan-binding domain-containing protein 2 isoform 1 
[Homo sapiens]

Accession: gi|23503313 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.4
Database Date: 2015-11-30 pI: 5.1

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

932 1 636.7449 151.61 3 41.1 10.7 1 29-46 R.SRSGSESEEAELSLSLAR.T



Detailed Protein Report

1946 / 2108

Protein 1562: ankyrin repeat and SOCS box protein 16 [Homo sapiens]
Accession: gi|24586688 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 9.9
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

1199 1 874.6540 165.48 2 44.7 10.7 2 427-441 R.CRQGATRLPLPPLLR.D Carbamidomethyl: 1



Detailed Protein Report

1947 / 2108

Protein 1563: proteasome assembly chaperone 1 isoform b [Homo sapiens]
Accession: gi|44680114 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.3
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

1111 1 984.6997 106.49 1 43.5 10.7 1 36-43 R.EVRLQLAR.K



Detailed Protein Report

1948 / 2108

Protein 1564: PREDICTED: glutamate receptor ionotropic, kainate 5 isoform X2 [Homo sapiens]
Accession: gi|530416347 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.9
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

318 1 655.7866 -126.15 2 33.3 10.7 0 49-60 R.EQINGIIEVPAK.A



Detailed Protein Report

1949 / 2108

Protein 1565: PREDICTED: collagen alpha-5(IV) chain isoform X3 [Homo sapiens]
Accession: gi|530421929 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.2
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.35 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1051 1 839.4103 -1.09 2 41.9 10.7 1 545-560 K.GEPGDILTFPGMKGDK.G Oxidation: 12 Wdown:Qdown 0.30
mdown:qdown 0.35



Detailed Protein Report
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Protein 1566: 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

Quantitation
mdown:qdown Median: 0.88 CV: 0.00 % No. of 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 Ratios

351 1 870.3997 23.73 2 33.1 10.6 1 114-129 R.SPEEAGFPGDPHEDKQ.- mdown:qdown 0.88



Detailed Protein Report

1951 / 2108

Protein 1567: PREDICTED: palmitoyltransferase ZDHHC17 isoform X3 [Homo sapiens]
Accession: gi|530399995 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.6
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation 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

84 1 826.6636 -17.37 3 30.4 10.6 0 180-200 K.GQDVDMMDQNGMTPLMWAAYR.T Oxidation: 6, 12, 16



Detailed Protein Report

1952 / 2108

Protein 1568: programmed cell death 6-interacting protein isoform 1 [Homo sapiens]
Accession: gi|22027538 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.0
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

636 1 712.9230 75.22 2 36.8 10.6 2 691-702 K.CSDIVFARKTER.D



Detailed Protein Report

1953 / 2108

Protein 1569: dehydrogenase/reductase SDR family member 9 precursor [Homo sapiens]
Accession: gi|22758144 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.2
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|214010158 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
dehydrogenase/reductase  SDR  family  member  9  precursor  [Homo  
sapiens]

gi|214010156 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

dehydrogenase/reductase  SDR  family  member  9  precursor  [Homo  
sapiens]

gi|40548397 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

dehydrogenase/reductase  SDR  family  member  9  precursor  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1476 1 742.1323 -373.15 1 48.2 10.6 0 311-317 K.AELANPK.A



Detailed Protein Report

1954 / 2108

Protein 1570: 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

1955 / 2108

Protein 1571: ankyrin repeat family A protein 2 [Homo sapiens]
Accession: gi|12746412 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.2
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl 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

2752 1 884.9908 63.41 2 65.7 10.6 1 54-67 K.FILPNRFDMNVCSR.F Carbamidomethyl: 12



Detailed Protein Report

1956 / 2108

Protein 1572: 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

1957 / 2108

Protein 1573: 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
Quantitation
Wdown:Qdown Median: 2.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

294 1 936.0541 -63.02 3 32.4 10.6 2 145-167 K.
ELRENTQTTIKLFQECCPHSTDR.
V

Carbamidomethyl: 16 Wdown:Qdown 2.24



Detailed Protein Report
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Protein 1574: 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

1959 / 2108

Protein 1575: ras-like protein family member 10A precursor [Homo sapiens]
Accession: gi|5454030 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.5
Database Date: 2015-11-30 pI: 10.7
Modification(s): Oxidation Sequence Coverage [%]: 10.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1650 1 1070.0254 -93.20 2 49.1 10.6 2 1-22 -.MGGSLRVAVLGAPGVGKTAIIR.Q Oxidation: 1



Detailed Protein Report

1960 / 2108

Protein 1576: 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

1961 / 2108

Protein 1577: PREDICTED: N-alpha-acetyltransferase 35, NatC auxiliary subunit isoform X4 [Homo 
sapiens]

Accession: gi|530391404 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.0
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation 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

2314 1 1023.8450 11.53 3 57.4 10.6 1 464-489 R.FAPFNSVMTPPPVHYLQFKEMSDLNK.Y Oxidation: 8, 21



Detailed Protein Report

1962 / 2108

Protein 1578: PREDICTED: brefeldin A-inhibited guanine nucleotide-exchange protein 3 isoform X1 
[Homo sapiens]

Accession: gi|578812850 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.7
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.51 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.89 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1963 / 2108



Detailed Protein Report

1964 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

912 1 679.3350 -108.10 2 40.2 10.6 2 1114-
1125

R.LGNAMLRIVRSK.A Wdown:Qdown 1.89
mdown:qdown 0.51



Detailed Protein Report

1965 / 2108

Protein 1579: 39S ribosomal protein L12, mitochondrial [Homo sapiens]
Accession: gi|27436901 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.88 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1189 1 736.3734 21.42 2 43.5 10.6 1 27-38 R.QVPCVCAVRHMR.S Carbamidomethyl: 4; 
Oxidation: 11

Wdown:Qdown 0.82
mdown:qdown 0.88



Detailed Protein Report

1966 / 2108

Protein 1580: kinesin-like protein KIF2B [Homo sapiens]
Accession: gi|145275216 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.2
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

