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

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

Fraction:  

Volume:  Concentration:  

Note:  

Buffer:  Organism:  

Search Result Info
Search Result Location Search Engine Database

ZT_human_PE_2015-12-08 22:06:
28

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

Mascot refseq_human

Protein 1: serum albumin preproprotein [Homo sapiens]
Accession: gi|4502027 Score: 1200.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.3
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 43.3

No. of unique Peptides: 26
Quantitation
MD:MU Median: 0.95 CV: 48.22 % No. of Peptides: 11

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

218 5 613.6618 -235.22 2 32.4 67.0 1 35-44 R.FKDLGEENFK.A

581 11 575.1784 -230.65 2 36.9 63.0 0 66-75 K.LVNEVTEFAK.T MD:MU 0.44

357 5 509.1363 -266.02 2 33.8 49.0 0 89-97 K.SLHTLFGDK.L

166 2 879.4220 9.29 3 31.5 20.2 2 118-138 K.
QEPERNECFLQHKDDNPNLPR.L

Carbamidomethyl: 8 MD:MU 1.14

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 MD:MU 0.65

258 1 528.1494 -281.00 2 32.9 20.3 1 161-168 K.KYLYEIAR.R MD:MU 1.34

404 7 464.1276 -264.45 2 34.7 29.4 0 162-168 K.YLYEIAR.R

41 2 686.2847 -3.37 2 30.2 57.0 0 187-198 K.AAFTECCQAADK.A Carbamidomethyl: 6, 7
MD:MU 1.06
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

31 3 537.7767 3.24 2 30.1 45.4 1 206-214 K.LDELRDEGK.A

143 2 696.2767 -10.48 3 31.5 53.1 0 265-281 K.VHTECCHGDLLECADDR.A Carbamidomethyl: 5, 6, 13 MD:MU 0.47

43 6 722.3176 -9.77 2 29.9 70.8 0 287-298 K.YICENQDSISSK.L Carbamidomethyl: 3 MD:MU 1.10

86 2 773.8871 -19.34 2 30.5 20.6 1 299-310 K.LKECCEKPLLEK.S Carbamidomethyl: 4, 5

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

2327 7 820.2531 -172.78 2 59.0 52.7 0 348-360 K.DVFLGMFLYEYAR.R Oxidation: 6

4 7 776.8063 4.85 2 28.8 27.2 0 384-396 K.CCAAADPHECYAK.V Carbamidomethyl: 1, 2, 10

2151 19 1022.9578 -91.39 2 56.8 49.0 0 397-413 K.VFDEFKPLVEEPQNLIK.Q

1272 10 829.3522 -33.47 2 45.5 60.5 0 414-426 K.QNCELFEQLGEYK.F Carbamidomethyl: 3 MD:MU 0.70

645 6 480.6456 -289.76 2 37.6 42.7 0 427-434 K.FQNALLVR.Y

78 3 569.7455 -12.45 2 30.7 62.5 0 500-508 K.CCTESLVNR.R Carbamidomethyl: 1, 2

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

2158 4 753.9220 -119.94 3 56.9 37.4 0 525-543 K.EFNAETFTFHADICTLSEK.E Carbamidomethyl: 14 MD:MU 1.34

421 2 564.7074 -257.77 2 34.6 52.0 1 549-558 K.KQTALVELVK.H MD:MU 1.95

804 9 500.6657 -279.19 2 39.5 47.2 0 550-558 K.QTALVELVK.H MD:MU 1.38

1982 11 671.7238 -144.76 2 54.9 77.6 0 570-581 K.AVMDDFAAFVEK.C

21 2 543.2367 -19.25 3 29.6 43.1 2 585-598 K.ADDKETCFAEEGKK.L Carbamidomethyl: 7
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Protein 2: keratin, type I cytoskeletal 13 isoform a [Homo sapiens]
Accession: gi|131412225 Score: 557.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 26.4

No. of unique Peptides: 11
Quantitation
MD:MU Median: 0.48 CV: 24.79 % No. of Peptides: 9

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

269 2 651.1939 -213.19 2 32.7 78.3 0 124-135 R.ALEEANADLEVK.I MD:MU 0.38

211 1 572.8141 -9.69 2 32.3 55.6 0 166-175 K.ILTATIENNR.V MD:MU 0.53

528 4 521.6763 -233.65 2 35.9 61.6 0 176-184 R.VILEIDNAR.L MD:MU 0.37

395 1 624.8212 -47.61 2 34.3 26.0 1 192-201 R.LKYENELALR.Q MD:MU 0.79

379 3 601.3190 11.24 2 34.1 54.4 0 202-212 R.QSVEADINGLR.R MD:MU 0.36

235 1 679.3515 -16.64 2 32.3 26.4 1 202-213 R.QSVEADINGLRR.V MD:MU 0.60

604 2 509.1500 -284.72 2 36.9 50.6 0 214-222 R.VLDELTLSK.T

142 3 725.3217 -19.13 2 31.2 69.4 0 343-355 K.AGLENTVAETECR.Y Carbamidomethyl: 12 MD:MU 0.44

269 3 690.3609 -9.58 2 33.1 55.3 1 396-406 K.TRLEQEIATYR.S MD:MU 0.55

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

MD:MU 0.45
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Protein 3: keratin, type II cytoskeletal 6A [Homo sapiens]
Accession: gi|5031839 Score: 421.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.0
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 18.1
No. of unique Peptides: 9

Quantitation
MD:MU Median: 0.81 CV: 49.78 % No. of Peptides: 5

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

646 5 602.1748 -244.40 2 37.4 36.8 0 195-204 K.WTLLQEQGTK.T

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

1215 2 591.1296 -252.65 2 44.9 47.4 0 241-250 R.GMQDLVEDFK.N

212 1 675.8653 -2.24 2 32.0 57.5 1 261-272 R.TAAENEFVTLKK.D MD:MU 0.49

1892 12 704.2620 -138.19 2 53.7 69.2 0 288-299 K.ADTLTDEINFLR.A MD:MU 0.59

2394 1 665.3448 -32.87 2 59.8 62.6 0 327-338 R.NLDLDSIIAEVK.A MD:MU 0.65

167 1 583.1671 -220.95 2 31.8 56.5 0 360-369 K.YEELQVTAGR.H MD:MU 1.09

303 1 577.1338 -255.87 2 33.1 22.3 0 447-455 K.EYQELMNVK.L

1633 5 632.2990 -81.98 2 50.2 43.1 0 456-466 K.LALDVEIATYR.K MD:MU 1.76
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Protein 4: apolipoprotein A-I preproprotein [Homo sapiens]
Accession: gi|4557321 Score: 380.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 41.2
No. of unique Peptides: 11

Quantitation
MD:MU Median: 0.60 CV: 53.99 % No. of Peptides: 3

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

1864 3 731.8056 -169.23 2 53.2 27.6 1 35-47 R.VKDLATVYVDVLK.D

879 1 700.6959 -203.14 2 40.4 28.4 0 52-64 R.DYVSQFEGSALGK.Q MD:MU 1.22

1776 8 806.8793 -21.03 2 52.0 89.5 0 70-83 K.LLDNWDSVTSTFSK.L

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

2222 1 966.8539 -120.62 2 57.6 15.7 0 86-101 R.EQLGPVTQEFWDNLEK.E

556 4 626.8185 7.06 2 36.5 29.2 0 121-130 K.VQPYLDDFQK.K MD:MU 0.48

345 1 690.7121 -216.32 2 34.0 32.1 1 121-131 K.VQPYLDDFQKK.W

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

207 1 651.3188 -13.88 2 32.3 46.5 0 185-195 R.THLAPYSDELR.Q MD:MU 0.38

1846 7 615.7644 -152.39 2 52.9 27.1 0 240-250 R.QGLLPVLESFK.V

2827 19 693.8609 -0.42 2 65.8 57.9 0 251-262 K.VSFLSALEEYTK.K
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Protein 5: keratin, type I cytoskeletal 15 [Homo sapiens]
Accession: gi|24430190 Score: 319.5
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
MD:MU Median: 0.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

811 4 515.1698 -253.80 2 39.5 44.9 0 215-223 R.VLDELTLAR.T MD:MU 0.55
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Protein 6: keratin, type II cytoskeletal 5 [Homo sapiens]
Accession: gi|119395754 Score: 312.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.3
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.8

No. of unique Peptides: 3
Quantitation
MD:MU Median: 0.39 CV: 8.17 % 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 MD:MU 0.42

553 2 851.4187 19.30 2 36.2 57.4 0 406-420 K.QCANLQNAIADAEQR.G Carbamidomethyl: 2 MD:MU 0.36

334 2 720.3453 -20.22 2 33.5 59.4 0 560-576 R.GLGVGFGSGGGSSSSVK.F
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Protein 7: hemoglobin subunit beta [Homo sapiens]
Accession: gi|4504349 Score: 296.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.0
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 44.9
No. of unique Peptides: 7

Quantitation
MD:MU Median: 1.50 CV: 23.74 % No. of Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

63 1 476.7531 -11.35 2 30.5 38.7 0 2-9 M.VHLTPEEK.S

718 2 466.6322 -281.50 2 38.5 27.6 0 10-18 K.SAVTALWGK.V MD:MU 1.85

391 2 657.8281 -12.11 2 34.2 66.6 0 19-31 K.VNVDEVGGEALGR.L MD:MU 1.10

2156 10 637.7714 -148.92 2 56.8 53.2 0 32-41 R.LLVVYPWTQR.F MD:MU 1.30

2205 2 599.9528 -78.86 3 57.5 18.4 1 67-83 K.KVLGAFSDGLAHLDNLK.G

2318 1 557.2358 -118.33 3 58.8 59.7 0 68-83 K.VLGAFSDGLAHLDNLK.G

266 3 563.7687 -29.94 2 33.0 32.4 0 97-105 K.LHVDPENFR.L MD:MU 1.93
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Protein 8: PREDICTED: titin isoform X6 [Homo sapiens]
Accession: gi|578804834 Score: 273.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 3773.1
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 19
Quantitation
MD:MU Median: 2.39 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

619 1 690.3860 77.00 2 37.3 10.5 0 5395-
5407

R.VTNEVGSSICSAR.V Carbamidomethyl: 10

2868 1 805.9212 74.64 2 66.3 17.2 0 6519-
6533

K.AQNEVGSDTCVCTVK.L Carbamidomethyl: 10

1459 1 851.5485 120.85 2 48.0 14.8 0 7111-
7125

K.DIEQTVGLPVTLTCR.L Carbamidomethyl: 14

2735 1 1045.0652 51.04 2 64.6 11.1 1 7556-
7574

K.NDAGMRECSAVLTVLEPAR.I Carbamidomethyl: 8

1761 1 785.8716 -131.54 2 51.8 13.2 2 10202-
10215

K.IHVAISKRVEPPPK.V

1296 1 640.2561 -89.77 2 45.9 12.9 1 10647-
10656

K.EVTIMEEKER.A Oxidation: 5

1495 1 620.4184 75.49 3 48.4 11.8 2 11427-
11443

K.GPEISEKIIPPKKPPTK.V

857 4 555.3421 99.88 2 40.3 14.9 0 11876-
11886

K.GTAIFACDIAK.D

2424 1 822.3339 -55.35 2 60.7 10.9 2 12942-
12954

R.EKEMARFECELSR.E Oxidation: 4

2695 1 805.4194 19.35 2 64.9 15.3 2 12948-
12960

R.FECELSRENAKVK.W Carbamidomethyl: 3

958 4 481.1097 -309.72 2 41.5 15.0 0 13690-
13697

K.TWVLATDR.A

2512 2 813.3358 -60.53 2 61.3 13.8 0 17628-
17640

R.VPDLLEGCQYEFR.V Carbamidomethyl: 8

2371 2 805.2633 -115.33 2 60.0 12.7 0 26736-
26748

R.EEEPLFDIDSEMR.K

1812 1 658.3022 -97.61 2 52.7 11.3 0 27840-
27851

K.AGEDVQVLIPFK.G

2614 2 701.8585 19.90 2 62.7 22.1 1 28261-
28272

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

2485 1 862.3731 -106.42 2 61.5 10.8 0 29616-
29633

R.AGSDLVLDAAVGGKPEPK.I

496 1 677.6900 21.58 3 35.5 11.2 2 31650-
31667

K.DAGFYVVCAKNRFGIDQK.T

2811 1 1052.5183 -55.98 2 65.6 16.6 0 32829-
32846

R.SLSPTYIELMRPVSELIR.S

1561 1 745.7829 -73.36 2 49.4 15.1 0 33469-
33482

K.TDTSDSGLYTCTVK.N MD:MU 2.39
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Protein 9: keratin, type I cytoskeletal 14 [Homo sapiens]
Accession: gi|15431310 Score: 194.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 4.9

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

120 1 713.3140 -53.30 2 30.9 15.6 0 42-56 R.APSTYGGGLSVSSSR.F
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Protein 10: hemoglobin subunit alpha [Homo sapiens]
Accession: gi|4504345 Score: 192.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.2
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 25.4
No. of unique Peptides: 3

Quantitation
MD:MU Median: 1.77 CV: 0.00 % No. of Peptides: 1

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

146 4 765.3477 -30.12 2 31.6 78.8 0 18-32 K.VGAHAGEYGAEALER.M MD:MU 1.77

1666 2 536.1902 -168.98 2 50.7 47.8 0 33-41 R.MFLSFPTTK.T

1467 1 626.8443 -26.58 2 48.0 65.8 0 129-140 K.FLASVSTVLTSK.Y



Detailed Protein Report

14 / 1688

Protein 11: keratin, type II cytoskeletal 2 epidermal [Homo sapiens]
Accession: gi|47132620 Score: 151.0
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
MD:MU 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

354 1 738.3735 -30.88 2 33.8 45.3 0 198-209 R.FLEQQNQVLQTK.W MD:MU 0.69



Detailed Protein Report

15 / 1688

Protein 12: annexin A1 [Homo sapiens]
Accession: gi|4502101 Score: 148.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.7
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 21.4

No. of unique Peptides: 5
Quantitation
MD:MU Median: 0.80 CV: 13.75 % No. of Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1254 1 786.0316 -32.49 3 45.3 18.2 0 30-53 K.
GGPGSAVSPYPTFNPSSDVAALHK.
A

MD:MU 0.84

352 1 631.8010 -5.09 2 33.8 31.5 0 114-124 K.TPAQFDADELR.A

2152 1 851.8249 -142.79 2 57.1 38.0 0 129-144 K.GLGTDEDTLIEILASR.T

125 1 607.2634 -11.26 2 31.0 50.4 0 167-177 K.DITSDTSGDFR.N MD:MU 0.91

2020 1 678.7710 -93.49 2 55.4 10.5 0 270-281 K.CATSKPAFFAEK.L Carbamidomethyl: 1 MD:MU 0.66
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Protein 13: serotransferrin precursor [Homo sapiens]
Accession: gi|4557871 Score: 131.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.0
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.0

No. of unique Peptides: 3
Quantitation
MD:MU Median: 1.14 CV: 68.81 % No. of Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

431 2 637.3141 -25.64 2 35.0 51.8 0 226-236 K.HSTIFENLANK.A MD:MU 0.72

678 1 638.8051 -22.74 2 38.0 31.2 0 300-310 K.EFQLFSSPHGK.D MD:MU 2.74

229 1 761.3746 3.44 2 32.3 48.1 1 372-384 R.LKCDEWSVNSVGK.I Carbamidomethyl: 3 MD:MU 0.75
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Protein 14: PREDICTED: haptoglobin-related protein isoform X1 [Homo sapiens]
Accession: gi|578828965 Score: 110.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.3
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.1

No. of unique Peptides: 2
Quantitation
MD:MU 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

131 2 619.9592 -30.51 3 31.4 56.4 1 48-64 K.AVGDKLPECEAVCGKPK.N Carbamidomethyl: 9, 13 MD:MU 1.36

1679 2 645.8477 -32.77 2 50.8 53.6 0 127-138 K.DIAPTLTLYVGK.K
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Protein 15: neutrophil defensin 1 preproprotein [Homo sapiens]
Accession: gi|4758146 Score: 98.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.2
Database Date: 2015-11-30 pI: 7.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 19.1

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.77 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 1 493.6493 -220.14 2 30.7 45.9 0 70-78 R.IPACIAGER.R Carbamidomethyl: 4 MD:MU 0.77

91 1 559.2458 -22.58 2 30.8 52.6 0 80-88 R.YGTCIYQGR.L Carbamidomethyl: 4
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Protein 16: keratin, type II cytoskeletal 4 [Homo sapiens]
Accession: gi|331999954 Score: 87.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 6.9
No. of unique Peptides: 3