167 1 579.2618 -95.79 2 31.3 10.6 1 464-473 K.RQLEGAEINK.S



Detailed Protein Report

1967 / 2108

Protein 1581: 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

Quantitation
mdown:qdown Median: 0.94 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1968 1 932.3760 -123.26 2 53.1 10.6 1 352-369 K.GLTPSSMPGLSRAALYSR.L mdown:qdown 0.94
Wdown:Qdown 0.74



Detailed Protein Report

1968 / 2108

Protein 1582: PREDICTED: UPF0600 protein C5orf51 isoform X2 [Homo sapiens]
Accession: gi|578809912 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.7
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1594 1 920.8079 93.38 3 49.8 10.6 0 151-175 K.YCADQQPENHEVDTSVSGAGCTTYK.E Carbamidomethyl: 2



Detailed Protein Report

1969 / 2108

Protein 1583: collagen alpha-1(XIX) chain precursor [Homo sapiens]
Accession: gi|47778921 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.1
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

1829 1 1074.5529 -12.84 3 51.5 10.6 1 412-444 R.GKTGPPGKPGPPGPPGPPGIQGIHQTLGGYYNK.D



Detailed Protein Report

1970 / 2108

Protein 1584: C-type lectin domain family 2 member L [Homo sapiens]
Accession: gi|168229214 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.9
Database Date: 2015-11-30 pI: 7.7

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

2753 1 701.4057 117.54 2 62.8 10.6 1 47-59 R.RSGSGYEGSTSWK.A



Detailed Protein Report

1971 / 2108

Protein 1585: PREDICTED: centromere protein R isoform X2 [Homo sapiens]
Accession: gi|578798787 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.6
Database Date: 2015-11-30 pI: 10.0

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

2235 1 869.0977 107.21 2 58.2 10.5 2 277-292 K.STGLPHKDTSILKALR.F



Detailed Protein Report

1972 / 2108

Protein 1586: 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

1973 / 2108

Protein 1587: lysine-specific demethylase 5A [Homo sapiens]
Accession: gi|110618244 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.0
Database Date: 2015-11-30 pI: 6.1

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

1038 1 530.7671 -21.17 2 41.7 10.5 2 259-266 K.EDEVTRRR.K



Detailed Protein Report

1974 / 2108

Protein 1588: voltage-dependent L-type calcium channel subunit alpha-1D isoform a [Homo sapiens]
Accession: gi|4502527 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 247.4
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report

1975 / 2108



Detailed Protein Report

1976 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1214 1 565.6553 -248.62 2 44.8 10.5 2 500-511 R.GAAKAGPSGCRR.W



Detailed Protein Report

1977 / 2108

Protein 1589: quinone oxidoreductase PIG3 isoform 2 [Homo sapiens]
Accession: gi|332164791 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.4
Database Date: 2015-11-30 pI: 6.0

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

Alias proteins:
Accession Name Description
gi|578803300 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  quinone  oxidoreductase  PIG3  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1177 1 758.4960 117.77 2 44.4 10.5 1 34-47 K.VAASALNRADLMQR.Q



Detailed Protein Report

1978 / 2108

Protein 1590: 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
mdown:qdown 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

263 1 424.1265 -215.05 3 32.0 10.5 0 335-347 R.ELGAGQAPSLGDR.T mdown:qdown 1.36



Detailed Protein Report

1979 / 2108

Protein 1591: huntingtin [Homo sapiens]
Accession: gi|90903231 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 347.6
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.2

No. of unique Peptides: 1



Detailed Protein Report

1980 / 2108



Detailed Protein Report

1981 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2586 1 836.2590 -135.02 1 62.8 10.5 0 2970-
2976

K.GFPCEAR.V Carbamidomethyl: 4



Detailed Protein Report

1982 / 2108

Protein 1592: PREDICTED: zinc finger protein basonuclin-1 isoform X2 [Homo sapiens]
Accession: gi|578827289 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.6
Database Date: 2015-11-30 pI: 6.5
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

1802 1 990.7899 -140.63 2 51.0 10.5 1 2-17 M.CYCIGPQSRCSNNFFK.N Carbamidomethyl: 1, 10



Detailed Protein Report

1983 / 2108

Protein 1593: POU domain, class 4, transcription factor 2 [Homo sapiens]
Accession: gi|110347455 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation 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

1598 1 839.3261 -9.94 2 48.5 10.5 0 70-88 R.SSSSSSSGSSGGGGSEAMR.R Oxidation: 18



Detailed Protein Report

1984 / 2108

Protein 1594: cyclic nucleotide-gated olfactory channel [Homo sapiens]
Accession: gi|42718011 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.0
Database Date: 2015-11-30 pI: 5.8
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

1498 1 798.9215 3.49 2 47.5 10.5 2 485-498 K.GDIGKEMYIIKEGK.L Oxidation: 7



Detailed Protein Report

1985 / 2108

Protein 1595: fatty acid-binding protein 9 [Homo sapiens]
Accession: gi|122937490 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.1
Database Date: 2015-11-30 pI: 9.0
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

643 1 820.5020 122.11 2 36.9 10.5 1 114-127 K.MVVECKMNNIVSTR.I Oxidation: 1



Detailed Protein Report

1986 / 2108

Protein 1596: amyloid protein-binding protein 2 isoform 2 [Homo sapiens]
Accession: gi|541862246 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 6.6

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

1368 1 1022.5418 -38.43 2 45.9 10.5 1 331-348 R.LLQEAHDLHLSSLQLAKK.A



Detailed Protein Report

1987 / 2108

Protein 1597: kinesin-like protein KIF18A [Homo sapiens]
Accession: gi|148612831 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.2
Database Date: 2015-11-30 pI: 9.9

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

1967 1 618.9198 -133.11 3 53.3 10.5 1 169-185 R.DLLVNSGPLAVREDTQK.G



Detailed Protein Report

1988 / 2108

Protein 1598: PREDICTED: kallikrein-2 isoform X2 [Homo sapiens]
Accession: gi|578834440 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.6
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, 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

1240 1 926.5097 65.71 3 45.2 10.5 1 1-26 -.MGTLWGCPGAPPVGAHSCPLPKEVSR.T Carbamidomethyl: 7, 18; 
Oxidation: 1



Detailed Protein Report

1989 / 2108

Protein 1599: ubiquitin-conjugating enzyme E2 variant 1 isoform h [Homo sapiens]
Accession: gi|543583756 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.4
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 7.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|543583762 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ubiquitin-conjugating enzyme E2 variant 1 isoform h [Homo sapiens]

gi|543583760 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ubiquitin-conjugating enzyme E2 variant 1 isoform h [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1611 1 926.6153 189.17 1 50.0 10.5 0 1-7 -.MTIYENR.I



Detailed Protein Report

1990 / 2108

Protein 1600: PREDICTED: long-chain fatty acid transport protein 1 isoform X1 [Homo sapiens]
Accession: gi|578833253 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.9
Database Date: 2015-11-30 pI: 9.7

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

Quantitation
mdown:qdown 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

386 1 587.1707 -251.58 2 34.2 10.5 0 1-12 -.MSVSVLAPAGNK.L mdown:qdown 0.08



Detailed Protein Report

1991 / 2108

Protein 1601: PREDICTED: semaphorin-3C isoform X2 [Homo sapiens]
Accession: gi|530385421 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.5
Database Date: 2015-11-30 pI: 9.8

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

1085 1 508.1558 -280.39 2 42.3 10.5 2 555-562 R.KEVKLNER.I



Detailed Protein Report

1992 / 2108

Protein 1602: E3 ubiquitin-protein ligase Praja-2 [Homo sapiens]
Accession: gi|157412255 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.2
Database Date: 2015-11-30 pI: 4.1

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

151 1 716.1141 128.26 3 31.3 10.5 1 321-339 K.LISSSQVDQETGFNRHEAK.Q



Detailed Protein Report

1993 / 2108

Protein 1603: PREDICTED: nuclear distribution protein nudE homolog 1 isoform X9 [Homo sapiens]
Accession: gi|578828131 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.7
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578840026 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: nuclear distribution protein nudE homolog 1 isoform X3 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2463 1 973.4886 -46.60 2 59.1 10.5 2 2-18 M.NTAFPVTGWASRKEILR.H



Detailed Protein Report

1994 / 2108

Protein 1604: 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

Quantitation
mdown:qdown Median: 0.90 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

1615 1 500.6665 -288.74 2 48.7 10.5 1 200-208 K.TAQKLAIQK.A Wdown:Qdown 0.46
mdown:qdown 0.90



Detailed Protein Report

1995 / 2108

Protein 1605: PREDICTED: MAP7 domain-containing protein 1 isoform X7 [Homo sapiens]
Accession: gi|578799442 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.5
Database Date: 2015-11-30 pI: 10.6

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

1989 1 731.7759 -198.38 2 55.0 10.5 2 323-336 R.RKPNAGGSPAPVRR.R



Detailed Protein Report

1996 / 2108

Protein 1606: 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

1997 / 2108

Protein 1607: PREDICTED: caspase recruitment domain-containing protein 8 isoform X17 [Homo 
sapiens]

Accession: gi|578834172 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 4.4

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

1515 1 735.1472 95.61 3 47.7 10.5 1 332-350 K.FHLYLVPSDALLTKWISSL.-



Detailed Protein Report

1998 / 2108

Protein 1608: PREDICTED: spectrin beta chain, non-erythrocytic 4 isoform X1 [Homo sapiens]
Accession: gi|578834710 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 270.1
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.80 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.94 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1999 / 2108



Detailed Protein Report

2000 / 2108

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1005 2 530.6211 -272.57 2 41.3 10.5 2 2383-
2392

R.EGGDRRASGR.R Wdown:Qdown 0.94
mdown:qdown 0.80



Detailed Protein Report

2001 / 2108

Protein 1609: protein Wnt-2b isoform WNT-2B2 [Homo sapiens]
Accession: gi|13518021 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.7
Database Date: 2015-11-30 pI: 11.0
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

2539 1 863.0477 102.47 2 62.2 10.4 0 1-16 -.MLRPGGAEEAAQLPLR.R Oxidation: 1



Detailed Protein Report

2002 / 2108

Protein 1610: PREDICTED: zinc finger protein 175 isoform X3 [Homo sapiens]
Accession: gi|530417172 Score: 10.4
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: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

30 1 1205.0059 -49.90 2 29.7 10.4 1 218-238 K.LSVYLTDHTGDIPCICKECGK.V Carbamidomethyl: 16, 19



Detailed Protein Report

2003 / 2108

Protein 1611: PREDICTED: probable E3 ubiquitin-protein ligase HERC4 isoform X2 [Homo sapiens]
Accession: gi|578819226 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.8
Database Date: 2015-11-30 pI: 5.6

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

605 1 625.2922 -61.03 3 36.4 10.4 0 470-485 K.LIQPDHPQISQQVNEK.M



Detailed Protein Report

2004 / 2108

Protein 1612: probable ATP-dependent RNA helicase DDX41 [Homo sapiens]
Accession: gi|21071032 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.8
Database Date: 2015-11-30 pI: 6.4

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

1392 1 627.0535 231.18 2 47.1 10.4 1 44-53 R.QLLLQKLLQR.R



Detailed Protein Report

2005 / 2108

Protein 1613: spermatogenesis-associated protein 2 [Homo sapiens]
Accession: gi|5174487 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578836253 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  spermatogenesis-associated  protein  2  isoform  X1  
[Homo sapiens]

gi|209413749 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

spermatogenesis-associated protein 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1652 1 865.4599 50.67 2 49.4 10.4 0 171-184 K.VECEQMLEIHSQVK.D Carbamidomethyl: 3



Detailed Protein Report

2006 / 2108

Protein 1614: 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

2007 / 2108

Protein 1615: mastermind-like protein 2 [Homo sapiens]
Accession: gi|33286444 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.1
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1853 1 1057.5056 -4.32 2 51.8 10.4 2 44-60 R.IAVCRQHHLSCEGRYER.G Carbamidomethyl: 11



Detailed Protein Report

2008 / 2108

Protein 1616: long-chain-fatty-acid--CoA ligase ACSBG2 isoform c [Homo sapiens]
Accession: gi|574584663 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.5
Database Date: 2015-11-30 pI: 9.3
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