Quantitation
MD:MU Median: 0.27 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

326 1 667.8409 -42.57 2 33.4 33.2 1 235-246 R.TAAENDFVVLKK.D

1586 1 703.8014 -85.66 2 49.7 20.9 0 262-273 K.VDSLNDEINFLK.V

2400 1 679.3689 -1.20 2 60.3 33.7 0 301-312 R.NLDLDSIIAEVR.A MD:MU 0.27
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Protein 17: desmoplakin isoform I [Homo sapiens]
Accession: gi|58530840 Score: 86.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 331.6
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 5
Quantitation
MD:MU Median: 1.47 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

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

2088 1 596.7468 -112.69 2 56.0 10.2 1 1330-
1339

R.LKAEFQEEAK.R MD:MU 1.47

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

K.QLIDKETNDR.K

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

R.VSQERTVKDQDITR.F

2393 1 1176.1976 83.64 2 59.8 12.7 2 2465-
2484

R.RVVIVDPETNKEMSVQEAYK.K Oxidation: 13
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Protein 18: PREDICTED: trinucleotide repeat-containing gene 18 protein isoform X2 [Homo 
sapiens]

Accession: gi|578813686 Score: 85.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.1
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 5
Quantitation
MD:MU Median: 2.72 CV: 127.82 % 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

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

Carbamidomethyl: 14; 
Oxidation: 13

1053 1 500.6425 -250.20 2 42.8 13.1 2 1545-
1554

K.RGKSGHSSGK.L MD:MU 7.28

307 1 846.3647 -83.38 2 33.2 17.3 2 1618-
1632

K.KMASDQEQLASKLDK.A

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

K.LKSPFKFSDSAGGK.S

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

R.TLKPKPATSRK.Q MD:MU 1.02
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Protein 19: heat shock protein beta-1 [Homo sapiens]
Accession: gi|4504517 Score: 84.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.8
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 13.2
No. of unique Peptides: 2

Quantitation
MD:MU Median: 0.85 CV: 32.52 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1713 7 582.2695 -76.42 2 51.2 61.7 0 28-37 R.LFDQAFGLPR.L MD:MU 0.62

1635 1 953.4046 -99.49 2 50.2 22.4 0 172-188 K.LATQSNEITIPVTFESR.A MD:MU 1.16
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Protein 20: PREDICTED: DNA-directed RNA polymerase, mitochondrial isoform X1 [Homo 
sapiens]

Accession: gi|530425287 Score: 84.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 4

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

3 1 1244.4602 -117.14 2 28.9 10.3 1 41-65 R.GPVGWPGAACVMSALCWGRGAAGLK.R Carbamidomethyl: 10; 
Oxidation: 12

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

2603 1 678.4838 186.95 1 63.1 15.6 0 1227-
1231

R.EQFVR.L



Detailed Protein Report

28 / 1688

Protein 21: PREDICTED: nebulin isoform X22 [Homo sapiens]
Accession: gi|530370465 Score: 82.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 961.5
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 1.0

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

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

457 1 544.7651 77.28 2 35.3 13.1 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

2640 1 701.8709 47.97 2 63.1 10.8 0 6260-
6270

R.CQYILSDLEYR.H

2657 1 994.4910 10.30 2 63.3 10.6 1 8000-
8015

K.LNQENFSSVLYKENMR.K Oxidation: 15
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Protein 22: dynein heavy chain 1, axonemal [Homo sapiens]
Accession: gi|197927452 Score: 82.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 487.2
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 6
Quantitation
MD:MU Median: 1.02 CV: 0.00 % No. of Peptides: 1

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

(refseq_human_20140103.fasta)
PREDICTED:  dynein  heavy  chain  1,  axonemal  isoform  X1  [Homo  
sapiens]



Detailed Protein Report

32 / 1688



Detailed Protein Report

33 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1891 1 918.3580 -147.46 2 53.5 15.4 2 559-574 K.DSWISSLKVAMRSSLR.D

449 1 565.3223 -66.47 2 35.3 17.9 2 596-604 K.LRKLMELVK.Y

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

R.DRLVNEEDR.S

178 1 715.8622 76.35 2 31.9 12.3 0 2496-
2506

R.CMEQWEVTFNK.V Oxidation: 2 MD:MU 1.02

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

R.LREVEDGIATMQAK.Y Oxidation: 11

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

K.KLSAISLGQGQGPRAEAMMR.
S

Oxidation: 18
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Protein 23: PREDICTED: histone-lysine N-methyltransferase 2A isoform X1 [Homo sapiens]
Accession: gi|578822195 Score: 78.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 323.9
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.7

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

1751 1 1061.1573 33.03 3 51.7 15.9 2 144-170 R.SRRCGQCPGCQVPEDCGVCTNCLDKPK.F Carbamidomethyl: 4, 10, 
16, 19, 22

2129 11 682.2818 44.75 3 56.8 21.4 1 567-582 K.CYDDDDYESKMMQCGK.C Carbamidomethyl: 1, 14

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

R.TVVTVGNKNSHLDGSSSSEMK.Q Oxidation: 20

11 1 820.3475 -49.73 1 29.3 12.9 1 2734-
2739

K.HCRNYK.F

395 1 625.3909 142.58 2 34.6 10.9 2 2950-
2960

K.LPCNCGAKKCR.K Carbamidomethyl: 5
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Protein 24: collagen alpha-1(XIV) chain precursor [Homo sapiens]
Accession: gi|55743096 Score: 77.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.4
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 4.0
No. of unique Peptides: 4

Quantitation
MD:MU Median: 0.83 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578816162 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: collagen alpha-1(XIV) chain isoform X2 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2684 12 673.3700 31.83 2 63.7 19.1 0 208-218 R.IEWHLNAFSTK.D

74 1 809.3972 -57.78 2 30.6 10.2 1 740-754 R.NLVVGDETTSSLRVK.W MD:MU 0.83

2197 1 585.1748 -243.43 2 57.7 10.6 0 826-836 K.TLPSSGPQNLR.V

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

R.GIPKVIVVITDGR.S
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Protein 25: keratin, type II cytoskeletal 1 [Homo sapiens]
Accession: gi|119395750 Score: 77.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.0
Database Date: 2015-11-30 pI: 8.8

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

1168 1 922.9918 16.42 2 44.2 12.8 1 417-432 K.KQISNLQQSISDAEQR.G
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Protein 26: actin, cytoplasmic 1 [Homo sapiens]
Accession: gi|4501885 Score: 75.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 8.3
No. of unique Peptides: 2

Quantitation
MD:MU Median: 1.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1159 1 651.9980 -43.48 3 44.1 29.5 0 96-113 R.VAPEEHPVLLTEAPLNPK.A

102 2 758.7219 -175.32 2 31.0 46.3 0 360-372 K.QEYDESGPSIVHR.K MD:MU 1.16
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Protein 27: alpha-enolase isoform 1 [Homo sapiens]
Accession: gi|4503571 Score: 75.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.1
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 10.1
No. of unique Peptides: 2

Quantitation
MD:MU Median: 0.96 CV: 9.80 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1942 2 902.8469 -142.55 2 54.2 18.2 0 33-50 R.AAVPSGASTGIYEALELR.D MD:MU 1.06

1560 2 713.3678 1.67 2 49.2 40.1 0 270-281 R.YISPDQLADLYK.S MD:MU 0.87



Detailed Protein Report

42 / 1688

Protein 28: dynein heavy chain 2, axonemal [Homo sapiens]
Accession: gi|75677365 Score: 75.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 507.4
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 6
Quantitation
MD:MU Median: 0.73 CV: 69.90 % No. of Peptides: 3

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 Ratios

58 1 827.0195 -82.92 3 30.1 13.2 1 1393-
1414

R.
LRGTEEVFQALEDNQVALSTMK.
A

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

K.VMKKNQVSILNK.Y MD:MU 0.62

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

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

MD:MU 1.69

312 1 712.8533 -32.33 2 33.2 10.2 2 3248-
3258

K.LEMLKKQYDEK.L MD:MU 0.37

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

K.KSAKGMYSCPCYYYPNR.A Oxidation: 6

2695 1 1044.5484 84.19 2 63.9 15.3 2 4373-
4389

K.KSAKGMYSCPCYYYPNR.A Carbamidomethyl: 9
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Protein 29: immunoglobulin lambda-like polypeptide 5 isoform 2 [Homo sapiens]
Accession: gi|372466586 Score: 73.2
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

1468 1 1022.0062 -16.69 2 48.0 16.1 0 38-56 K.ANPTVTLFPPSSEELQANK.A

1686 4 872.3793 -61.61 2 50.9 57.0 0 99-113 K.YAASSYLSLTPEQWK.S
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Protein 30: smoothelin isoform e [Homo sapiens]
Accession: gi|333360860 Score: 72.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

1663 1 1044.8761 -92.00 2 50.6 17.6 1 1-20 -.MGGMGTPGDLHAACPSTTRR.D Carbamidomethyl: 14; 
Oxidation: 1

1621 1 502.6927 -108.16 2 50.1 15.3 1 523-532 K.DGRGQASTGR.V
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Protein 31: glyceraldehyde-3-phosphate dehydrogenase isoform 2 [Homo sapiens]
Accession: gi|378404908 Score: 69.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.6

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.89 CV: 12.19 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

676 1 917.4657 2.44 2 38.0 53.0 0 104-120 K.IISNASCTTNCLAPLAK.V Carbamidomethyl: 7, 11 MD:MU 0.79

1572 1 882.3573 -53.81 2 49.4 16.2 0 268-281 K.LISWYDNEFGYSNR.V MD:MU 1.00
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Protein 32: PREDICTED: ceruloplasmin isoform X3 [Homo sapiens]
Accession: gi|578807065 Score: 67.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2752 4 735.4129 -14.37 2 64.8 37.1 0 188-201 K.DIASGLIGPLIICK.K Carbamidomethyl: 13

2789 2 788.4137 -22.96 2 65.3 30.2 0 888-901 K.DLYSGLIGPLIVCR.R Carbamidomethyl: 13
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Protein 33: hemoglobin subunit gamma-2 [Homo sapiens]
Accession: gi|6715607 Score: 64.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.1
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 15.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1800 1 658.7973 -43.08 2 52.5 11.5 0 19-31 K.VNVEDAGGETLGR.L
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Protein 34: lactotransferrin isoform 2 [Homo sapiens]
Accession: gi|312433998 Score: 64.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.1
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 2
Quantitation
MD:MU Median: 1.05 CV: 105.87 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

852 1 598.3199 18.32 2 40.1 36.0 0 261-271 K.FQLFGSPSGQK.D MD:MU 0.44

2333 1 668.3646 18.05 2 59.0 28.6 0 543-554 K.LADFALLCLDGK.R Carbamidomethyl: 8 MD:MU 2.50
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Protein 35: alpha-2-macroglobulin precursor [Homo sapiens]
Accession: gi|66932947 Score: 64.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.2
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.6
No. of unique Peptides: 3

Quantitation
MD:MU Median: 2.19 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

1949 1 574.7312 -144.41 2 54.2 14.8 0 361-370 R.QGIPFFGQVR.L

2267 1 942.4047 -130.24 2 58.2 14.1 0 824-841 R.VSVQLEASPAFLAVPVEK.E

234 1 605.7801 -74.07 2 32.3 35.4 0 935-945 K.LPPNVVEESAR.A MD:MU 2.19
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Protein 36: PREDICTED: probable E3 ubiquitin-protein ligase MYCBP2 isoform X2 [Homo sapiens]
Accession: gi|530402184 Score: 63.7
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 [%]: 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

1222 1 927.2551 104.81 3 44.9 11.3 1 1184-
1209

R.ALTTRSHAALHILGCLDTLAAMQDLK.M Oxidation: 22

2398 1 1023.7079 112.56 2 59.9 13.0 2 2442-
2460

K.VKDPPKGMIPPGTQLVKPK.S Oxidation: 8

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 37: keratin, type II cytoskeletal 1b [Homo sapiens]
Accession: gi|194018511 Score: 62.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2780 1 922.4553 -14.26 2 66.1 16.9 1 361-376 K.YQELQITAGRHGDDLK.N
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Protein 38: nucleolar transcription factor 1 isoform b [Homo sapiens]
Accession: gi|115529449 Score: 61.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 5.2

No. of unique Peptides: 4
Quantitation
MD:MU Median: 0.84 CV: 21.21 % No. of Peptides: 2

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 Ratios

1966 1 871.8504 -139.97 2 54.7 11.1 1 108-121 K.HPDFPKKPLTPYFR.F MD:MU 0.68

2702 8 856.8935 -0.41 2 65.0 15.0 1 474-487 K.ALKAMEMTWNNMEK.K Oxidation: 5

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

1591 1 472.2351 -22.65 2 49.6 18.5 0 513-522 R.APPAATNSSK.K MD:MU 1.04
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Protein 39: fibrillin-2 precursor [Homo sapiens]
Accession: gi|66346695 Score: 60.6
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 [%]: 1.2

No. of unique Peptides: 3
Quantitation
MD:MU Median: 1.84 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

304 5 642.1738 -171.43 2 33.2 24.4 1 2529-
2539

K.TCKDLDECQTK.Q MD:MU 1.84



Detailed Protein Report

60 / 1688

Protein 40: laminin subunit alpha-2 isoform a precursor [Homo sapiens]
Accession: gi|28559088 Score: 59.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.7
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 5
Quantitation
MD:MU Median: 0.58 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

2021 1 665.3031 -44.41 2 55.2 14.0 1 295-306 R.ACPLDPATNKSR.C Carbamidomethyl: 2 MD:MU 0.58

1220 1 1018.6209 -90.98 3 44.9 11.4 0 307-331 R.
CECEHNTCGDSCDQCCPGFHQKPWR.
A

Carbamidomethyl: 12, 15, 16

2360 1 1073.7380 -80.56 3 59.8 11.8 2 1380-
1408

K.
CDCPLGYSGLSCEACLPGFYRLRSQPGGR.
T

Carbamidomethyl: 1, 12

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

K.KLFGESR.G

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

K.GCLQKSFRILNEAK.K
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Protein 41: macrophage mannose receptor 1 precursor [Homo sapiens]
Accession: gi|4505245 Score: 59.5
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 [%]: 3.7

No. of unique Peptides: 5

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

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

671 1 459.6231 -245.68 2 38.0 11.7 0 597-604 R.KPGCVAMR.T Carbamidomethyl: 4

196 1 651.1714 -173.27 2 31.8 10.9 1 819-829 K.ETMDNARAFCK.R Oxidation: 3
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Protein 42: androglobin [Homo sapiens]
Accession: gi|168823435 Score: 58.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.6
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 3.2
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

2431 1 590.4218 113.13 3 60.3 14.9 2 849-863 R.LMKKVQITKPPPNFK.F

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



Detailed Protein Report

65 / 1688

Protein 43: Alstrom syndrome protein 1 [Homo sapiens]
Accession: gi|110349786 Score: 58.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 460.9
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 2
Quantitation
MD:MU Median: 3.08 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

881 1 555.8212 17.82 2 40.6 26.2 0 1219-
1229

K.VSPVLGPADQK.T MD:MU 3.08

160 1 896.7503 -5.56 3 31.7 21.2 1 2566-
2589

R.
GMGCKPEAVCSHIIIESHEKGCFR.
T

Carbamidomethyl: 4
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Protein 44: PREDICTED: rho GTPase-activating protein 26 isoform X6 [Homo sapiens]
Accession: gi|530380462 Score: 58.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 5.7
No. of unique Peptides: 3

Quantitation
MD:MU 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

1954 10 710.2864 -113.94 2 54.5 21.4 1 35-48 R.ARHAGVPAVGPECR.A MD:MU 0.47

286 1 716.6484 355.53 1 32.9 20.0 0 165-171 K.EQIGAAK.E

42 2 768.2950 -133.93 2 29.9 16.8 1 340-353 K.QITMVPFDQKSGGK.G
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Protein 45: PREDICTED: neuroblast differentiation-associated protein AHNAK isoform X5 [Homo 
sapiens]

Accession: gi|530397287 Score: 57.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 614.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 4
Quantitation
MD:MU Median: 1.04 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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 MD:MU 1.04
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Protein 46: phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1 isoform b [Homo sapiens]
Accession: gi|40254823 Score: 56.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.1
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation 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

499 2 584.8345 31.59 2 35.6 27.2 0 79-87 K.LDQLIEFYK.K

234 1 850.8764 -41.35 2 32.6 12.8 0 167-181 R.LQSMDTSGLPEEHLK.A Oxidation: 4

1543 1 1008.6543 64.47 2 49.1 16.6 1 1107-
1125

K.TPVSSQAPVPAKRPIKPSR.S
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Protein 47: protocadherin Fat 2 precursor [Homo sapiens]
Accession: gi|13787217 Score: 56.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 479.0
Database Date: 2015-11-30 pI: 4.9