2122 1 757.2736 -37.46 2 55.1 10.4 0 374-386 K.CEMNQMSGEPLDK.L Oxidation: 3, 6



Detailed Protein Report

2009 / 2108

Protein 1617: sulfiredoxin-1 [Homo sapiens]
Accession: gi|22129778 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.3
Database Date: 2015-11-30 pI: 9.1

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

486 1 658.1368 -364.79 1 35.0 10.4 0 111-116 R.ETIPAK.L



Detailed Protein Report

2010 / 2108

Protein 1618: 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

2011 / 2108

Protein 1619: 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

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

1734 1 727.3981 23.60 2 50.2 10.4 0 200-214 K.SPVAGVGNGGSLWPR.E



Detailed Protein Report

2012 / 2108

Protein 1620: BRI3-binding protein precursor [Homo sapiens]
Accession: gi|19923665 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 9.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1393 1 817.0674 1.39 3 47.1 10.4 1 207-229 R.SSPSGPSNPSNPSVEEKLEHLEK.Q



Detailed Protein Report

2013 / 2108

Protein 1621: PREDICTED: sodium channel protein type 2 subunit alpha isoform X7 [Homo sapiens]
Accession: gi|530370758 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.8
Database Date: 2015-11-30 pI: 5.0

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

Quantitation
mdown:qdown Median: 0.64 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 9.17 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

390 1 704.6907 -199.27 2 34.2 10.4 0 336-350 K.DGNGTTSGIGSSVEK.Y mdown:qdown 0.64
Wdown:Qdown 9.17



Detailed Protein Report

2014 / 2108

Protein 1622: PREDICTED: zinc finger protein 558 isoform X2 [Homo sapiens]
Accession: gi|530414534 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.9
Database Date: 2015-11-30 pI: 10.5

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

2266 1 863.8501 -160.21 2 56.8 10.4 1 15-29 R.VNKPSLISQLEQDKK.V



Detailed Protein Report

2015 / 2108

Protein 1623: dickkopf-related protein 2 precursor [Homo sapiens]
Accession: gi|7657023 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.4
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl, Oxidation 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

2021 1 719.7845 12.19 2 53.9 10.4 1 110-121 R.CHRDGMCCPSTR.C Carbamidomethyl: 7; 
Oxidation: 6



Detailed Protein Report

2016 / 2108

Protein 1624: PREDICTED: sodium/hydrogen exchanger 7 isoform X6 [Homo sapiens]
Accession: gi|578838129 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.7
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

919 1 937.9706 -55.89 2 40.3 10.4 1 458-473 R.AAHIYPLSFFLNLGRR.H



Detailed Protein Report

2017 / 2108

Protein 1625: TCR gamma alternate reading frame protein isoform 2 [Homo sapiens]
Accession: gi|51702238 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.8
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.6

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 1.32 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.09 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578813513 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  TCR  gamma  alternate  reading  frame  protein  isoform  
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

71 1 857.9091 -53.04 2 30.1 10.4 0 87-100 K.SVVYFAIITCCLLR.R Carbamidomethyl: 10, 11 Wdown:Qdown 1.09
mdown:qdown 1.32



Detailed Protein Report

2018 / 2108

Protein 1626: PREDICTED: zinc finger CCHC domain-containing protein 9-like [Homo sapiens]
Accession: gi|530410856 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

492 1 689.6601 -214.61 2 35.1 10.4 1 84-95 K.CGSTDHEITKCK.A Carbamidomethyl: 1



Detailed Protein Report

2019 / 2108

Protein 1627: PREDICTED: uncharacterized protein C9orf173 isoform X2 [Homo sapiens]
Accession: gi|578817480 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 12.0

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

815 1 647.8146 -7.85 2 39.0 10.4 2 147-158 K.SKSFRGCHSASK.T mdown:qdown 0.46



Detailed Protein Report

2020 / 2108

Protein 1628: upstream stimulatory factor 1 isoform 2 [Homo sapiens]
Accession: gi|46877102 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.4
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

829 1 647.8199 -30.73 2 39.2 10.4 2 142-151 R.RAQHNEVERR.R



Detailed Protein Report

2021 / 2108

Protein 1629: PREDICTED: potassium channel subfamily T member 2 isoform X3 [Homo sapiens]
Accession: gi|578800878 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.7
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.87 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.18 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

2058 1 766.2651 -167.59 2 54.3 10.4 1 1-12 -.MFSRQDHQTILR.A Wdown:Qdown 0.18
mdown:qdown 0.87



Detailed Protein Report

2022 / 2108

Protein 1630: PREDICTED: collagen alpha-3(IV) chain isoform X6 [Homo sapiens]
Accession: gi|530369772 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.9
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

1731 1 927.5221 67.52 3 50.3 10.4 1 511-540 K.GSPGSPGNTGLPGFPGFPGAQGDPGLKGEK.G



Detailed Protein Report

2023 / 2108

Protein 1631: disintegrin and metalloproteinase domain-containing protein 28 isoform 3 
preproprotein [Homo sapiens]

Accession: gi|54292117 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.2
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1056 1 770.2315 -318.65 1 42.8 10.4 1 21-27 K.ELPGVKK.Y



Detailed Protein Report

2024 / 2108

Protein 1632: rho guanine nucleotide exchange factor 18 isoform a [Homo sapiens]
Accession: gi|41327769 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.0
Database Date: 2015-11-30 pI: 5.9

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

Alias proteins:
Accession Name Description
gi|578833135 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: rho guanine nucleotide exchange factor 18 isoform X8 
[Homo sapiens]

gi|578833133 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: rho guanine nucleotide exchange factor 18 isoform X7 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1380 1 683.3455 -90.52 2 45.8 10.4 2 940-951 R.NRRSLSPILPGR.H



Detailed Protein Report

2025 / 2108

Protein 1633: ribosome biogenesis protein BOP1 [Homo sapiens]
Accession: gi|21327667 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.6
Database Date: 2015-11-30 pI: 5.8

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

1359 1 649.4254 79.09 2 46.7 10.3 2 254-264 K.EKVSRMVHAIK.M



Detailed Protein Report

2026 / 2108

Protein 1634: PREDICTED: ankyrin repeat and SOCS box protein 15 isoform X7 [Homo sapiens]
Accession: gi|578813924 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.7
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1536 1 671.4430 126.89 2 47.9 10.3 1 57-68 K.KGSYDMVSTLIK.H



Detailed Protein Report

2027 / 2108

Protein 1635: 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

2028 / 2108

Protein 1636: PREDICTED: LOW QUALITY PROTEIN: ubiquitin-conjugating enzyme E2 variant 1-like 
[Homo sapiens]

Accession: gi|578818188 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 10.2

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

997 1 932.4752 -21.83 3 42.0 10.3 2 0-0 .NTHLCKIVTKINTNGVDSSNVVVDPK.



Detailed Protein Report

2029 / 2108

Protein 1637: E3 ubiquitin-protein ligase MARCH9 precursor [Homo sapiens]
Accession: gi|40255016 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.7
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1271 1 1137.1500 14.26 3 44.6 10.3 2 35-66 R.GGGCGWAPFAGCSTRDGDGDEEEYYGSEPRAR.G Carbamidomethyl: 4



Detailed Protein Report

2030 / 2108

Protein 1638: 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

2031 / 2108

Protein 1639: PREDICTED: phosphoglucomutase-2 isoform X1 [Homo sapiens]
Accession: gi|578808564 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.0
Database Date: 2015-11-30 pI: 6.0

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

1347 1 497.6300 -225.67 2 46.5 10.3 1 365-373 K.NNYPKACGK.F



Detailed Protein Report

2032 / 2108

Protein 1640: THAP domain-containing protein 7 [Homo sapiens]
Accession: gi|56788349 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.4
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 4.15 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.18 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|56788351 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
THAP domain-containing protein 7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

170 1 688.1530 -202.56 2 31.5 10.3 1 2-13 M.PRHCSAAGCCTR.D Carbamidomethyl: 9, 10 Wdown:Qdown 1.18
mdown:qdown 4.15



Detailed Protein Report

2033 / 2108

Protein 1641: PREDICTED: tetraspanin-5 isoform X1 [Homo sapiens]
Accession: gi|530377048 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.1
Database Date: 2015-11-30 pI: 4.5

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

2405 1 665.1991 -138.24 2 60.4 10.3 1 129-140 R.ERCGVPFSCCTK.D



Detailed Protein Report

2034 / 2108

Protein 1642: keratin-associated protein 19-2 [Homo sapiens]
Accession: gi|31791032 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 5.7
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 36.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1176 1 704.1751 -100.37 3 44.4 10.3 1 26-44 R.YGCGHRGCGDGCCCPSCYR.R Carbamidomethyl: 3, 17



Detailed Protein Report

2035 / 2108

Protein 1643: ferritin, heavy polypeptide-like 18 [Homo sapiens]
Accession: gi|410991933 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.1
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1
Quantitation
Wdown:Qdown 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

1720 1 698.9029 40.96 2 50.0 10.3 2 1-11 -.MVVLRGPHRCR.H Carbamidomethyl: 10; 
Oxidation: 1

Wdown:Qdown 0.15



Detailed Protein Report
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Protein 1644: 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
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Protein 1645: PREDICTED: golgin subfamily A member 6-like protein 2 [Homo sapiens]
Accession: gi|578796967 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.8
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

302 1 409.4394 -183.74 3 32.5 10.3 1 310-318 K.MWGQEEKMR.G Oxidation: 1, 8



Detailed Protein Report
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Protein 1646: PREDICTED: stabilin-2 isoform X1 [Homo sapiens]
Accession: gi|578823928 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 243.6
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Quantitation
Wdown:Qdown Median: 1.51 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

2039 / 2108



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

424 1 761.9985 164.95 2 34.3 10.3 0 568-581 K.DGTLDYLLSPEGSR.K Wdown:Qdown 1.51



Detailed Protein Report
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Protein 1647: protein-tyrosine sulfotransferase 2 precursor [Homo sapiens]
Accession: gi|56699463 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.9
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|56699465 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein-tyrosine sulfotransferase 2 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1673 1 1045.0313 -28.88 2 49.6 10.3 2 178-195 K.FLLMVRDGRASVHSMITR.K



Detailed Protein Report

2042 / 2108

Protein 1648: PREDICTED: zinc finger protein 451 isoform X2 [Homo sapiens]
Accession: gi|530381758 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.8
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

2396 1 832.2427 -131.97 2 58.6 10.3 0 610-622 R.ICEDMFDSQEYVK.Q Carbamidomethyl: 2



Detailed Protein Report
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Protein 1649: DNA helicase MCM9 isoform 2 [Homo sapiens]
Accession: gi|23397546 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.0
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation 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

754 1 859.6837 -112.34 3 38.8 10.3 2 211-233 R.LSVGSIPRSMKVILEDDLVDSCK.S Carbamidomethyl: 22; 
Oxidation: 10



Detailed Protein Report
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Protein 1650: schlafen family member 11 [Homo sapiens]
Accession: gi|157388957 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.8
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578831629 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: schlafen family member 11 isoform X3 [Homo sapiens]

gi|530411217 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: schlafen family member 11 isoform X2 [Homo sapiens]

gi|157388965 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

schlafen family member 11 [Homo sapiens]

gi|157388963 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

schlafen family member 11 [Homo sapiens]

gi|157388961 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

schlafen family member 11 [Homo sapiens]

gi|157388959 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

schlafen family member 11 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1159 1 666.8476 60.36 2 43.2 10.3 0 306-316 R.GELYGYACMIR.V Carbamidomethyl: 8



Detailed Protein Report
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Protein 1651: PREDICTED: mediator of RNA polymerase II transcription subunit 14 isoform X3 
[Homo sapiens]

Accession: gi|530421646 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.34 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 17.44 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

623 1 675.6771 -160.57 2 37.1 10.3 0 804-813 R.NMYCIDIYCR.S Carbamidomethyl: 9 mdown:qdown 0.34
Wdown:Qdown 17.44



Detailed Protein Report
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Protein 1652: delta-like protein 4 precursor [Homo sapiens]
Accession: gi|9506545 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.6
Database Date: 2015-11-30 pI: 6.6

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

2633 1 1175.1428 60.41 2 61.2 10.3 2 557-576 R.LRRPDDGSREAMNNLSDFQK.D



Detailed Protein Report
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Protein 1653: serine/threonine-protein phosphatase 6 regulatory ankyrin repeat subunit C [Homo 
sapiens]