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

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

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

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

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

K.GELQVAKALDREQASSYSLK.L
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Protein 48: pyruvate kinase PKM isoform a [Homo sapiens]
Accession: gi|33286418 Score: 56.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.9
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.5

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.57 CV: 0.00 % No. of Peptides: 1

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

566 1 680.2094 -215.66 2 36.4 14.7 0 44-56 R.NTGIICTIGPASR.S Carbamidomethyl: 6

111 1 628.6466 11.60 3 30.8 41.8 0 74-89 R.LNFSHGTHEYHAETIK.N MD:MU 0.57
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Protein 49: PREDICTED: splicing factor, proline- and glutamine-rich isoform X5 [Homo sapiens]
Accession: gi|530363148 Score: 55.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.2
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 5.1

No. of unique Peptides: 3
Quantitation
MD:MU Median: 0.23 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530363150 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  splicing  factor,  proline-  and  glutamine-rich  isoform  X6  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

376 4 678.1939 -185.67 2 34.0 29.1 1 268-279 R.SEEKISDSEGFK.A MD:MU 0.23

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

Oxidation: 2, 12

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

Oxidation: 4, 10
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Protein 50: PREDICTED: MAX gene-associated protein isoform X6 [Homo sapiens]
Accession: gi|530405566 Score: 55.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 341.2
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.4

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1755 1 636.2889 -110.13 2 51.9 13.3 0 1211-
1221

R.SYTPKPNPVIR.E

2040 1 841.7905 46.48 3 55.6 10.9 2 2189-
2210

K.FELSGSKVMEQQSNLQPEAKEK.E Oxidation: 9

939 1 583.7035 -110.96 2 41.3 10.6 1 2234-
2243

R.KCVGASQECK.K Carbamidomethyl: 2, 9
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Protein 51: small proline-rich protein 2A [Homo sapiens]
Accession: gi|5174693 Score: 54.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 8.0
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 36.1

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.85 CV: 34.64 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

85 4 753.3519 -18.26 2 30.5 41.0 0 10-22 K.QPCQPPPVCPTPK.C Carbamidomethyl: 3, 9 MD:MU 1.19

171 1 729.5012 195.91 2 31.9 13.8 0 54-66 K.YPPVTPSPPCQSK.Y Carbamidomethyl: 10 MD:MU 0.61
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Protein 52: dynein heavy chain 11, axonemal [Homo sapiens]
Accession: gi|459642365 Score: 54.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 520.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

2478 1 589.2111 -228.33 2 60.9 14.1 0 2296-
2304

R.LLFEIHHLR.S

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

R.QETKQTYECPVYRTK.L Carbamidomethyl: 9
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Protein 53: obscurin isoform a [Homo sapiens]
Accession: gi|403501448 Score: 53.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 721.1
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.5
No. of unique Peptides: 3

Quantitation
MD:MU 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

1991 2 643.3110 -83.65 2 54.8 19.9 2 338-347 K.RLQDLEVREK.E MD:MU 0.66

2661 1 686.8980 -30.78 2 63.3 13.1 2 881-892 R.LRVSEPKVVFAK.E

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

R.KYLLQARTAIIK.S
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Protein 54: fibrillin-1 precursor [Homo sapiens]
Accession: gi|281485550 Score: 53.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 312.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 3
Quantitation
MD:MU Median: 2.40 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

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

821 5 635.1373 -218.44 2 39.8 23.3 1 2482-
2492

R.SCKDLDECATK.Q Carbamidomethyl: 8 MD:MU 2.40

2864 1 703.3686 82.89 2 66.3 15.8 0 2681-
2694

R.IGQGHCVSGMGMGR.G Oxidation: 12
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Protein 55: PREDICTED: uncharacterized protein LOC285556 isoform X2 [Homo sapiens]
Accession: gi|578843586 Score: 53.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 190.0
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578843588 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: uncharacterized protein LOC285556 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

886 1 575.7576 46.75 2 40.6 12.5 0 334-347 K.GGGGGGAGDGTECR.D

1275 1 874.2865 -135.51 2 45.6 10.1 1 334-352 K.GGGGGGAGDGTECRDIIAK.S Carbamidomethyl: 13

1984 1 634.7974 -113.89 2 54.7 11.7 2 955-965 K.REEQAPIGKLK.L
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Protein 56: dystonin isoform 1eA precursor [Homo sapiens]
Accession: gi|34577049 Score: 51.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 590.7
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.9
No. of unique Peptides: 3

Quantitation
MD:MU Median: 1.56 CV: 11.67 % 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

585 1 558.7340 -142.02 2 36.6 17.2 1 143-151 K.LRDEIMALR.N MD:MU 1.75

2450 1 684.2042 -212.00 2 61.0 10.9 1 2455-
2466

K.EEQNKSHPISAK.L

1580 3 781.3390 -110.38 2 49.5 12.4 2 4358-
4371

R.SLKEKTSLADDNLK.L MD:MU 1.39
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Protein 57: coagulation factor VIII isoform a precursor [Homo sapiens]
Accession: gi|4503647 Score: 51.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 266.8
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 4
Quantitation
MD:MU Median: 1.95 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

K.KVTPLIHDRMLMDK.N Oxidation: 12

2156 1 953.3232 -120.41 2 57.2 11.3 0 1101-
1117

K.EGPIPPDAQNPDMSFFK.M Oxidation: 13

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 MD:MU 1.95
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Protein 58: PREDICTED: uncharacterized protein KIAA1551 isoform X1 [Homo sapiens]
Accession: gi|530399223 Score: 51.0
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 [%]: 2.1

No. of unique Peptides: 3
Quantitation
MD:MU Median: 0.59 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

2628 1 644.4984 138.82 1 63.6 19.8 1 391-395 K.EKLVR.D MD:MU 0.59

2689 1 731.8632 -38.63 2 64.8 14.6 1 416-428 K.INKDLLMAAGCIK.M Carbamidomethyl: 11; 
Oxidation: 7

2006 1 1044.4022 -89.89 2 55.0 16.6 1 957-974 K.DKPVQCTDVSHKICDQSK.S Carbamidomethyl: 6
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Protein 59: PREDICTED: Golgin subfamily A member 4 isoform X7 [Homo sapiens]
Accession: gi|530372330 Score: 50.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 259.0
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 2.4

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

2557 1 715.3634 85.34 2 61.9 10.2 1 1479-
1490

R.FDCLKGEMEDDK.S

2790 2 683.3645 24.15 3 65.3 12.8 1 1813-
1829

K.QNLENVFDDVQKTLQEK.E

190 1 716.5084 147.04 2 32.1 12.0 2 1840-
1851

K.IKELDSCLVRQK.E

1522 1 620.4115 154.27 3 48.7 15.7 2 1850-
1864

R.QKEVHRVEMEELTSK.Y Oxidation: 9
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Protein 60: PREDICTED: striated muscle preferentially expressed protein kinase isoform X3 
[Homo sapiens]

Accession: gi|530369683 Score: 50.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 345.1
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 3
Quantitation
MD:MU Median: 0.39 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

661 1 480.6345 -248.82 2 37.8 10.5 1 10-17 R.FQKTGHSR.R

92 1 531.9231 -79.62 3 30.5 25.4 2 1995-
2009

R.GPLLESLGGRARDPR.M MD:MU 0.39

43 1 796.8047 -128.81 2 30.2 14.7 2 2883-
2896

R.FGVVRACRENATGR.T Carbamidomethyl: 7
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Protein 61: semaphorin-5B isoform 3 precursor [Homo sapiens]
Accession: gi|373432662 Score: 50.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.0
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 3
Quantitation
MD:MU Median: 2.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2274 5 682.6007 -55.67 3 58.3 18.2 2 113-129 R.SCQSKGKTEEECQNYVR.V Carbamidomethyl: 2

1589 1 648.3135 13.53 2 49.6 11.6 1 632-643 R.SCSNPAPRHGGR.I Carbamidomethyl: 2 MD:MU 2.06

1478 1 1061.4566 -34.44 2 48.1 20.8 0 765-785 R.
TCPADGSGSCDTDALVEVLLR.S
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Protein 62: PREDICTED: dynein heavy chain 3, axonemal isoform X1 [Homo sapiens]
Accession: gi|578828592 Score: 50.6
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 [%]: 1.2

No. of unique Peptides: 2



Detailed Protein Report

109 / 1688



Detailed Protein Report

110 / 1688

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

2330 1 557.1827 -146.58 3 59.0 16.5 0 1935-
1948

R.NLIMGMDDNHPRPK.S Oxidation: 4, 6
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Protein 63: neurogenic locus notch homolog protein 1 preproprotein [Homo sapiens]
Accession: gi|148833508 Score: 50.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 272.3
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 2

Quantitation
MD:MU Median: 9.77 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

1668 1 697.0259 81.08 3 50.6 14.2 1 1331-
1350

R.GFICKCPAGFEGATCENDAR.T

2073 4 698.2445 -185.84 2 55.8 21.5 0 1992-
2004

R.MHDGTTPLILAAR.L MD:MU 9.77
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Protein 64: zinc finger protein 281 isoform 2 [Homo sapiens]
Accession: gi|526253066 Score: 50.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.2
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.4

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2793 1 840.4111 74.23 2 65.3 14.1 1 311-323 K.CDTCQQYFSRTDR.L Carbamidomethyl: 4

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

2862 1 693.8668 91.67 4 66.2 11.6 1 825-849 R.VRTSVSDFSGYTNMMSDVSEPCSTR.V Oxidation: 14
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Protein 65: ubiquitin carboxyl-terminal hydrolase 43 isoform 2 [Homo sapiens]
Accession: gi|389616163 Score: 50.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.2
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 3.5
No. of unique Peptides: 2

Quantitation
MD:MU Median: 1.49 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2741 1 656.8579 50.64 2 64.6 11.9 0 158-168 R.EYTPQLSAEFK.N

2554 5 812.4077 -74.32 2 62.4 18.3 2 1042-
1056

R.IPEGLARGLGSRLER.D MD:MU 1.49
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Protein 66: leucine zipper protein 1 [Homo sapiens]
Accession: gi|216548085 Score: 50.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.2
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 5.4
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|216548091 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
leucine zipper protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2080 1 1044.4112 -88.13 2 55.9 13.0 1 510-529 R.TFSDTTHGSVPSDPLGRADK.A

2108 1 698.2650 -143.11 2 56.2 11.7 0 849-860 K.HDITLQLAEAER.M
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Protein 67: PREDICTED: protein AHNAK2 isoform X1 [Homo sapiens]
Accession: gi|530403029 Score: 49.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 605.3
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 0.8
No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

597 1 1230.6275 14.93 2 36.8 18.6 1 685-707 K.AEVTAPDVKMSLSSMEVDVQAPR.A
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Protein 68: 14-3-3 protein zeta/delta [Homo sapiens]
Accession: gi|4507953 Score: 49.3
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: 2

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

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

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

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

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

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

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

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

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

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

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

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

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

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

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

2531 5 595.3252 -14.86 2 62.1 27.0 0 213-222 K.DSTLIMQLLR.D
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Protein 69: usherin isoform B [Homo sapiens]
Accession: gi|219842266 Score: 49.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 575.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

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

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

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

K.RMSPLNVYPPGENHMGLADTKIPR.S
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Protein 70: PREDICTED: microtubule-actin cross-linking factor 1 isoform X21 [Homo sapiens]
Accession: gi|578798822 Score: 49.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 853.1
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.6

No. of unique Peptides: 4
Quantitation
MD:MU Median: 0.26 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

324 1 755.2309 -145.08 2 33.4 13.7 1 998-1010 K.SMENEDKEETVAK.M

371 1 625.3885 104.40 2 34.3 11.3 2 4866-
4875

R.LKDCMQKAQK.Y Carbamidomethyl: 4

1272 1 673.3365 1.16 2 45.6 11.4 1 5890-
5899

R.QQQEEMRQLR.E

11 1 650.7452 -159.65 2 29.7 12.6 2 6624-
6633

K.RAKQFHEAWK.K MD:MU 0.26
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Protein 71: PREDICTED: arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing 
protein 3 isoform X7 [Homo sapiens]

Accession: gi|578810904 Score: 48.8
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
Quantitation
MD:MU Median: 1.02 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

164 1 715.8153 8.42 2 31.4 24.0 0 170-181 R.DMWCSTLQSCLK.E Oxidation: 2 MD:MU 1.02
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Protein 72: chromodomain-helicase-DNA-binding protein 2 isoform 1 [Homo sapiens]
Accession: gi|118421089 Score: 48.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.2
Database Date: 2015-11-30 pI: 8.8
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 4

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

1421 1 846.6046 143.39 1 47.5 10.1 2 147-152 K.KQEKWK.Q

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

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

K.ISGVQVNVKSIIQHEEEFEMLHK.S

1619 1 1015.0002 -35.61 2 50.0 12.7 2 1531-
1546

R.RNLWIFVSKFTEFDAR.K
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Protein 73: ATP-binding cassette sub-family A member 3 [Homo sapiens]
Accession: gi|116734710 Score: 48.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.2
Database Date: 2015-11-30 pI: 8.2

Sequence Coverage [%]: 1.4
No. of unique Peptides: 2

Quantitation
MD:MU Median: 1.13 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

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

448 2 607.1621 -217.19 2 34.9 32.4 0 988-998 K.DALQAEGQEPR.E MD:MU 1.13
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Protein 74: dynein heavy chain 9, axonemal isoform 2 [Homo sapiens]
Accession: gi|114155133 Score: 47.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 511.6
Database Date: 2015-11-30 pI: 5.6

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

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

R.LEPIKVFDGWMK.I

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

R.MSVENATILINCER.W
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Protein 75: PERQ amino acid-rich with GYF domain-containing protein 2 isoform c [Homo 
sapiens]

Accession: gi|156766047 Score: 47.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.4
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 3
Quantitation
MD:MU Median: 0.58 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

1750 1 863.3936 -7.87 2 51.7 13.5 1 565-579 K.RACDESFQPLGDIMK.M Oxidation: 14

1628 1 1071.6266 33.70 1 50.2 10.0 1 758-765 R.QQEEILRR.Q

196 2 838.3951 -10.67 2 32.2 23.6 0 1010-
1022

K.QQQQQQQHQQPNR.A MD:MU 0.58
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Protein 76: PREDICTED: dynein heavy chain 10, axonemal isoform X1 [Homo sapiens]
Accession: gi|530401632 Score: 46.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 528.4
Database Date: 2015-11-30 pI: 5.5

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

Quantitation
MD:MU Median: 0.86 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

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

115 2 679.8485 -38.99 2 30.8 24.0 0 2780-
2791

R.VFNGLVLTNPER.F MD:MU 0.86
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Protein 77: PREDICTED: G-protein coupled receptor 124 isoform X3 [Homo sapiens]
Accession: gi|578815277 Score: 46.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 140.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2732 2 673.3595 29.93 2 64.5 15.8 1 33-45 R.GAPGCPLSIRSCK.C Carbamidomethyl: 5

2870 14 673.3611 32.18 2 66.4 16.5 1 33-45 R.GAPGCPLSIRSCK.C Carbamidomethyl: 12

1660 1 716.0007 12.17 3 50.5 14.1 1 1284-
1304

K.GGKYDDVTLMGAEVASGGCMK.T Carbamidomethyl: 19
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Protein 78: insulin receptor-related protein precursor [Homo sapiens]
Accession: gi|31657140 Score: 46.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

561 1 730.2206 -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 79: plastin-2 [Homo sapiens]
Accession: gi|167614506 Score: 46.4
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 [%]: 8.0

No. of unique Peptides: 4

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

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

2352 1 836.1191 173.33 2 59.3 10.6 2 442-456 R.VNKPPYPKLGGNMKK.L

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

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 80: collagen alpha-3(VI) chain isoform 4 precursor [Homo sapiens]
Accession: gi|240255535 Score: 46.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 278.0
Database Date: 2015-11-30 pI: 9.1

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



Detailed Protein Report

143 / 1688



Detailed Protein Report

144 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

605 1 472.1588 -273.18 2 37.1 12.8 1 99-106 K.REVITAVR.K

1827 1 1056.0066 84.56 3 52.9 23.4 2 2131-
2158

K.IVVLMLTGEVPEQQLEEAQRVILQAKCK.G
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Protein 81: protein kinase C-binding protein NELL2 isoform c precursor [Homo sapiens]
Accession: gi|223029474 Score: 46.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.1
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl 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