Accession: gi|157743284 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.0
Database Date: 2015-11-30 pI: 6.0

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

Quantitation
mdown:qdown Median: 0.64 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

276 1 591.6792 -242.16 2 32.8 10.3 0 338-348 K.FGNTPLHVAAR.Y Wdown:Qdown 0.25
mdown:qdown 0.64



Detailed Protein Report
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Protein 1654: PREDICTED: nuclear receptor subfamily 4 group A member 2 isoform X2 [Homo 
sapiens]

Accession: gi|530370487 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.8
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530370489 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  nuclear  receptor  subfamily  4  group  A  member  2  
isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1642 1 745.6928 -197.27 2 50.4 10.3 0 117-130 K.QSPPGTPVSSCQMR.F Oxidation: 13



Detailed Protein Report
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Protein 1655: PREDICTED: pyruvate dehydrogenase phosphatase regulatory subunit, mitochondrial 
isoform X5 [Homo sapiens]

Accession: gi|530424049 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.8
Database Date: 2015-11-30 pI: 5.5
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

2226 1 753.2849 -137.90 2 56.5 10.3 1 70-81 R.RMPELETLEIMK.L Oxidation: 2



Detailed Protein Report
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Protein 1656: sodium channel protein type 3 subunit alpha isoform 3 [Homo sapiens]
Accession: gi|126362955 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 221.3
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl 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

2349 1 1073.7513 -75.47 3 59.7 10.2 2 675-699 R.QKCPPCWYRFANVFLIWDCCDAWLK.V Carbamidomethyl: 6, 19



Detailed Protein Report
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Protein 1657: protein lin-54 homolog isoform b [Homo sapiens]
Accession: gi|169234721 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|573014793 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein lin-54 homolog isoform b [Homo sapiens]

gi|169234723 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein lin-54 homolog isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

107 1 504.5800 42.14 3 30.6 10.2 1 405-417 K.CIGCKNFEESPER.K



Detailed Protein Report
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Protein 1658: 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
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Protein 1659: mitochondrial import receptor subunit TOM70 [Homo sapiens]
Accession: gi|54607135 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.4
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2380 1 1103.1407 111.53 2 60.1 10.2 0 475-494 R.CAEGYALYAQALTDQQQFGK.A



Detailed Protein Report
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Protein 1660: splicing factor 1 isoform 3 [Homo sapiens]
Accession: gi|42544123 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.7
Database Date: 2015-11-30 pI: 10.1

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

1835 1 1022.8888 -132.35 2 53.0 10.2 2 80-97 R.SPSPEPIYNSEGKRLNTR.E



Detailed Protein Report
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Protein 1661: PREDICTED: glyoxalase domain-containing protein 5 isoform X1 [Homo sapiens]
Accession: gi|578838023 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.3
Database Date: 2015-11-30 pI: 5.2

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

786 1 848.9729 36.84 2 38.7 10.2 2 16-29 K.ILGMEVMTFKEDRK.A



Detailed Protein Report
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Protein 1662: 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
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Protein 1663: 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
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Protein 1664: ADNP homeobox protein 2 [Homo sapiens]
Accession: gi|7662346 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530414111 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: ADNP homeobox 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

951 1 770.8434 -90.42 2 40.7 10.2 1 859-873 K.VRPQAEGTPGSTGKR.V



Detailed Protein Report
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Protein 1665: histone deacetylase 1 [Homo sapiens]
Accession: gi|13128860 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.1
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.69 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.02 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

248 1 795.3819 1.58 2 32.5 10.2 2 452-464 K.DPEEKKEVTEEEK.T Wdown:Qdown 1.02
mdown:qdown 0.69



Detailed Protein Report
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Protein 1666: transcription initiation factor TFIID subunit 1-like [Homo sapiens]
Accession: gi|24429572 Score: 10.2
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
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Cmpds. [ppm] [min]

1092 1 839.4008 43.81 2 42.4 10.2 0 1050-
1065

R.TMSTEQAHSGEGPMSK.F



Detailed Protein Report
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Protein 1667: kin of IRRE-like protein 1 isoform 2 precursor [Homo sapiens]
Accession: gi|556503362 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.7
Database Date: 2015-11-30 pI: 5.4

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

1905 1 891.3754 -53.76 2 52.5 10.2 0 590-605 K.FNSHPFPGAAGYPTYR.L



Detailed Protein Report
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Protein 1668: 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
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Protein 1669: noggin precursor [Homo sapiens]
Accession: gi|4885523 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

2199 1 869.3168 -104.52 2 56.0 10.2 1 182-196 K.RSCSVPEGMVCKPSK.S Carbamidomethyl: 3, 11; 
Oxidation: 9



Detailed Protein Report
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Protein 1670: 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
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Protein 1671: 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
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Protein 1672: ribonucleases P/MRP protein subunit POP1 [Homo sapiens]
Accession: gi|225007648 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.6
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|225007652 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ribonucleases P/MRP protein subunit POP1 [Homo sapiens]

gi|225007650 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ribonucleases P/MRP protein subunit POP1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2209 1 1131.3087 -184.38 1 56.1 10.2 0 741-750 R.SEVPCAPMPK.K Carbamidomethyl: 5; 
Oxidation: 8



Detailed Protein Report
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Protein 1673: dual specificity protein phosphatase 3 [Homo sapiens]
Accession: gi|4758208 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.5
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 9.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2739 1 922.4796 -41.08 2 65.5 10.2 1 37-53 R.IYVGNASVAQDIPKLQK.L



Detailed Protein Report
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Protein 1674: cullin-1 [Homo sapiens]
Accession: gi|32307161 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.6
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530387140 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cullin-1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1171 1 666.8327 -29.92 2 43.3 10.2 0 365-375 K.MYVQTVLDVHK.K



Detailed Protein Report
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Protein 1675: NEDD8-conjugating enzyme UBE2F isoform 3 [Homo sapiens]
Accession: gi|507144081 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.5
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 9.2
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 0.33 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

314 1 718.8197 -61.19 2 33.3 10.2 2 16-29 K.GSRTAATASDSTRR.V Wdown:Qdown 1.10
mdown:qdown 0.33



Detailed Protein Report

2072 / 2108

Protein 1676: dipeptidase 3 isoform b precursor [Homo sapiens]
Accession: gi|193211610 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.3
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

2783 1 701.7137 -21.38 3 66.2 10.2 2 13-31 R.LLLPGSRGRPPRNMQPTGR.E



Detailed Protein Report

2073 / 2108

Protein 1677: 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
Quantitation
mdown:qdown Median: 0.75 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1276 1 593.6730 -244.29 2 44.5 10.1 0 332-341 R.IMITSHFPPK.T Oxidation: 2 mdown:qdown 0.75
Wdown:Qdown 1.04



Detailed Protein Report

2074 / 2108

Protein 1678: ranBP-type and C3HC4-type zinc finger-containing protein 1 isoform 1 [Homo sapiens]
Accession: gi|5454168 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.9
Database Date: 2015-11-30 pI: 5.3
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

1428 1 783.1753 -189.81 2 46.6 10.1 0 455-468 R.VNGIPCHPSCQNCH.- Carbamidomethyl: 13



Detailed Protein Report

2075 / 2108

Protein 1679: PREDICTED: transmembrane protein 184B isoform X5 [Homo sapiens]
Accession: gi|530419895 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.5
Database Date: 2015-11-30 pI: 8.6
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.16 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.20 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530419897 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  transmembrane  protein  184B  isoform  X6  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1116 1 713.7679 112.87 3 43.6 10.1 2 257-275 K.RLDAQVPTYGPYGRCAPMK.S Oxidation: 18 Wdown:Qdown 0.20
mdown:qdown 0.16



Detailed Protein Report

2076 / 2108

Protein 1680: PREDICTED: fibroin heavy chain-like isoform X3 [Homo sapiens]
Accession: gi|578832854 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.6
Database Date: 2015-11-30 pI: 4.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.4

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.32 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.30 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578846640 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: fibroin heavy chain-like isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

315 1 881.3242 -98.81 3 33.3 10.1 1 1-24 -.
MSGELAVCRVTEGASCMSELAVWR.
V

Carbamidomethyl: 8 mdown:qdown 0.32
Wdown:Qdown 0.30



Detailed Protein Report

2077 / 2108

Protein 1681: 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

2078 / 2108

Protein 1682: PREDICTED: uncharacterized protein LOC101930265 [Homo sapiens]
Accession: gi|530355909 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.6
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

883 1 759.6775 -182.21 2 40.5 10.1 0 12-24 R.CLHGNPGACMETR.V Carbamidomethyl: 1, 9; 
Oxidation: 10



Detailed Protein Report

2079 / 2108

Protein 1683: serpin A12 precursor [Homo sapiens]
Accession: gi|27777657 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.1
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530403137 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: serpin A12 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

462 1 435.6354 -276.28 2 34.4 10.1 0 303-310 R.VVDVSVPR.L



Detailed Protein Report

2080 / 2108

Protein 1684: probable gluconokinase isoform 3 [Homo sapiens]
Accession: gi|379642551 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.7
Database Date: 2015-11-30 pI: 5.9

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

702 1 387.7050 -42.29 2 37.6 10.1 0 46-52 R.DILTQGK.D



Detailed Protein Report

2081 / 2108

Protein 1685: PREDICTED: outer dense fiber protein 3B isoform X8 [Homo sapiens]
Accession: gi|578837697 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 11.9

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

1116 1 645.3234 -28.32 3 42.6 10.1 2 113-130 K.VGEGPGRTQGVPGPRQWR.R



Detailed Protein Report

2082 / 2108

Protein 1686: 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

2083 / 2108

Protein 1687: PREDICTED: nuclear factor NF-kappa-B p100 subunit isoform X3 [Homo sapiens]
Accession: gi|578819504 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

218 1 606.1428 -233.36 2 32.1 10.1 0 242-252 R.GGDEVYLLCDK.V



Detailed Protein Report

2084 / 2108

Protein 1688: 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

2085 / 2108

Protein 1689: PREDICTED: splicing factor, suppressor of white-apricot homolog isoform X1 [Homo 
sapiens]

Accession: gi|578824119 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.4
Database Date: 2015-11-30 pI: 9.4
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

2815 1 698.3601 23.69 2 64.3 10.1 1 1-13 -.MYGASGGRAKPER.K Oxidation: 1



Detailed Protein Report

2086 / 2108

Protein 1690: PREDICTED: obscurin-like protein 1 isoform X8 [Homo sapiens]
Accession: gi|530370081 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 188.3
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl 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

402 1 538.2257 -26.26 2 34.1 10.1 0 1660-
1669

R.EGAELCPGDK.Y Carbamidomethyl: 6



Detailed Protein Report

2087 / 2108

Protein 1691: PREDICTED: zinc finger MYM-type protein 2 isoform X7 [Homo sapiens]
Accession: gi|578824999 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.3
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2179 1 966.3391 -135.18 2 57.4 10.1 2 720-736 R.LGLRCVTCNYCSQLCKK.G



Detailed Protein Report

2088 / 2108

Protein 1692: PREDICTED: lon protease homolog 2, peroxisomal isoform X1 [Homo sapiens]
Accession: gi|530424409 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.6
Database Date: 2015-11-30 pI: 6.8
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

2792 1 700.9125 87.47 2 63.3 10.1 1 233-244 K.IRTSSMPEQAHK.V Oxidation: 6



Detailed Protein Report

2089 / 2108

Protein 1693: PREDICTED: prothymosin alpha-like [Homo sapiens]
Accession: gi|113420837 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.9
Database Date: 2015-11-30 pI: 3.7

Sequence Coverage [%]: 16.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|410172476 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: prothymosin alpha-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2007 1 947.3382 -146.89 2 53.7 10.1 1 1-18 -.MSDAAVDTSSEIIAKDLK.E



Detailed Protein Report

2090 / 2108

Protein 1694: PREDICTED: zinc finger protein 133 isoform X15 [Homo sapiens]
Accession: gi|578835536 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.4
Database Date: 2015-11-30 pI: 10.9