1492 1 450.0889 -239.47 2 48.4 12.4 1 522-529 K.AFCKDGCR.N

1555 1 932.3749 -6.08 2 49.1 11.3 1 659-673 R.CSVCSCQNGFVMCRR.M Carbamidomethyl: 1, 4, 6
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Protein 82: PREDICTED: zinc finger protein 708 isoform X1 [Homo sapiens]
Accession: gi|578833563 Score: 45.3
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: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

252 2 605.6643 -205.83 2 32.9 12.7 2 102-111 K.NPFKCKECGK.S Carbamidomethyl: 8

1912 1 621.2738 -20.17 2 54.0 13.3 1 130-139 E.KPYKCEECGK.A Carbamidomethyl: 5

1130 2 586.6095 -252.07 2 43.8 19.3 1 330-339 K.CEECGKAFTK.S Carbamidomethyl: 4
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Protein 83: profilin-1 [Homo sapiens]
Accession: gi|4826898 Score: 45.1
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
MD:MU Median: 1.60 CV: 84.69 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2399 1 822.4646 -8.92 2 60.3 29.2 0 39-54 K.TFVNITPAEVGVLVGK.D MD:MU 0.76

1495 1 850.7379 -173.16 2 48.5 15.9 2 128-140 K.CYEMASHLRRSQY.- Carbamidomethyl: 1 MD:MU 3.33



Detailed Protein Report

148 / 1688

Protein 84: zinc finger protein 492 [Homo sapiens]
Accession: gi|148806865 Score: 44.8
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 [%]: 8.3

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.62 CV: 0.00 % No. of Peptides: 1

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 Ratios

1839 1 582.2374 12.53 2 53.0 13.4 1 84-92 K.YCKSMDECK.V Carbamidomethyl: 8 MD:MU 0.62

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 85: PREDICTED: plectin isoform X9 [Homo sapiens]
Accession: gi|530389159 Score: 44.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 513.0
Database Date: 2015-11-30 pI: 5.5

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

1692 1 582.1401 -225.95 2 51.1 12.2 0 2348-
2357

R.QLEMSAEAER.L
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Protein 86: PREDICTED: integrin beta-8 isoform X2 [Homo sapiens]
Accession: gi|530384769 Score: 44.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.2
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.4

No. of unique Peptides: 2

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

1358 1 955.9298 -52.51 2 46.6 10.6 0 286-302 R.NVTSNDEVLFNVTVTMK.K

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 87: PREDICTED: T-lymphoma invasion and metastasis-inducing protein 1 isoform X4 
[Homo sapiens]

Accession: gi|530419050 Score: 44.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.7
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 3
Quantitation
MD:MU Median: 3.23 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

44 2 750.8174 -45.94 2 30.3 15.2 0 134-147 R.LYGDDATYLAEGGR.R MD:MU 3.23

1584 1 1022.9716 -69.17 2 49.7 16.6 1 707-725 K.QGRPSINQVFGEGTEAVKK.S

1360 1 942.5032 8.18 2 46.6 12.4 2 1139-
1154

R.FKLYSAFCASHTKVPK.V Carbamidomethyl: 8
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Protein 88: histone-lysine N-methyltransferase, H3 lysine-36 and H4 lysine-20 specific isoform a 
[Homo sapiens]

Accession: gi|27477095 Score: 44.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 267.2
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.98 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578811200 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 X6 [Homo sapiens]

gi|530381148 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 X3 [Homo sapiens]

gi|530381146 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 X2 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

617 1 459.6161 -280.24 2 37.0 16.5 1 222-229 K.EKPCAKSR.A MD:MU 0.98
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Protein 89: PREDICTED: low-density lipoprotein receptor-related protein 2 isoform X1 [Homo 
sapiens]

Accession: gi|578804333 Score: 44.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 522.2
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 3



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

23 1 788.3643 33.00 3 29.6 20.9 0 3802-
3821

R.TCHPEYFQCTSGHCVHSELK.C Carbamidomethyl: 2

1208 1 441.6040 -232.73 2 44.7 10.7 1 4264-
4270

K.YDGTDRR.V



Detailed Protein Report
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Protein 90: origin recognition complex subunit 6 [Homo sapiens]
Accession: gi|7657427 Score: 43.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.1
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 20.6

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2133 2 701.2686 -80.31 3 56.8 17.2 0 42-60 R.TTETSSAVMCLDLAASWMK.C Carbamidomethyl: 10

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

2540 1 941.9343 -22.57 2 61.7 12.6 0 100-116 R.DLAVQFSCIEAVNMASK.I Carbamidomethyl: 8



Detailed Protein Report
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Protein 91: coiled-coil domain-containing protein 168 [Homo sapiens]
Accession: gi|226246554 Score: 43.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 801.4
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 4



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

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

K.QEGKMQEGKGK.S

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

K.MCILFSKPLPSNLK.L Oxidation: 1

2403 2 974.2328 75.63 3 59.9 11.7 2 5658-
5682

R.DEDIYFTGFGTIRSGKRPEWLFTGK.K

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

R.ECRKETLIITPPSCK.S Carbamidomethyl: 2, 14



Detailed Protein Report
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Protein 92: PREDICTED: RING finger protein 17 isoform X10 [Homo sapiens]
Accession: gi|578824967 Score: 43.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.9
Database Date: 2015-11-30 pI: 5.0

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

Quantitation
MD:MU 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

200 1 642.8816 92.45 2 32.2 16.1 1 596-605 K.FEDGIWYRAK.V MD:MU 0.99



Detailed Protein Report
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Protein 93: PREDICTED: centrosomal protein of 290 kDa isoform X4 [Homo sapiens]
Accession: gi|530400856 Score: 43.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 234.7
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 3
Quantitation
MD:MU Median: 1.11 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



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

1675 1 745.8585 -74.75 2 50.7 11.8 1 631-643 K.FAELTKINLDAQK.V

1969 1 703.7594 -155.73 2 54.7 10.7 0 1496-
1508

K.TTGMTVDQVLGIR.A Oxidation: 4

1615 1 494.1461 -276.33 2 50.1 10.7 2 1636-
1643

K.EKAEVQRK.L MD:MU 1.11



Detailed Protein Report
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Protein 94: PREDICTED: tripartite motif-containing protein 2 isoform X2 [Homo sapiens]
Accession: gi|578808962 Score: 43.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.7
Database Date: 2015-11-30 pI: 7.3
Modification(s): Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 3
Quantitation
MD:MU Median: 9.77 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

2668 1 673.3612 23.64 2 63.5 12.0 2 2-12 M.HRSGRYGTQQR.A

2047 1 698.2586 -165.65 2 55.7 16.9 1 476-488 K.AVKRPASMYSTGK.R MD:MU 9.77

428 2 587.8118 -7.20 2 34.7 14.2 1 601-611 K.LMGPKGVSVDR.N Oxidation: 2



Detailed Protein Report
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Protein 95: 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: 2

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



Detailed Protein Report
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Protein 96: zinc finger protein 841 [Homo sapiens]
Accession: gi|211057416 Score: 43.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.7

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1460 1 1011.7530 -79.39 3 48.0 16.8 2 590-616 R.MHTGEKPYKCNVCGKVFIDSGNLSIHR.R

1732 1 1061.1490 -2.43 3 51.5 11.3 2 617-642 R.RSHTGEKPFQCNECGKVFSYYSCLAR.H Carbamidomethyl: 11, 14, 
23

1286 1 738.4255 114.34 3 45.7 15.0 2 699-716 R.YHRNPTGEKPHKCSECGR.T Carbamidomethyl: 13, 16



Detailed Protein Report
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Protein 97: PREDICTED: 14-3-3 protein epsilon isoform X1 [Homo sapiens]
Accession: gi|530410617 Score: 43.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.4
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 11.3

No. of unique Peptides: 1

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2589 1 1045.0814 94.73 2 62.4 16.1 2 13-29 K.LAEQAERYDEMVESMKK.V Oxidation: 11, 15



Detailed Protein Report
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Protein 98: PREDICTED: intraflagellar transport protein 88 homolog isoform X7 [Homo sapiens]
Accession: gi|530402705 Score: 42.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.8
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

2105 1 937.3619 -150.42 2 56.5 15.6 2 315-330 R.MALDQVPSVNKQMRIK.I Oxidation: 13

2734 1 772.4219 29.93 2 65.4 13.8 0 786-798 K.YYLSAFLSSSLHR.S



Detailed Protein Report
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Protein 99: spectrin beta chain, non-erythrocytic 1 isoform 2 [Homo sapiens]
Accession: gi|112382252 Score: 42.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 251.2
Database Date: 2015-11-30 pI: 5.3

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

2681 1 1079.0243 7.01 2 64.7 12.9 1 627-642 R.LWKFFWEMAEEEGWIR.E

452 4 607.8361 -46.62 2 35.3 12.6 2 820-829 K.EVAELTRLRK.Q



Detailed Protein Report
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Protein 100: dynein heavy chain 17, axonemal [Homo sapiens]
Accession: gi|256542310 Score: 42.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 509.0
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 2



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

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

K.SGGLFEVPVPDYK.Q

1689 1 1051.5326 21.27 2 50.9 16.9 1 4025-
4041

K.CMLFALCYFHAVVAERR.K Carbamidomethyl: 1; 
Oxidation: 2



Detailed Protein Report
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Protein 101: PREDICTED: protein ELYS isoform X2 [Homo sapiens]
Accession: gi|578802192 Score: 42.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 252.3
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 3
Quantitation
MD:MU Median: 0.47 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

2616 1 742.3664 -24.12 2 62.8 14.1 0 331-343 R.YTLDLTGGMFPLR.G

2789 1 735.0657 -23.60 3 66.4 12.6 2 1010-
1028

R.KLAIERAKPYHLSTSSVFR.L

549 1 730.3654 -25.94 2 36.2 15.9 1 1260-
1271

K.KCAVPVETEWLK.S Carbamidomethyl: 2 MD:MU 0.47



Detailed Protein Report
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Protein 102: PREDICTED: transcription termination factor 2 isoform X1 [Homo sapiens]
Accession: gi|530363482 Score: 42.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.4
Database Date: 2015-11-30 pI: 9.5
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

2664 1 701.8434 -43.89 2 63.4 13.3 2 71-80 K.EYRLFFRCIR.S

2866 1 655.3693 90.53 2 66.3 14.3 1 167-176 K.KEQKPEMMEK.D Oxidation: 7, 8



Detailed Protein Report
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Protein 103: GRIP and coiled-coil domain-containing protein 1 [Homo sapiens]
Accession: gi|22208850 Score: 42.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.8
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 5.0
No. of unique Peptides: 2

Quantitation
MD:MU Median: 0.29 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1918 2 572.7243 -166.46 2 54.0 17.8 1 344-353 R.KTALAEDQLR.Q MD:MU 0.29

55 1 1096.9659 -93.00 2 30.1 11.7 0 363-382 R.VAALENQISEVSELLGTYEK.A



Detailed Protein Report
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Protein 104: collagen alpha-2(XI) chain isoform 3 preproprotein [Homo sapiens]
Accession: gi|111118968 Score: 42.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 159.8
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.6
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2716 2 645.8279 -46.54 2 64.3 18.2 1 158-169 K.GQSVTLIVDCKK.R

2503 1 862.3584 -77.51 2 61.7 12.3 1 668-685 K.GRTGPTGDPGPPGLMGEK.G

230 2 575.1791 -198.73 2 32.6 11.4 0 1618-
1629

R.GGVLLGPVCFMG.-



Detailed Protein Report
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Protein 105: PREDICTED: chromodomain-helicase-DNA-binding protein 4 isoform X6 [Homo 
sapiens]

Accession: gi|578822562 Score: 41.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 216.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2



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

2366 1 649.8737 -146.01 3 59.4 13.6 0 1005-
1021

K.CCNHPYLFPVAAMEAPK.M Carbamidomethyl: 1

505 1 699.1373 103.36 3 35.9 10.8 2 1868-
1885

R.IPPVAVRLQMSERNILSR.L Oxidation: 10



Detailed Protein Report

187 / 1688

Protein 106: metallothionein-1G [Homo sapiens]
Accession: gi|10835230 Score: 41.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.1
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 91.8

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

1283 1 882.7587 -88.50 2 45.6 13.5 2 44-61 K.CAQGCICKGASEKCSCCA.-



Detailed Protein Report
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Protein 107: ectonucleoside triphosphate diphosphohydrolase 4 isoform b [Homo sapiens]
Accession: gi|193083168 Score: 41.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.4
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.2

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2648 1 994.9726 -51.73 2 63.2 14.2 2 167-183 R.AKHKETPLYILCTAGMR.I Carbamidomethyl: 12

2772 1 696.6903 49.74 3 65.0 14.8 1 380-397 R.GTGDFDLCRETIQPFMNK.T Oxidation: 16

1075 1 463.6184 -187.66 2 43.0 12.9 0 436-444 R.MGGDYNAAK.F



Detailed Protein Report
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Protein 108: dedicator of cytokinesis protein 6 [Homo sapiens]
Accession: gi|157426887 Score: 41.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 229.4
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 1.4
No. of unique Peptides: 2

Quantitation
MD:MU Median: 0.36 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



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

1750 1 628.2499 -105.50 2 51.8 11.8 2 28-38 R.ERSGSPHSSRR.C

1355 1 695.8559 -59.65 2 46.5 14.1 0 2022-
2034

R.LPQLMAPTPPGLR.N MD:MU 0.36



Detailed Protein Report
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Protein 109: transcription initiation factor TFIID subunit 4 [Homo sapiens]
Accession: gi|110832843 Score: 41.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.0
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1978 1 643.7875 -107.62 2 54.6 19.5 0 804-817 K.ALSAVSAQAAAAQK.N



Detailed Protein Report
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Protein 110: probable ATP-dependent RNA helicase DDX58 [Homo sapiens]
Accession: gi|27881482 Score: 41.4
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



Detailed Protein Report
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Protein 111: hemopexin precursor [Homo sapiens]
Accession: gi|11321561 Score: 41.4
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: 1

Quantitation
MD:MU Median: 1.18 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530395269 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: hemopexin isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1637 2 919.3696 -84.22 2 50.2 24.4 0 387-402 K.SGAQATWTELPWPHEK.V MD:MU 1.18



Detailed Protein Report
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Protein 112: complement receptor type 1 isoform F precursor [Homo sapiens]
Accession: gi|86793036 Score: 41.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 223.5
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1
Quantitation
MD:MU Median: 0.35 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

73 1 826.3528 -22.94 3 30.6 30.9 1 334-356 R.
GAASMRCTPQGDWSPAAPTCEVK.
S

Carbamidomethyl: 7, 20 MD:MU 0.35



Detailed Protein Report
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Protein 113: PREDICTED: cleavage and polyadenylation specificity factor subunit 1 isoform X2 
[Homo sapiens]

Accession: gi|578815945 Score: 41.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2669 1 948.3641 -105.24 2 64.6 16.7 1 88-104 R.RESLAEEHEGLVGEGQR.S

297 1 626.2973 -49.17 3 33.4 14.0 1 955-971 K.VYAVATSTNTPCARIPR.M Carbamidomethyl: 12

2457 1 596.2158 -123.37 2 61.1 10.4 0 1329-
1337

R.YLYLSTMER.S Oxidation: 7



Detailed Protein Report
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Protein 114: histone H4 [Homo sapiens]
Accession: gi|4504301 Score: 41.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.4
Database Date: 2015-11-30 pI: 11.8

Sequence Coverage [%]: 7.8
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.60 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|77539758 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
histone H4 [Homo sapiens]

gi|28173560 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|11415030 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504323 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504321 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504317 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504315 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504313 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504311 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504309 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504307 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504305 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

gi|4504303 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

histone H4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1293 7 495.1457 -296.53 2 45.8 41.1 0 61-68 K.VFLENVIR.D MD:MU 0.60
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Protein 115: PREDICTED: muskelin isoform X4 [Homo sapiens]
Accession: gi|578814266 Score: 40.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.3
Database Date: 2015-11-30 pI: 6.1
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

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

2161 2 1051.4053 -78.68 2 56.9 11.4 2 320-337 K.ENGPSARSCHKMCIDIQR.R Carbamidomethyl: 9
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Protein 116: PREDICTED: tetratricopeptide repeat protein 13 isoform X7 [Homo sapiens]
Accession: gi|578802328 Score: 40.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.4
Database Date: 2015-11-30 pI: 9.3

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

1611 1 820.8315 -147.56 2 49.9 12.3 1 234-247 R.SLSRGFNNHINLIR.G
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Protein 117: zinc finger protein 646 [Homo sapiens]
Accession: gi|215820619 Score: 40.7
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 [%]: 2.1

No. of unique Peptides: 3

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]