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

2415 1 919.8559 64.50 3 60.5 10.1 2 407-430 R.GFSQKSNLVAHQRTHSGERPYVCR.E



Detailed Protein Report

2091 / 2108

Protein 1695: PREDICTED: EH domain-binding protein 1 isoform X4 [Homo sapiens]
Accession: gi|530367409 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.6
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
mdown:qdown Median: 4.15 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown 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

157 1 688.1811 -190.45 2 31.2 10.1 0 558-569 K.HNTNTATPFCNR.Q Wdown:Qdown 1.18
mdown:qdown 4.15



Detailed Protein Report

2092 / 2108

Protein 1696: semaphorin-4A isoform 2 [Homo sapiens]
Accession: gi|300863076 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.1
Database Date: 2015-11-30 pI: 6.3

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

1803 1 731.7464 -92.08 2 52.5 10.1 0 409-422 R.GNPEWACASGPMSR.S



Detailed Protein Report

2093 / 2108

Protein 1697: NACHT, LRR and PYD domains-containing protein 5 [Homo sapiens]
Accession: gi|158321897 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.3
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Quantitation
mdown:qdown 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

692 1 454.6453 -240.71 2 38.0 10.1 0 812-818 K.IQTLMFR.N mdown:qdown 0.59



Detailed Protein Report

2094 / 2108

Protein 1698: 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

Quantitation
mdown:qdown 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

633 1 537.6446 -266.88 2 36.5 10.1 2 1046-
1055

R.KEHGKFGSGK.R mdown:qdown 0.86



Detailed Protein Report

2095 / 2108

Protein 1699: zinc finger protein 227 isoform d [Homo sapiens]
Accession: gi|574584777 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.4
Database Date: 2015-11-30 pI: 10.2
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

2710 1 709.8328 38.38 2 65.1 10.1 1 425-437 K.CETCGKGFSQSSK.L Carbamidomethyl: 1



Detailed Protein Report

2096 / 2108

Protein 1700: 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

2097 / 2108

Protein 1701: zinc finger protein 219 [Homo sapiens]
Accession: gi|156415996 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.8
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578825867 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 219 isoform X4 [Homo sapiens]

gi|578825865 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 219 isoform X3 [Homo sapiens]

gi|156416026 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 219 [Homo sapiens]

gi|156415998 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 219 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1199 1 591.8419 -151.95 3 43.6 10.1 0 78-93 R.AHPGAQAFQCPHCGHR.A Carbamidomethyl: 13



Detailed Protein Report

2098 / 2108

Protein 1702: carbamoyl-phosphate synthase [ammonia], mitochondrial isoform c [Homo sapiens]
Accession: gi|170295797 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.0
Database Date: 2015-11-30 pI: 5.6

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

2548 1 973.5400 12.35 2 60.1 10.0 2 465-481 K.QISKCLGLTEAQTRELR.L



Detailed Protein Report

2099 / 2108

Protein 1703: PREDICTED: FCH and double SH3 domains protein 1 isoform X2 [Homo sapiens]
Accession: gi|578810932 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.0
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2505 1 735.3915 -44.40 2 61.8 10.0 0 624-636 R.LRPMRPPPPPPAK.A Oxidation: 4



Detailed Protein Report

2100 / 2108

Protein 1704: protein aurora borealis isoform 3 [Homo sapiens]
Accession: gi|557948052 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.4
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.43 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 1.62 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

1061 1 660.1801 -190.79 2 41.8 10.0 0 265-275 R.LQMYSGGTQYR.T Oxidation: 3 Wdown:Qdown 1.62
mdown:qdown 0.43



Detailed Protein Report

2101 / 2108

Protein 1705: carnosine synthase 1 isoform 2 [Homo sapiens]
Accession: gi|148839342 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.4
Database Date: 2015-11-30 pI: 5.8

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

1575 1 1073.1550 112.90 2 48.4 10.0 1 65-85 R.EAAELARDLTCPTGASAELAR.L



Detailed Protein Report

2102 / 2108

Protein 1706: coiled-coil domain-containing protein 108 isoform 4 [Homo sapiens]
Accession: gi|507144067 Score: 10.0
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
Wdown:Qdown 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

640 1 712.1825 -155.63 2 37.3 10.0 0 287-298 K.CPEDQDAEGFQK.L Carbamidomethyl: 1 Wdown:Qdown 1.10



Detailed Protein Report

2103 / 2108

Protein 1707: disintegrin and metalloproteinase domain-containing protein 21 preproprotein [Homo 
sapiens]

Accession: gi|333033779 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.8
Database Date: 2015-11-30 pI: 6.2
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

458 1 592.1571 -119.04 2 35.0 10.0 0 507-515 R.CNNHDQHCR.E Carbamidomethyl: 8



Detailed Protein Report

2104 / 2108

Protein 1708: NFX1-type zinc finger-containing protein 1 [Homo sapiens]
Accession: gi|28626521 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 220.1
Database Date: 2015-11-30 pI: 7.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 1
Quantitation
mdown:qdown Median: 0.64 CV: 0.00 % No. of Peptides: 1
Wdown:Qdown Median: 0.17 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578836091 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  NFX1-type  zinc  finger-containing  protein  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

293 1 657.7265 -89.80 2 32.8 10.0 0 1315-
1324

K.EFQCMKPCQK.V Carbamidomethyl: 4; 
Oxidation: 5

Wdown:Qdown 0.17
mdown:qdown 0.64
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Protein 1709: phosphoserine aminotransferase isoform 2 [Homo sapiens]
Accession: gi|10863955 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.2
Database Date: 2015-11-30 pI: 6.3

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

1777 1 917.3037 -164.85 1 52.2 10.0 0 318-324 K.FLEMHQL.-
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Protein 1710: interferon omega-1 precursor [Homo sapiens]
Accession: gi|4504605 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.3
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl 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

1937 1 682.2708 -81.85 3 54.3 10.0 2 158-173 K.KYSDCAWEVVRMEIMK.S Carbamidomethyl: 5
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Protein 1711: 2'-5'-oligoadenylate synthase-like protein isoform a [Homo sapiens]
Accession: gi|11321577 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.2
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2656 1 665.3226 -39.85 2 61.5 10.0 1 340-350 R.ENPISSWNVKR.A