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

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

1325 1 640.6479 -226.44 2 46.2 12.3 0 1661-
1673

R.GGQAVTSMAAEDK.E Oxidation: 8
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Protein 118: PREDICTED: zinc finger protein 510 isoform X3 [Homo sapiens]
Accession: gi|530390743 Score: 40.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.1
Database Date: 2015-11-30 pI: 10.2
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

282 1 627.0085 98.28 3 33.2 10.2 2 481-494 K.TYQCNECEKSFWRK.D Carbamidomethyl: 7
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Protein 119: PREDICTED: diacylglycerol kinase alpha isoform X2 [Homo sapiens]
Accession: gi|530399854 Score: 40.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.9

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530399856 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: diacylglycerol kinase alpha isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1596 1 480.7905 22.53 2 49.7 13.2 2 1-7 -.MVLRNRR.G Oxidation: 1

1847 1 577.2815 93.89 2 52.9 16.5 1 163-172 R.GGCESGRCDR.C Carbamidomethyl: 3, 8
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Protein 120: PREDICTED: ubiquitin-protein ligase E3C isoform X3 [Homo sapiens]
Accession: gi|530387311 Score: 40.3
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: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2476 4 817.2871 -207.41 1 61.3 12.6 0 124-130 K.HSSLFVK.Q

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
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Protein 121: PREDICTED: nipped-B-like protein isoform X4 [Homo sapiens]
Accession: gi|530378766 Score: 40.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 257.1
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 2.0

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

887 1 491.6754 -84.38 2 40.6 13.5 0 575-581 K.AWEYEER.D

2607 1 913.4633 -59.64 2 62.6 12.0 1 909-923 K.HRQLILEEIFTSLAR.L

425 1 946.2023 58.66 3 35.0 14.6 2 1692-
1714

K.IQVLKNLQTYLQEEDTRMQQADR.D Oxidation: 18



Detailed Protein Report
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Protein 122: PDZ domain-containing protein MAGIX isoform d [Homo sapiens]
Accession: gi|532164745 Score: 40.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 11.6

Sequence Coverage [%]: 11.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1080 1 841.9573 58.27 2 43.1 19.2 1 149-165 K.GVDRSPDPGGPEVTGSR.S

1710 2 1273.4767 -121.71 1 51.3 20.9 0 238-250 R.GAAQLAQEMAAGR.R
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Protein 123: ubiquitin carboxyl-terminal hydrolase 17 [Homo sapiens]
Accession: gi|153792150 Score: 40.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.6
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1128 1 1019.1809 129.35 2 43.7 15.4 2 49-66 R.VDLCDDLAPVARQLAPRK.K Carbamidomethyl: 4

184 1 424.2193 37.35 3 32.0 12.9 0 112-121 R.EHSQTCQRPK.C Carbamidomethyl: 6
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Protein 124: uncharacterized protein C9orf172 [Homo sapiens]
Accession: gi|148762978 Score: 40.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.6
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.9

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

46 1 731.3139 -91.02 3 30.3 16.4 1 1-19 -.MTRTDPPDLLVSTVYQDIK.V

2506 1 741.8376 -49.69 2 61.8 10.3 2 708-720 K.ARCVYGRVGSVCR.H Carbamidomethyl: 3

1901 1 599.9186 -47.48 3 53.6 13.3 0 946-961 R.TGRPFMCMIMAASEPR.A
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Protein 125: basement membrane-specific heparan sulfate proteoglycan core protein precursor 
[Homo sapiens]

Accession: gi|126012571 Score: 39.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 468.5
Database Date: 2015-11-30 pI: 6.1

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

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

362 1 457.1238 -295.03 2 33.9 17.6 0 4004-
4012

R.SAEPLALGR.W
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Protein 126: PREDICTED: centlein isoform X2 [Homo sapiens]
Accession: gi|578816553 Score: 39.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.6
Database Date: 2015-11-30 pI: 9.1

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

1953 1 643.3047 -169.45 1 54.5 11.9 0 1136-
1141

R.LNVAVK.E

2736 1 683.3656 57.65 3 65.5 15.2 2 1144-
1159

K.SQYEQMYQKSKEELEK.K
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Protein 127: 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: 2

Quantitation
MD:MU Median: 1.06 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

2516 1 941.4560 -98.82 2 61.9 13.1 1 702-719 K.KPPPLVKQPTLHGSPSAK.A

1917 1 902.8454 -85.60 2 54.0 12.9 0 3678-
3694

R.SMSDPKPLSPTADESSR.A MD:MU 1.06
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Protein 128: PREDICTED: nesprin-2 isoform X8 [Homo sapiens]
Accession: gi|578825626 Score: 39.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 553.3
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 0.8
No. of unique Peptides: 2

Quantitation
MD:MU Median: 1.00 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

1518 1 882.6077 144.13 2 48.8 11.3 2 3618-
3632

K.SEQFEELQSILKKGK.L MD:MU 1.00
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Protein 129: coiled-coil domain-containing protein 178 isoform 2 [Homo sapiens]
Accession: gi|157671917 Score: 39.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.5
Database Date: 2015-11-30 pI: 5.9

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

1067 1 942.2514 -302.71 1 42.9 13.2 1 145-152 K.EVKPGEKR.D

299 1 559.1629 -222.10 2 33.4 13.3 2 152-160 K.RDEKCPELK.Q

2736 2 694.8753 -15.16 2 64.6 13.1 2 603-614 K.EHSVSKRSAIFK.D
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Protein 130: replication factor C subunit 1 isoform 1 [Homo sapiens]
Accession: gi|32528306 Score: 39.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 2
Quantitation
MD:MU Median: 1.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1265 1 990.4490 -59.66 2 45.4 11.3 2 745-760 K.IPIICMCNDRNHPKIR.S Carbamidomethyl: 5

6 1 776.7890 -162.05 2 28.8 17.4 1 776-789 R.VEQIKGAMMSIAFK.E MD:MU 1.04
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Protein 131: 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): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2705 1 805.4372 84.57 2 65.1 14.8 1 460-473 R.MQLQEARGEGEMSK.S Oxidation: 1

2064 1 753.2991 -61.50 2 55.9 14.2 0 595-606 K.CQDLLNADCLQR.A Carbamidomethyl: 1, 9
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2215 1 682.1038 136.60 3 57.9 10.1 1 1122-
1137

K.WLYNEYVTELPAFKDR.V
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Protein 132: PREDICTED: RAS guanyl-releasing protein 2 isoform X1 [Homo sapiens]
Accession: gi|578821076 Score: 39.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.4

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2165 1 938.2937 -80.66 2 56.9 12.3 0 1-15 -.MGVCACVWECTCVER.H Carbamidomethyl: 4, 6, 10; 
Oxidation: 1

1804 1 1056.6673 56.24 3 52.5 10.2 2 360-387 R.FPILGVHLKDLVALQLALPDWLDPARTR.L

2600 1 731.3793 68.68 2 63.1 16.6 2 590-602 R.ACGVNCHKQCKDR.L
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Protein 133: 14-3-3 protein sigma [Homo sapiens]
Accession: gi|5454052 Score: 38.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 4.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2105 1 1051.3989 -101.77 2 56.2 11.9 2 10-27 K.AKLAEQAERYEDMAAFMK.G
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Protein 134: centromere protein F [Homo sapiens]
Accession: gi|55770834 Score: 38.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 357.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 0.9

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2707 1 821.4735 62.12 2 64.1 11.9 2 301-314 R.LQGHEKEMKGQVNK.F Oxidation: 8
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Protein 135: PREDICTED: zinc finger protein 737 isoform X4 [Homo sapiens]
Accession: gi|530414419 Score: 38.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.3
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl 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

1955 1 1022.8979 -86.37 2 54.5 10.5 2 399-416 K.CEECGKAFKCFSILTTHK.R

2857 1 1051.5637 63.44 2 66.2 11.3 2 399-416 K.CEECGKAFKCFSILTTHK.R Carbamidomethyl: 1
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Protein 136: PREDICTED: caspase-10 isoform X3 [Homo sapiens]
Accession: gi|530371073 Score: 38.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.9
Database Date: 2015-11-30 pI: 6.5

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

1677 1 933.3261 -154.07 2 50.9 26.9 1 236-254 K.HAGSNGNRATNGAPSLVSR.G
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Protein 137: zinc finger protein 610 isoform a [Homo sapiens]
Accession: gi|239787098 Score: 38.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.5
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 10.6
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|239787104 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 610 isoform a [Homo sapiens]

gi|239787101 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 610 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2725 2 1045.0312 -59.71 2 64.4 11.5 0 59-77 R.NLVFLGICLPDLSIISMLK.Q

1493 1 949.3248 -78.23 2 48.5 12.6 1 199-214 R.GKSYEYECSEDGEVFR.V
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Protein 138: syntaxin-binding protein 5 isoform b [Homo sapiens]
Accession: gi|189217915 Score: 38.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.5
Database Date: 2015-11-30 pI: 7.1
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

2747 1 807.3929 -21.85 2 65.6 15.2 2 743-756 K.FSKMVANDIAKMSR.K Oxidation: 4
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Protein 139: PREDICTED: UDP-glucose:glycoprotein glucosyltransferase 1 isoform X3 [Homo 
sapiens]

Accession: gi|578804605 Score: 38.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.2
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation 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

1963 1 696.2530 -54.87 2 54.6 12.7 1 1-13 -.MGCKGDASGVCYK.M Carbamidomethyl: 11; 
Oxidation: 1

1565 1 1018.8365 -18.21 3 49.3 12.6 2 606-632 R.KEARGYYEQTGVGPLPVVLFNGMPFER.E

1888 1 600.2525 -61.03 3 53.5 13.2 0 633-647 R.EQLDPDELETITMHK.I
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Protein 140: numb-like protein [Homo sapiens]
Accession: gi|10863899 Score: 38.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 8.7
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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
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Protein 141: 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
MD:MU Median: 3.04 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

177 1 642.3095 14.02 2 31.6 11.3 0 43-53 K.DFMVADDISVR.Q Oxidation: 3 MD:MU 3.04

2144 1 953.3984 -72.07 2 57.0 10.6 1 358-375 K.ANTAMISTKGQSHICATR.Q Oxidation: 5
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Protein 142: 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: 2

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

2097 2 701.2282 -113.98 3 56.4 14.4 2 37-54 K.CGNDNFQLKGCKSVDECK.L Carbamidomethyl: 1, 17
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Protein 143: PREDICTED: histone-lysine N-methyltransferase setd3 isoform X3 [Homo sapiens]
Accession: gi|530404751 Score: 38.2
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: 2

Quantitation
MD:MU 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

832 1 491.6524 -172.14 2 39.8 26.5 0 117-123 R.QYAYFYK.V

263 1 592.1181 -248.62 2 33.0 11.7 0 196-205 R.CECVALQDFR.A MD:MU 1.36
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Protein 144: 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 145: PREDICTED: nuclear receptor subfamily 1 group D member 2 isoform X2 [Homo 
sapiens]

Accession: gi|578806859 Score: 38.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.9
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 12.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1576 1 1011.7169 -72.08 3 49.6 10.7 1 96-124 K.FSGMVLLCKVCGDVASGFHYGVHACEGCK.G Oxidation: 4

80 1 877.8666 -76.26 2 30.7 12.1 2 183-196 R.EKQRMLIEMQSAMK.T Oxidation: 9, 13
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Protein 146: 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 147: PREDICTED: uncharacterized protein LOC102723569 isoform X1 [Homo sapiens]
Accession: gi|578835246 Score: 38.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.7
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 15.3

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.33 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2778 2 958.9830 67.11 2 66.1 25.9 0 2-19 M.CMASNAVCSAPETLAGYR.I Carbamidomethyl: 1; 
Oxidation: 2

MD:MU 1.33
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Protein 148: PREDICTED: vacuolar protein sorting-associated protein 8 homolog isoform X4 
[Homo sapiens]

Accession: gi|530374200 Score: 37.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.1
Database Date: 2015-11-30 pI: 5.3
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

1784 1 840.7706 -147.85 2 52.3 10.4 1 36-48 K.FSYIDMDKELEFK.N Oxidation: 6
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Protein 149: mucin-2 precursor [Homo sapiens]
Accession: gi|557129045 Score: 37.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 539.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 2
Quantitation
MD:MU 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

2678 1 857.6944 26.58 3 64.7 10.2 0 616-637 K.
YDTCNCQNNEDCLCAALSSYAR.
A

Carbamidomethyl: 4, 12

2127 2 937.3845 -87.61 2 56.5 16.1 0 764-780 K.IHMDCSNLTALATSKPR.A Oxidation: 3 MD:MU 1.17
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Protein 150: PREDICTED: uncharacterized protein C22orf15 isoform X12 [Homo sapiens]
Accession: gi|578836949 Score: 37.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.9
Database Date: 2015-11-30 pI: 11.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 14.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1676 1 1045.0153 -7.55 2 50.7 23.1 1 2-20 M.FIKVMFGAGCSVLVNTSCR.L Carbamidomethyl: 18

2567 1 709.8660 -0.61 2 62.5 14.7 2 185-195 K.LWVQRMGCRGR.D Carbamidomethyl: 8
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Protein 151: 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: 3

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

760 1 856.2336 -297.82 1 38.9 11.7 0 206-213 K.LSPSPSLR.K

1864 1 606.2622 -6.93 2 53.3 12.3 2 475-483 R.DMRDSREMR.D 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

1287 1 795.9839 117.71 2 45.8 13.8 2 528-540 R.SYGRNHLREESSR.T
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Protein 152: 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 153: PREDICTED: probable ATP-dependent RNA helicase DDX60-like isoform X6 [Homo 
sapiens]

Accession: gi|578809622 Score: 37.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.4
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 3
Quantitation
MD:MU Median: 1.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z z Rt
[min]

Score P Range Sequence Modification Ratios
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[ppm]

1058 1 586.1731 -222.69 2 42.8 12.2 2 639-648 K.HCRGEGKISK.D Carbamidomethyl: 2

225 1 641.7812 -36.28 2 32.5 12.3 1 924-933 K.IMEEKCISEK.Q Carbamidomethyl: 6; 
Oxidation: 2

1639 1 926.8312 -90.99 2 50.2 13.2 1 1516-
1531

K.ECEDSQLVSHLMSCKK.G Oxidation: 12 MD:MU 1.16
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Protein 154: PREDICTED: cytoplasmic tyrosine-protein kinase BMX isoform X1 [Homo sapiens]
Accession: gi|578837945 Score: 37.5
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: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2282 1 701.1125 131.58 3 58.4 20.9 0 592-609 K.SDVWAFGILMWEVFSLGK.Q Oxidation: 10
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Protein 155: PREDICTED: tudor domain-containing protein 7 isoform X2 [Homo sapiens]
Accession: gi|578817240 Score: 37.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 2
Quantitation
MD:MU 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

1797 1 851.2615 -133.71 2 52.3 11.4 0 249-263 K.HMTSECFVSLPFCGK.I Oxidation: 2 MD:MU 0.75

2544 1 885.4222 38.31 2 61.8 14.1 1 419-434 K.NGNMPMSGNTGENFRK.N Oxidation: 4
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Protein 156: PREDICTED: utrophin isoform X8 [Homo sapiens]
Accession: gi|578812959 Score: 37.4
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 157: peptidyl-prolyl cis-trans isomerase A [Homo sapiens]
Accession: gi|10863927 Score: 37.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.0
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 27.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2768 1 973.5119 7.60 2 65.0 13.8 0 2-19 M.VNPTVFFDIAVDGEPLGR.V

2048 2 753.7914 -137.80 2 55.7 13.1 2 152-165 K.TSKKITIADCGQLE.-
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Protein 158: polycystic kidney disease and receptor for egg jelly-related protein precursor [Homo 
sapiens]

Accession: gi|5174633 Score: 37.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 255.3
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl, Oxidation 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

2763 1 741.8475 25.09 2 64.9 12.5 0 1125-
1135

K.TSWYEVHCICK.N Carbamidomethyl: 8, 10

2608 1 648.3616 -63.29 2 62.6 12.8 1 1788-
1798

K.ILGLPLMRQVR.A

2593 3 648.3609 90.56 2 62.4 11.8 1 1801-
1811

K.SSEKMCLPAEK.F Carbamidomethyl: 6; 
Oxidation: 5
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Protein 159: sacsin isoform 1 [Homo sapiens]
Accession: gi|163659918 Score: 36.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 520.8
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2078 1 1029.6855 128.38 2 56.1 10.5 0 1861-
1877

K.WTVKPHIGEVFCYLPLR.I

71 1 845.3572 -104.63 2 30.3 12.1 1 2019-
2034

K.TGSKNLCAVELPSSVK.L Carbamidomethyl: 7

2171 1 1022.8841 -140.49 2 57.3 14.3 2 2478-
2495

K.DTTVKYCHADIPREVAVK.L
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Protein 160: PREDICTED: mucin-5AC [Homo sapiens]
Accession: gi|578821001 Score: 36.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 520.3
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 3



Detailed Protein Report

267 / 1688



Detailed Protein Report

268 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1356 1 863.9173 -123.12 2 46.6 12.1 1 7-22 R.KLALLWALALALACTR.H

2649 1 734.8562 20.51 2 63.2 12.1 0 317-329 R.QCTHAGGLPQDWR.G

2548 1 1044.5297 54.57 2 61.8 12.6 1 2203-
2218

K.MCLNYEVRVLCCETPK.G Carbamidomethyl: 2, 11, 
12; Oxidation: 1
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Protein 161: podocan isoform 2 [Homo sapiens]
Accession: gi|312283621 Score: 36.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.1
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 6.2
No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|312283625 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
podocan isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

127 1 724.8357 13.78 2 31.3 12.7 0 2-13 M.EGEEAEQPAWFR.Q

1952 1 753.7987 -167.47 2 54.5 11.4 0 211-223 K.IYGLTFGQKPNLR.S

16 1 819.8519 -141.56 2 29.5 12.6 1 348-362 K.NAIRSVDANVLTPIR.S
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Protein 162: myeloperoxidase precursor [Homo sapiens]
Accession: gi|4557759 Score: 36.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.8
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl 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

873 1 575.3008 19.33 2 40.5 19.5 0 396-405 R.IPCFLAGDTR.S Carbamidomethyl: 3

1741 1 640.7565 -196.31 2 51.7 17.2 0 537-548 R.VVLEGGIDPILR.G
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Protein 163: PREDICTED: guanine nucleotide exchange factor VAV3 isoform X4 [Homo sapiens]
Accession: gi|530361574 Score: 36.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.1
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 2
Quantitation
MD:MU Median: 1.43 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

MD:MU 1.43

103 1 807.7358 -182.29 2 31.0 26.3 2 551-564 R.AHKECLGRVDNCGR.V Carbamidomethyl: 12
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Protein 164: PREDICTED: testis-expressed sequence 2 protein isoform X4 [Homo sapiens]
Accession: gi|530412523 Score: 36.5
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 [%]: 3.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2499 1 1044.5086 15.43 2 61.7 15.0 1 632-648 K.KYPICIELGQQDDFMSK.A Carbamidomethyl: 5; 
Oxidation: 15

2481 1 449.6389 -282.20 2 61.0 10.9 0 920-927 K.EPLVEALK.V
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Protein 165: endothelin-2 preproprotein [Homo sapiens]
Accession: gi|4503463 Score: 36.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.9
Database Date: 2015-11-30 pI: 12.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 14.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2021 1 682.2548 -70.07 3 55.4 12.1 2 95-112 R.RCQCSSARDPACATFCLR.R Carbamidomethyl: 16

1575 1 682.3132 15.52 3 49.5 12.7 2 95-112 R.RCQCSSARDPACATFCLR.R Carbamidomethyl: 2
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Protein 166: centrosome-associated protein 350 [Homo sapiens]
Accession: gi|171184451 Score: 36.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 350.7
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
MD:MU 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

316 1 966.9340 -27.85 2 33.3 11.1 2 1795-
1812

K.LKSAGESKLDSHSDDDTK.D MD:MU 1.23
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Protein 167: staphylococcal nuclease domain-containing protein 1 [Homo sapiens]
Accession: gi|77404397 Score: 36.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.9
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2148 1 966.3470 -130.61 2 56.7 12.8 2 161-177 K.KGMWSEGNGSHTIRDLK.Y Oxidation: 3
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Protein 168: ATP-binding cassette sub-family B member 5 isoform 2 [Homo sapiens]
Accession: gi|148612844 Score: 36.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.8
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 6.8
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1505 1 1022.6536 107.11 2 48.5 10.6 1 97-115 R.NPKILILDEATSALDSESK.S

439 1 565.3076 0.55 2 35.1 13.4 1 708-718 K.GAQLSGGQKQR.L

2759 1 905.4805 -31.89 3 65.8 12.2 1 761-785 R.TCLVVTHRLSAIQNADLIVVLHNGK.I
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Protein 169: 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 170: 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 171: 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 172: PREDICTED: diphthine synthase isoform X1 [Homo sapiens]
Accession: gi|530362777 Score: 35.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.1
Database Date: 2015-11-30 pI: 9.2
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

1993 1 698.2622 -135.48 2 55.0 20.1 1 201-212 R.HFKANVHCGLGR.T Carbamidomethyl: 8
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Protein 173: 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
MD:MU Median: 0.66 CV: 25.52 % No. of Peptides: 2

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 MD:MU 0.85

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 MD:MU 0.51
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Protein 174: testis-specific serine/threonine-protein kinase 2 [Homo sapiens]
Accession: gi|194294513 Score: 35.6
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

185 1 642.3289 7.21 2 32.0 16.0 2 293-302 K.YRAECKLDTK.T Carbamidomethyl: 5
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Protein 175: 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



Detailed Protein Report

286 / 1688

Protein 176: 60 kDa heat shock protein, mitochondrial [Homo sapiens]
Accession: gi|31542947 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.0
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 4.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530370277 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  60  kDa  heat  shock  protein,  mitochondrial  isoform  X1  
[Homo sapiens]

gi|41399285 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

60 kDa heat shock protein, mitochondrial [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

29 1 1001.9624 -98.76 2 30.0 16.6 2 1-16 -.MLRLPTVFRQMRPVSR.V Oxidation: 11
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Protein 177: PREDICTED: RANBP2-like and GRIP domain-containing protein 5/6 isoform X5 [Homo 
sapiens]

Accession: gi|530369376 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.9
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530369509 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  RANBP2-like  and GRIP domain-containing  protein  5/6  
isoform X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1535 1 1023.6824 101.59 2 49.0 12.2 1 1429-
1445

K.NVLLQFIFLKPGSERER.L
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Protein 178: PREDICTED: probable tubulin polyglutamylase TTLL2 isoform X1 [Homo sapiens]
Accession: gi|578812991 Score: 35.0
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

429 1 542.2853 -31.85 2 35.0 16.8 1 239-248 K.IKEVIGHGCK.W

89 1 647.9192 -109.54 3 30.5 18.2 1 447-463 K.TLMPYASLFQSHSCKTK.T
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Protein 179: leucine-rich repeat and calponin homology domain-containing protein 1 isoform 3 
[Homo sapiens]

Accession: gi|256017180 Score: 35.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.2
Database Date: 2015-11-30 pI: 5.5
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

599 1 690.3992 85.05 2 36.8 23.5 1 645-655 R.NVENFLEACRK.L Carbamidomethyl: 9
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Protein 180: G-protein coupled receptor 98 precursor [Homo sapiens]
Accession: gi|113722120 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 692.6
Database Date: 2015-11-30 pI: 4.4
Modification(s): Oxidation Sequence Coverage [%]: 0.7

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

137 1 793.8712 -87.93 2 31.4 10.7 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
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Protein 181: sodium-driven chloride bicarbonate exchanger isoform 1 [Homo sapiens]
Accession: gi|295821221 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.9
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2
Quantitation
MD:MU Median: 1.37 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1817 1 847.8355 -100.68 2 52.5 10.3 1 278-293 R.ENSTVDFSKGLGGQQK.G

1399 1 783.2967 -72.60 2 47.2 11.8 0 1077-
1090

R.DDPSVINISDEMSK.T Oxidation: 12 MD:MU 1.37
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Protein 182: 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

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

504 1 667.7055 -215.81 2 35.6 22.1 1 615-626 K.QNLTGLCQKVCK.E

1770 1 851.2192 -170.05 2 52.1 12.5 0 717-731 R.QSGGISDFCQQMTDK.C Carbamidomethyl: 9
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Protein 183: myosin-9 [Homo sapiens]
Accession: gi|12667788 Score: 34.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 226.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 2
Quantitation
MD:MU Median: 1.09 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

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-
1613

K.QRSMAVAARK.K Oxidation: 4 MD:MU 1.09
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Protein 184: neuron navigator 2 isoform 3 [Homo sapiens]
Accession: gi|161169015 Score: 34.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 254.8
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl, 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

183 1 904.3719 -34.40 2 31.7 10.6 2 348-365 K.GGSKAGEGPGSRDTSCER.L Carbamidomethyl: 16

2463 1 647.1849 -205.84 2 61.2 24.0 0 976-987 R.GMTAQVGITMPR.T Oxidation: 2, 10
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Protein 185: 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 186: PREDICTED: methylcytosine dioxygenase TET3 isoform X1 [Homo sapiens]
Accession: gi|530367326 Score: 34.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.6
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

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

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

K.GEEGR.I
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Protein 187: scm-like with four MBT domains protein 1 [Homo sapiens]
Accession: gi|53692193 Score: 34.5
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: 2

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

2196 1 873.3355 -156.25 2 57.3 10.7 1 46-61 R.LQNGFAPGMKLEVAVR.T Oxidation: 9

1978 2 656.8089 -9.85 2 54.8 12.3 1 623-634 K.CSENCSVLTKTK.Y
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Protein 188: proteoglycan 4 isoform D precursor [Homo sapiens]
Accession: gi|189181724 Score: 34.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.5
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2237 1 994.8741 -142.64 2 57.8 23.9 2 785-802 K.TTERDLRTTPETTTAAPK.M
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Protein 189: 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 190: monofunctional C1-tetrahydrofolate synthase, mitochondrial isoform 3 [Homo 
sapiens]

Accession: gi|337756507 Score: 34.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.2
Database Date: 2015-11-30 pI: 7.0

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

228 1 801.7963 -174.05 2 32.6 23.3 2 262-274 R.IQNMVSSGRRWLR.E
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Protein 191: phospholipase B1, membrane-associated isoform 2 precursor [Homo sapiens]
Accession: gi|283436114 Score: 34.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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 192: PREDICTED: transforming acidic coiled-coil-containing protein 2 isoform X20 [Homo 
sapiens]

Accession: gi|578818751 Score: 34.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 296.6
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl 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

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 193: PREDICTED: uncharacterized protein C1orf159 isoform X8 [Homo sapiens]
Accession: gi|578799328 Score: 33.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.9
Database Date: 2015-11-30 pI: 11.7
Modification(s): Oxidation Sequence Coverage [%]: 8.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2311 2 682.9198 139.69 2 58.8 23.8 0 113-125 R.SFAGPGAPFPMNR.S Oxidation: 11

2555 1 701.8644 -5.90 2 61.9 10.1 0 256-269 R.QGPGGRPLGGNQHK.V
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Protein 194: voltage-dependent P/Q-type calcium channel subunit alpha-1A isoform 4 [Homo 
sapiens]

Accession: gi|187828892 Score: 33.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 282.4
Database Date: 2015-11-30 pI: 9.6

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

66 1 796.7909 -127.42 2 30.5 10.0 0 12-31 R.YGGGGSGAAAGVVVGSGGGR.G

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

R.VPGPARSESPRACR.H
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Protein 195: zinc finger protein 177 isoform b [Homo sapiens]
Accession: gi|289547607 Score: 33.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.1

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

2666 3 973.5093 -8.38 2 63.4 16.7 1 49-65 R.NLASVGYQLCRHSLISK.V Carbamidomethyl: 10

1517 1 1008.6274 90.62 1 48.8 16.8 0 216-224 K.AFIDQSSLK.K
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Protein 196: PREDICTED: ras-specific guanine nucleotide-releasing factor 2 isoform X1 [Homo 
sapiens]

Accession: gi|530379425 Score: 33.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.5
Database Date: 2015-11-30 pI: 8.3
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1027 1 984.1548 34.58 3 42.4 33.5 1 898-922 R.ALSQDDQDDIHLKLEDIIQMTDCMK.A Oxidation: 20, 24
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Protein 197: PREDICTED: probable E3 ubiquitin-protein ligase HERC1 isoform X6 [Homo sapiens]
Accession: gi|530406610 Score: 33.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 524.9
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.1

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1613 1 954.4635 -82.64 2 49.9 11.5 1 537-552 R.VYKPKVIEALQGMFIR.K Oxidation: 13

1890 1 1023.4178 -75.16 2 53.5 10.4 1 1209-
1226

K.HTNLLSQACGESRYQPGK.H Carbamidomethyl: 9

2149 1 701.2767 -121.55 3 57.0 11.4 1 4282-
4301

R.QISAGRCHSAAWTAPPVPPR.A
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Protein 198: mitochondrial intermediate peptidase [Homo sapiens]
Accession: gi|156105687 Score: 33.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.6
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

2877 3 703.3682 28.70 2 66.7 15.9 0 675-686 R.EPMLMVEGMLQK.C
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Protein 199: histone acetyltransferase KAT6B isoform 1 [Homo sapiens]
Accession: gi|100816397 Score: 33.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 231.2
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530393350 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  histone  acetyltransferase  KAT6B  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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1354 1 684.3815 59.97 2 46.5 10.7 0 32-44 R.ICHAVSTSHGLDK.K



Detailed Protein Report

325 / 1688

Protein 200: A disintegrin and metalloproteinase with thrombospondin motifs 19 preproprotein 
[Homo sapiens]

Accession: gi|112789555 Score: 33.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

109 1 1098.0910 -64.88 3 31.1 12.4 2 619-647 K.WCKAGECTSRTSAPEHLAGEWSLWSPCSR.T Carbamidomethyl: 2
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Protein 201: PREDICTED: serine/threonine-protein kinase 31 isoform X3 [Homo sapiens]
Accession: gi|578813577 Score: 33.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.7
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

277 3 592.1990 -132.59 2 33.2 18.2 0 581-591 K.GYSVDVDTEAK.V
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Protein 202: spectrin beta chain, non-erythrocytic 5 [Homo sapiens]
Accession: gi|485837026 Score: 33.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 416.5
Database Date: 2015-11-30 pI: 6.2

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

1932 1 724.3207 -73.16 2 54.2 11.4 1 962-973 R.QRYPGNSTQIQR.Q

2799 2 665.3651 -30.72 2 65.4 11.8 0 3278-
3291

R.LGQLHPAAPGGLAK.V
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Protein 203: 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



Detailed Protein Report
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Protein 204: PREDICTED: LIM and senescent cell antigen-like-containing domain protein 1 isoform 
X7 [Homo sapiens]

Accession: gi|578804328 Score: 33.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl 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

1893 1 573.2288 -144.49 2 53.7 11.3 1 174-183 K.ELTADARELK.G

1542 1 978.1217 1.51 3 49.0 11.6 1 265-291 R.VIEGDVVSALNKAWCVNCFACSTCNTK.L Carbamidomethyl: 21
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Protein 205: rapamycin-insensitive companion of mTOR isoform 3 [Homo sapiens]
Accession: gi|550544215 Score: 33.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.8
Database Date: 2015-11-30 pI: 6.8

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

Quantitation
MD:MU Median: 1.85 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2600 6 741.8765 -155.82 2 62.5 20.5 1 516-528 K.GLLLLLRFLSIPK.G

275 1 795.2750 -158.71 2 33.1 12.4 1 916-929 R.ERLVVESSTSSHMK.I MD:MU 1.85
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Protein 206: PREDICTED: NEDD8 ultimate buster 1 isoform X3 [Homo sapiens]
Accession: gi|530387034 Score: 32.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.7
Database Date: 2015-11-30 pI: 5.7

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

2129 1 596.7885 -98.31 2 56.5 10.5 2 330-339 K.KLNLAQKCFK.N
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Protein 207: E3 ubiquitin-protein ligase RNF213 isoform 3 [Homo sapiens]
Accession: gi|366039979 Score: 32.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 591.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 0.5

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

1737 1 863.0655 110.54 2 51.5 19.4 1 746-759 R.EKQHLLSIDEPLFR.S

2481 1 856.9085 -24.89 2 61.4 13.6 1 4661-
4674

R.LLNFDTELSTKEMR.N Oxidation: 13
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Protein 208: PREDICTED: agrin isoform X5 [Homo sapiens]
Accession: gi|578799096 Score: 32.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 200.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1808 1 774.2788 -97.08 2 52.4 10.1 0 1118-
1132

K.TPSLDAEGSNCPATK.V Carbamidomethyl: 11

2489 1 981.1592 15.45 3 61.0 10.5 0 1133-
1158

K.VFQGVLELEGVEGQELFYTPEMADPK.S Oxidation: 22
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Protein 209: endonuclease 8-like 3 [Homo sapiens]
Accession: gi|157388969 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1708 1 735.0267 -63.51 3 51.1 14.2 2 564-583 K.TVLKIGPNNGKNFFVCPLGK.E Carbamidomethyl: 16
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Protein 210: PREDICTED: latent-transforming growth factor beta-binding protein 1 isoform X5 
[Homo sapiens]

Accession: gi|530367595 Score: 32.8
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 [%]: 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

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 211: putative ribosomal RNA methyltransferase NOP2 isoform 4 [Homo sapiens]
Accession: gi|385198063 Score: 32.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.6
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2674 1 933.1060 151.43 2 64.6 13.8 0 583-599 K.FSNSIPQSQTDGVLLCR.S



Detailed Protein Report
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Protein 212: BPI fold-containing family B member 6 precursor [Homo sapiens]
Accession: gi|28372525 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.7
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 9.9
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1223 1 873.6526 163.19 2 45.0 15.9 1 2-17 M.LRILCLALCSLLTGTR.A

1632 1 1061.4621 -60.44 3 50.1 16.5 1 18-46 R.ADPGALLRLGMDIMNQVQSAMDESHILEK.M
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Protein 213: 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: 2
Quantitation
MD:MU 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

116 1 929.4622 17.68 2 30.9 16.0 1 184-199 K.ALMMRGLIPECCAVYR.I Oxidation: 3, 4 MD:MU 1.36

2507 1 913.4337 -18.76 2 61.8 16.4 1 184-199 K.ALMMRGLIPECCAVYR.I
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Protein 214: PREDICTED: angiopoietin-1 receptor isoform X3 [Homo sapiens]
Accession: gi|530390111 Score: 32.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.9
Database Date: 2015-11-30 pI: 6.5

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

710 1 676.9374 132.70 2 38.2 12.4 0 468-478 R.TEYELCVQLVR.R

2675 1 841.3883 -72.13 2 63.6 20.0 1 936-950 K.IADFGLSRGQEVYVK.K
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Protein 215: stAR-related lipid transfer protein 8 isoform a [Homo sapiens]
Accession: gi|215820650 Score: 32.3
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: 2
Quantitation
MD:MU 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

1731 1 916.4065 -38.11 2 51.4 19.9 1 63-78 K.KNHGFLDEDSLGALCR.R Carbamidomethyl: 15 MD:MU 0.67

1810 1 641.7727 -44.44 2 52.6 12.4 0 80-90 R.LMTLNNCASMK.L Carbamidomethyl: 7
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Protein 216: PREDICTED: tenomodulin isoform X1 [Homo sapiens]
Accession: gi|530422140 Score: 32.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.0
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 11.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1182 1 679.6416 -214.99 2 44.4 15.1 0 1-11 -.MEHTFYSNGEK.K Oxidation: 1

72 1 1069.4912 -86.67 2 30.6 17.2 2 151-168 K.KGIEQNEQWVVPQVKVEK.T
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Protein 217: 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: 2

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

1064 1 500.6481 -289.29 2 42.9 11.8 2 347-356 R.KKTPSGPSAK.S
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Protein 218: keratin, type II cuticular Hb4 [Homo sapiens]
Accession: gi|15431316 Score: 32.2
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 [%]: 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

603 1 652.6252 -207.98 2 36.9 13.1 0 79-91 R.FGAGCGMGFGDGR.G Carbamidomethyl: 5; 
Oxidation: 7
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Protein 219: fibulin-1 isoform D precursor [Homo sapiens]
Accession: gi|34734066 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.2
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2101 2 788.3311 -88.71 2 56.1 18.9 0 676-689 K.LEMNYVVGGVVSHR.N Oxidation: 3
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Protein 220: E3 ubiquitin-protein ligase RNF213 isoform 2 [Homo sapiens]
Accession: gi|66529203 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.4
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

2673 1 913.9847 10.52 2 63.5 12.7 1 1032-
1049

R.AMKHPLGLSSSANSEIGK.W
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Protein 221: PREDICTED: histone-lysine N-methyltransferase ASH1L isoform X3 [Homo sapiens]
Accession: gi|530365072 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.3
Database Date: 2015-11-30 pI: 10.4

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

2429 1 856.6272 147.06 2 60.7 15.4 1 273-289 K.KPTISTAVGLVTKDPGK.K
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Protein 222: fanconi-associated nuclease 1 isoform a [Homo sapiens]
Accession: gi|226246523 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.2
Database Date: 2015-11-30 pI: 7.4

Sequence Coverage [%]: 3.7
No. of unique Peptides: 2

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

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

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

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

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

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

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

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

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

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

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

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

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

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

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

60 3 768.2851 -144.27 2 30.4 19.5 2 233-246 R.GSKIMEAESQKATR.E
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

83 1 826.6984 -67.49 3 30.8 12.5 0 922-945 R.FTSLQQAQDLVSCLGGPVLSGVCR.H
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Protein 223: zinc finger protein 518A isoform a [Homo sapiens]
Accession: gi|57242807 Score: 32.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.7
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|512388675 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 518A isoform a [Homo sapiens]

gi|512388673 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 518A isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1117 1 1019.4619 -129.58 2 43.5 17.7 2 31-49 R.SAPKPKISGSIHYALKNVK.I

63 1 814.0267 -13.11 3 30.1 14.3 0 1016- K.VEPNNNCLTPGLCSSIGSCLSMK.S Carbamidomethyl: 7; 
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1038 Oxidation: 22
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Protein 224: PREDICTED: SH3 domain-containing protein 21 isoform X4 [Homo sapiens]
Accession: gi|578799774 Score: 32.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.7
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 2.7
No. of unique Peptides: 2

Quantitation
MD:MU Median: 0.32 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

949 1 473.1120 -311.20 2 41.4 19.1 1 695-702 R.GEVESLRR.A MD:MU 0.32

2858 1 805.9291 -2.54 2 66.2 12.9 2 751-763 R.GLPWPSQARWEKR.Q
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Protein 225: polycystic kidney disease protein 1-like 3 precursor [Homo sapiens]
Accession: gi|31559825 Score: 32.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 195.8
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

146 1 896.8772 102.59 3 31.2 18.7 2 1242-
1267

K.CSSSVPGSRDKNNPVYVAPAINSPTK.H
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Protein 226: sorting nexin-8 [Homo sapiens]
Accession: gi|23943858 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.5
Database Date: 2015-11-30 pI: 7.2
Modification(s): Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1502 1 978.1127 119.49 2 48.6 18.2 1 109-123 R.RYNDFVVFQEMLLHK.F Oxidation: 11
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Protein 227: peroxisome biogenesis factor 1 isoform 3 [Homo sapiens]
Accession: gi|544186104 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.5
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1073 5 1207.9210 130.55 1 43.0 31.9 2 233-242 K.IPRSLKLQPR.E
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Protein 228: fibronectin isoform 6 preproprotein [Homo sapiens]
Accession: gi|47132549 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 239.5
Database Date: 2015-11-30 pI: 5.5
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

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

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

R.GDSPASSKPISINYR.T
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Protein 229: PREDICTED: zinc finger protein 554 isoform X2 [Homo sapiens]
Accession: gi|578832959 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.7
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2623 1 812.4211 89.86 2 63.6 11.3 0 223-237 R.THTGEKPYGCGECGK.A Carbamidomethyl: 13
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Protein 230: PREDICTED: unhealthy ribosome biogenesis protein 2 homolog isoform X1 [Homo 
sapiens]

Accession: gi|530366678 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.5
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

598 1 661.8686 26.39 2 36.8 13.9 2 12-22 K.LKSKTTSWEDK.L
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Protein 231: PREDICTED: cortactin-binding protein 2 isoform X2 [Homo sapiens]
Accession: gi|530386510 Score: 31.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.1
Database Date: 2015-11-30 pI: 9.1
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

2703 2 973.4604 -78.66 2 65.0 13.9 0 470-486 K.EQLLDLFISSACLIPVK.Q Carbamidomethyl: 12
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Protein 232: rho GTPase-activating protein 42 [Homo sapiens]
Accession: gi|221307575 Score: 31.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.5
Database Date: 2015-11-30 pI: 8.9
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

150 1 849.3532 -94.77 2 31.6 11.8 1 311-325 K.MNGLVTSSPEMFKLK.S Oxidation: 11
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Protein 233: serine/threonine-protein kinase Nek8 [Homo sapiens]
Accession: gi|30039692 Score: 31.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.8
Database Date: 2015-11-30 pI: 9.2
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

1879 2 918.3405 -130.83 2 53.4 19.3 2 280-296 K.SVAPSNTGSRTTSVRCR.G Carbamidomethyl: 16



Detailed Protein Report
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Protein 234: 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
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Protein 235: receptor-type tyrosine-protein phosphatase O isoform b precursor [Homo sapiens]
Accession: gi|4506323 Score: 31.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.9
Database Date: 2015-11-30 pI: 5.6

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

1528 1 977.3724 -122.90 2 48.9 18.9 1 203-219 K.STLVEYSGVSHEPKQHR.T



Detailed Protein Report
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Protein 236: zinc finger protein 585B [Homo sapiens]
Accession: gi|289547716 Score: 31.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.0
Database Date: 2015-11-30 pI: 10.2
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

2053 1 575.2161 -125.57 3 55.6 15.5 1 151-165 K.VPTGEKLYVCIECGR.A Carbamidomethyl: 10

1964 3 753.7894 -100.09 2 54.7 16.1 0 222-234 K.GFPYNSDLSIHEK.I



Detailed Protein Report
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Protein 237: 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
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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



Detailed Protein Report
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Protein 238: ubiquitin-conjugating enzyme E2 J2 isoform 3 [Homo sapiens]
Accession: gi|37577130 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.9
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 5.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|37577132 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ubiquitin-conjugating enzyme E2 J2 isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

188 1 636.3948 167.51 2 32.1 12.9 0 2-12 M.TPYEGGYYHGK.L



Detailed Protein Report
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Protein 239: prosaposin receptor GPR37 precursor [Homo sapiens]
Accession: gi|4885323 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2128 2 721.2347 -109.30 2 56.8 13.5 1 601-613 R.REMSTFASVGTHC.- Oxidation: 3



Detailed Protein Report

376 / 1688

Protein 240: PREDICTED: thyroglobulin isoform X9 [Homo sapiens]
Accession: gi|530389281 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.1
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
Quantitation
MD:MU Median: 0.53 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

865 1 623.9049 -34.22 3 40.3 10.8 0 228-243 R.FPEVSGYCHCADSQGR.E Carbamidomethyl: 8, 10 MD:MU 0.53



Detailed Protein Report
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Protein 241: complement C4-A isoform 2 preproprotein [Homo sapiens]
Accession: gi|356582273 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.6
Database Date: 2015-11-30 pI: 6.7

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

1442 2 1061.4940 -67.98 2 47.8 19.8 1 119-137 K.DSLSRTTNIQGINLLFSSR.R



Detailed Protein Report
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Protein 242: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1828 7 673.2559 -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



Detailed Protein Report
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Protein 243: PREDICTED: pericentrin isoform X7 [Homo sapiens]
Accession: gi|530419256 Score: 31.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 305.6
Database Date: 2015-11-30 pI: 4.9

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

2759 2 1044.5699 44.47 2 64.9 15.2 2 1291-
1307

R.FEKEFSFKNEETAQVVR.K



Detailed Protein Report
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Protein 244: PREDICTED: tubulin polyglutamylase TTLL4 isoform X5 [Homo sapiens]
Accession: gi|578805262 Score: 31.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.2
Database Date: 2015-11-30 pI: 9.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

445 1 592.8266 3.11 2 34.9 13.4 1 596-604 R.VEKLPWEQR.K
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Protein 245: dystrophin Dp260-2 isoform [Homo sapiens]
Accession: gi|5032291 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 270.9
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

982 1 712.1299 -301.49 1 41.8 17.8 1 747-751 K.MYKDR.Q



Detailed Protein Report
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Protein 246: PREDICTED: SH2 domain-containing adapter protein E isoform X1 [Homo sapiens]
Accession: gi|530364158 Score: 30.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.7
Database Date: 2015-11-30 pI: 9.9

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

2769 1 863.9639 30.41 2 65.0 11.1 0 253-269 K.ALQLLDSPCEPADGGLK.S



Detailed Protein Report
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Protein 247: 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: 2

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

1931 1 1022.8987 -78.15 2 54.2 16.6 2 352-369 K.AKSCENDLEMGMLNSKFK.K



Detailed Protein Report
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Protein 248: PREDICTED: PR domain zinc finger protein 1 isoform X1 [Homo sapiens]
Accession: gi|530383954 Score: 30.8
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

1164 3 598.6419 -220.44 2 44.1 12.0 0 129-138 R.GSPEMPFYPR.V Oxidation: 5
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Protein 249: MAP7 domain-containing protein 2 isoform 4 [Homo sapiens]
Accession: gi|270483747 Score: 30.7
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



Detailed Protein Report
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Protein 250: chromodomain-helicase-DNA-binding protein 8 isoform 2 [Homo sapiens]
Accession: gi|114326455 Score: 30.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 262.2
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1309 1 863.9074 -143.00 2 46.0 10.4 2 742-755 K.LQAILKPMMLRRLK.E Oxidation: 8



Detailed Protein Report
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Protein 251: PREDICTED: ras-GEF domain-containing family member 1B isoform X2 [Homo 
sapiens]

Accession: gi|530377246 Score: 30.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.3
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Quantitation
MD:MU Median: 3.28 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2529 1 913.4616 -10.11 2 62.1 13.5 2 209-222 K.KTRNLEAYVEWFNR.L MD:MU 3.28



Detailed Protein Report
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Protein 252: PREDICTED: collagen alpha-2(I) chain-like [Homo sapiens]
Accession: gi|530375734 Score: 30.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 12.9

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

2843 4 731.8776 7.32 2 66.0 30.6 0 1-14 -.MAPFHLSHAPAGAR.K
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Protein 253: PREDICTED: serine/arginine repetitive matrix protein 1-like [Homo sapiens]
Accession: gi|578794871 Score: 30.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.0
Database Date: 2015-11-30 pI: 12.4

Sequence Coverage [%]: 7.5
No. of unique Peptides: 1

Quantitation
MD:MU Median: 3.28 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2683 1 913.4777 3.59 2 63.7 10.3 2 146-162 R.RRDSEPAPAATPHPPAR.Q MD:MU 3.28



Detailed Protein Report
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Protein 254: F-box only protein 41 [Homo sapiens]
Accession: gi|289803020 Score: 30.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2595 2 813.9315 23.86 2 62.4 14.8 1 568-580 R.TLLHAAEVCRDWR.F Carbamidomethyl: 9



Detailed Protein Report
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Protein 255: solute carrier organic anion transporter family member 1B1 [Homo sapiens]
Accession: gi|225543525 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.4
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

216 1 487.1727 -168.54 3 32.4 17.4 2 10-22 K.TAEAQPSENKKTR.Y



Detailed Protein Report
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Protein 256: PREDICTED: bifunctional heparan sulfate N-deacetylase/N-sulfotransferase 2 isoform 
X2 [Homo sapiens]

Accession: gi|530394565 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.2
Database Date: 2015-11-30 pI: 9.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

618 1 677.3937 25.26 2 37.3 10.3 0 97-108 R.GFIHNGIMVLPR.Q

1699 1 1045.7064 77.05 2 51.0 20.0 2 315-334 R.GAALLPRAKIITVLTNPADR.A



Detailed Protein Report
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Protein 257: E3 ubiquitin-protein ligase listerin [Homo sapiens]
Accession: gi|231573214 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 205.0
Database Date: 2015-11-30 pI: 6.1

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

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report

402 / 1688

Cmpds. [ppm] [min]

57 1 731.6721 -129.70 3 30.4 30.4 2 1127-
1145

R.SREHGTLWSLIIAKLILSR.S



Detailed Protein Report
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Protein 258: contactin-2 precursor [Homo sapiens]
Accession: gi|4827022 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.3
Database Date: 2015-11-30 pI: 8.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

159 1 619.6506 -71.74 3 31.7 14.0 1 599-617 K.EATVLVRGPPGPPGGVVVR.D

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 259: spindle assembly abnormal protein 6 homolog [Homo sapiens]
Accession: gi|35038601 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.4
Database Date: 2015-11-30 pI: 7.9

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

1496 1 829.1351 164.97 2 48.5 18.4 2 375-389 K.SLSAELLKANEIIKK.L

239 1 801.7845 -124.85 2 32.7 11.9 0 613-626 R.GLSQNLFSNSDHQR.D



Detailed Protein Report
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Protein 260: neuroblastoma-amplified sequence [Homo sapiens]
Accession: gi|41393547 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.4
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 2
Quantitation
MD:MU Median: 1.95 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

2612 1 1045.0458 32.19 2 62.7 16.8 1 266-284 K.ASSCGLSAWRVLSGSPYYK.Q Carbamidomethyl: 4

70 1 877.8816 -65.42 2 30.6 13.5 2 1987-
2000

K.YSHLYDLSRSEKEK.L MD:MU 1.95



Detailed Protein Report
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Protein 261: zinc finger protein 761 [Homo sapiens]
Accession: gi|209954795 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.7
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1972 1 665.2897 -23.77 2 54.8 11.9 2 496-506 K.CNECGKTFSRK.S Carbamidomethyl: 4



Detailed Protein Report
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Protein 262: PREDICTED: calcium-dependent secretion activator 2 isoform X14 [Homo sapiens]
Accession: gi|530386656 Score: 30.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 142.8
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.6
No. of unique Peptides: 2

Quantitation
MD:MU Median: 3.60 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

2170 1 951.3588 -156.41 2 57.0 13.7 1 446-462 R.VILYPTSNSSKSAELHR.M MD:MU 3.60

1840 1 920.8515 -111.10 2 53.0 16.5 0 1098-
1113

R.YDEGTFFSSILSFTVK.A



Detailed Protein Report
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Protein 263: PREDICTED: glutamine-rich protein 2 isoform X2 [Homo sapiens]
Accession: gi|578831523 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.2
Database Date: 2015-11-30 pI: 9.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

2139 1 937.3370 -142.40 2 56.6 10.9 1 322-337 R.ERPPLYQADEAAAMRR.Q



Detailed Protein Report
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Protein 264: PREDICTED: ubiquitin carboxyl-terminal hydrolase 40 isoform X4 [Homo sapiens]
Accession: gi|530371419 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.8
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

2823 1 826.4280 41.02 2 65.7 30.1 0 1041-
1054

K.NLLIDDDDDFSTIR.D



Detailed Protein Report
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Protein 265: PREDICTED: pericentriolar material 1 protein isoform X28 [Homo sapiens]
Accession: gi|578815347 Score: 30.1
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

86 2 809.3666 -141.33 2 30.8 12.3 1 397-411 R.ALQGRQAALLALQHK.A

1791 1 732.8049 117.99 3 52.4 17.8 1 1544-
1562

R.ALYALQDIVSRHISESHEK.G



Detailed Protein Report
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Protein 266: ral GTPase-activating protein subunit alpha-2 [Homo sapiens]
Accession: gi|118600961 Score: 30.0
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



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

1746 3 1023.9594 -58.70 2 51.6 16.7 1 433-448 K.WILQDKPVFMEEPDRK.D Oxidation: 10

1736 2 1273.5367 -62.63 2 51.5 13.3 0 1341-
1363

K.SSEPVQYHSSAELGNLLTVEEEK.K



Detailed Protein Report
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Protein 267: polypeptide N-acetylgalactosaminyltransferase 14 isoform 3 [Homo sapiens]
Accession: gi|359465585 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.5
Database Date: 2015-11-30 pI: 6.4
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

14 1 847.2854 -131.18 2 29.8 15.5 0 296-310 R.VWMCGGSLEIVPCSR.V Carbamidomethyl: 13
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Protein 268: thrombospondin type-1 domain-containing protein 7B [Homo sapiens]
Accession: gi|122937257 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.5
Database Date: 2015-11-30 pI: 9.1
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

1180 1 883.7188 -3.03 3 44.4 19.1 1 1443-
1465

R.QCIPACRKPFSYCTQGGVCGCEK.G Carbamidomethyl: 2, 6, 13
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Protein 269: 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 270: probable G-protein coupled receptor 27 [Homo sapiens]
Accession: gi|9506747 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 10.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1926 1 857.3073 -135.85 2 54.2 12.0 0 2-21 M.ANASEPGGSGGGEAAALGLK.L

250 1 910.4923 61.03 3 32.8 17.9 2 351-375 R.AQFPCCQSPRTTQATHPCDLKGIGL.- Carbamidomethyl: 6
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Protein 271: PREDICTED: transforming acidic coiled-coil-containing protein 3 isoform X2 [Homo 
sapiens]

Accession: gi|530375987 Score: 29.9
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1875 1 917.8351 -120.99 2 53.5 12.8 1 464-478 K.ENEELTRICDDLISK.M Carbamidomethyl: 9



Detailed Protein Report
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Protein 272: ATP-binding cassette sub-family A member 12 isoform b [Homo sapiens]
Accession: gi|27881501 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 256.8
Database Date: 2015-11-30 pI: 7.6
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

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

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



Detailed Protein Report
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Protein 273: zinc finger C4H2 domain-containing protein isoform 2 [Homo sapiens]
Accession: gi|295842335 Score: 29.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.5
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 13.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|345091006 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger C4H2 domain-containing protein isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2312 1 1051.3738 -133.19 2 58.8 13.3 1 158-175 R.QQPPPMKACLSCHQQIHR.N



Detailed Protein Report
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Protein 274: PREDICTED: uncharacterized protein LOC102724905 [Homo sapiens]
Accession: gi|578835678 Score: 29.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.0
Database Date: 2015-11-30 pI: 10.3
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

2384 1 1045.1618 131.45 2 60.1 16.4 2 2-19 M.KCSTSNCIISIKDYTSIR.I Carbamidomethyl: 7
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Protein 275: structural maintenance of chromosomes protein 4 isoform 2 [Homo sapiens]
Accession: gi|570700827 Score: 29.7
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

289 4 862.8586 -89.06 2 33.0 18.8 2 457-471 R.EKELMGFSKSVNEAR.S



Detailed Protein Report
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Protein 276: PREDICTED: integrin beta-4 isoform X9 [Homo sapiens]
Accession: gi|578830859 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 198.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

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

2157 1 841.3003 -27.93 2 57.2 16.5 1 82-94 K.DCAYCTDEMFRDR.R Carbamidomethyl: 2



Detailed Protein Report
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Protein 277: zinc-binding alcohol dehydrogenase domain-containing protein 2 [Homo sapiens]
Accession: gi|28557745 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.1
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 9.0

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.80 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

40 4 1068.4865 -82.29 2 29.9 13.9 2 1-19 -.MLRLVPTGARAIVDMSYAR.H Oxidation: 1

117 1 849.3965 -46.47 2 30.9 15.8 0 297-311 K.SASVQGFFLNHYLSK.Y MD:MU 0.80



Detailed Protein Report
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Protein 278: cyclic nucleotide-gated cation channel beta-1 isoform c [Homo sapiens]
Accession: gi|554790418 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.1
Database Date: 2015-11-30 pI: 4.6

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

1512 1 851.5801 69.44 1 48.6 11.1 1 1120-
1127

K.GGKLAHLR.A



Detailed Protein Report
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Protein 279: transient receptor potential cation channel subfamily V member 5 [Homo sapiens]
Accession: gi|17505200 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.5
Database Date: 2015-11-30 pI: 6.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

87 1 829.3594 10.76 2 30.8 10.5 1 653-666 K.NSDKEDDQEHPSEK.Q



Detailed Protein Report
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Protein 280: spindle and kinetochore-associated protein 1 [Homo sapiens]
Accession: gi|21450832 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.5
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|88014625 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
spindle and kinetochore-associated protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1627 1 853.3841 -128.05 2 50.1 16.5 2 227-239 K.KFHVLLNILRHCR.R Carbamidomethyl: 12
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Protein 281: probable ATP-dependent RNA helicase DDX46 [Homo sapiens]
Accession: gi|41327773 Score: 29.6
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 [%]: 3.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1641 1 1052.5617 14.08 2 50.3 18.9 2 364-382 K.GKGCPKPIKSWVQCGISMK.I Carbamidomethyl: 4

1054 1 752.4550 172.69 2 42.8 10.7 0 534-545 R.MFDMGFEPQVMR.I Oxidation: 1



Detailed Protein Report
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Protein 282: ATP-binding cassette sub-family A member 13 [Homo sapiens]
Accession: gi|31657092 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 575.8
Database Date: 2015-11-30 pI: 6.0

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

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

K.QTRALSGGLK.R



Detailed Protein Report
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Protein 283: PREDICTED: uncharacterized protein KIAA1109 isoform X13 [Homo sapiens]
Accession: gi|578809469 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 409.1
Database Date: 2015-11-30 pI: 6.0

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

117 1 774.3916 -26.77 3 31.2 15.7 1 66-86 K.HGYIHIGSFSFSVLSGKVMVR.E

1348 1 669.3232 -39.50 2 46.5 13.8 2 116-126 K.QKQHDPKAETR.L



Detailed Protein Report
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Protein 284: caspase recruitment domain-containing protein 9 isoform 2 [Homo sapiens]
Accession: gi|16554562 Score: 29.6
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

1435 1 627.2993 -161.59 2 47.6 11.8 1 60-70 R.KVGVLLDILQR.T



Detailed Protein Report
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Protein 285: transformation/transcription domain-associated protein isoform 2 [Homo sapiens]
Accession: gi|4507691 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 434.1
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1



Detailed Protein Report

441 / 1688



Detailed Protein Report

442 / 1688

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
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Protein 286: PREDICTED: MAP kinase-activating death domain protein isoform X20 [Homo sapiens]
Accession: gi|530395950 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.1
Database Date: 2015-11-30 pI: 5.7
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

1913 1 682.2568 -100.43 3 54.0 15.5 2 191-206 R.ECLYTLKRLVDCCSER.L Carbamidomethyl: 12, 13
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Protein 287: PREDICTED: telomerase-binding protein EST1A isoform X2 [Homo sapiens]
Accession: gi|530410168 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1729 1 1051.5453 20.59 2 51.4 14.5 2 65-82 K.IKEPPGSEEFKDEIVNDR.D
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Protein 288: DNA repair and recombination protein RAD54-like [Homo sapiens]
Accession: gi|216548186 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|216548193 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
DNA repair and recombination protein RAD54-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

656 1 677.1638 133.53 3 37.8 16.7 2 134-151 K.LDKEKLPVHVVVDPILSK.V

1883 2 1022.8975 -139.69 2 53.6 12.7 2 614-630 K.KTCYIYRLLSAGTIEEK.I Carbamidomethyl: 3
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Protein 289: PREDICTED: integrin beta-7 isoform X3 [Homo sapiens]
Accession: gi|578823673 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.0
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

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
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Protein 290: palladin isoform 2 [Homo sapiens]
Accession: gi|93102361 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.0
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2009 2 945.8529 -132.43 2 55.0 12.3 1 1016-
1032

K.LQNTGVADGYPVRLECR.V
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Protein 291: PREDICTED: myosin phosphatase Rho-interacting protein isoform X6 [Homo sapiens]
Accession: gi|578829807 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 258.7
Database Date: 2015-11-30 pI: 5.3
Modification(s): 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

1449 1 1011.7606 -72.73 3 47.9 13.8 2 646-671 R.MEVDRSPGLPMSDLKTHNVHVEIEQR.W Oxidation: 11

448 1 593.8428 14.41 2 35.2 15.6 0 1637-
1646

R.VMQQVLEALR.L



Detailed Protein Report
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Protein 292: probable G-protein coupled receptor 179 precursor [Homo sapiens]
Accession: gi|93352554 Score: 29.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 257.2
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.63 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

479 1 475.6002 -274.91 2 35.6 13.9 0 1164-
1170

R.MLQVCQR.E Carbamidomethyl: 5; 
Oxidation: 1

MD:MU 0.63

799 1 509.1480 -293.13 2 39.5 15.4 1 1195-
1204

R.AGKTGLAMLR.Q
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Protein 293: PREDICTED: receptor-type tyrosine-protein phosphatase F isoform X12 [Homo 
sapiens]

Accession: gi|578799535 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.7
Database Date: 2015-11-30 pI: 5.8

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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2797 1 1024.5150 17.18 2 65.4 15.2 2 1390-
1406

R.MKHEKTVDIYGHVTCMR.S
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Protein 294: PREDICTED: probable JmjC domain-containing histone demethylation protein 2C 
isoform X6 [Homo sapiens]

Accession: gi|530393271 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 250.9
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 0.7

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

343 1 528.7540 -68.44 2 33.9 11.7 2 57-64 K.NKHLMNKR.R Oxidation: 5

1263 1 1019.5782 7.40 1 45.5 17.4 1 1912-
1919

K.KMNISLWK.A
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Protein 295: PREDICTED: contactin-associated protein-like 3 isoform X8 [Homo sapiens]
Accession: gi|578816738 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.5
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
MD:MU 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

1567 1 919.5953 159.08 2 49.4 13.7 1 1061-
1080

R.GHVAPMARCAAGAASGSPAR.
E

MD:MU 1.18
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Protein 296: interferon regulatory factor 2-binding protein 2 isoform B [Homo sapiens]
Accession: gi|116734706 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1850 1 724.2703 -144.49 2 53.0 18.8 0 342-355 R.KPSPEPEGEVGPPK.I

2516 1 715.2357 -144.98 2 61.4 10.3 1 513-523 K.FCFPCSRQSIK.Q Carbamidomethyl: 2, 5



Detailed Protein Report

461 / 1688

Protein 297: PREDICTED: TGF-beta-activated kinase 1 and MAP3K7-binding protein 3 isoform X3 
[Homo sapiens]

Accession: gi|578837866 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.0
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1041 1 955.6888 -79.15 3 42.6 18.2 0 20-44 R.FPEIPEGVVSQCMLQNNNNLEACCR.A Carbamidomethyl: 23

2667 1 821.4359 -63.35 2 63.5 10.8 1 447-461 R.VIPNPTTVFKITVGR.A



Detailed Protein Report
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Protein 298: 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 299: xylosyltransferase 1 precursor [Homo sapiens]
Accession: gi|28269693 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.5
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1789 1 916.3008 -236.11 1 52.4 13.7 0 289-296 K.LGLLMPEK.V Oxidation: 5

2109 1 701.2880 -90.93 3 56.5 15.4 0 388-406 R.MATIWGGASLLSTYLQSMR.D Oxidation: 18
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Protein 300: ATP-dependent DNA helicase Q1 [Homo sapiens]
Accession: gi|14591902 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.4
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578823000 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X5  [Homo  
sapiens]

gi|530399347 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X4  [Homo  
sapiens]

gi|530399345 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X3  [Homo  
sapiens]

gi|530399343 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X2  [Homo  
sapiens]

gi|530399341 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  ATP-dependent  DNA  helicase  Q1  isoform  X1  [Homo  
sapiens]

gi|14591904 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ATP-dependent DNA helicase Q1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2269 1 701.1276 94.64 3 58.2 13.1 1 540-556 R.EDLEKIIAHFLIQQYLK.E



Detailed Protein Report
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Protein 301: ectodysplasin-A isoform 2 [Homo sapiens]
Accession: gi|54112101 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 8.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1518 1 1059.0796 50.76 2 48.7 16.6 1 264-282 K.NDLSGGVLNDWSRITMNPK.V



Detailed Protein Report
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Protein 302: PREDICTED: MDS1 and EVI1 complex locus protein EVI1 isoform X16 [Homo sapiens]
Accession: gi|578807160 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2185 2 1052.4145 -10.10 2 57.2 11.8 1 309-326 R.HQMSHDSGKHYECENCAK.Q

668 1 602.8050 -39.80 2 37.9 17.1 1 832-840 R.CQLLKTWQK.S Carbamidomethyl: 1



Detailed Protein Report
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Protein 303: PREDICTED: bromodomain adjacent to zinc finger domain protein 2A isoform X11 
[Homo sapiens]

Accession: gi|578823227 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 170.8
Database Date: 2015-11-30 pI: 6.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2577 1 941.5794 21.02 2 62.2 13.8 2 698-713 K.VKITELLNKTDNRPLK.K



Detailed Protein Report
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Protein 304: latent-transforming growth factor beta-binding protein 4 isoform c precursor [Homo 
sapiens]

Accession: gi|110347437 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.6
Database Date: 2015-11-30 pI: 4.8

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

1055 1 941.2810 -147.80 2 42.8 15.8 1 902-919 R.GPALCGSQRCENSPGSYR.C

373 1 457.1205 -287.06 2 34.0 13.0 1 1106-
1114

R.QGPVGSGRR.E



Detailed Protein Report
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Protein 305: relA-associated inhibitor [Homo sapiens]
Accession: gi|63003907 Score: 28.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.0
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|215820635 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
relA-associated inhibitor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

100 1 1301.5284 -95.57 2 31.0 12.3 1 378-400 K.LQNAFWEHGASRAMLPGSPLFTR.A Oxidation: 14



Detailed Protein Report
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Protein 306: zinc finger and SCAN domain-containing protein 1 [Homo sapiens]
Accession: gi|110431336 Score: 28.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.3
Database Date: 2015-11-30 pI: 10.0

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

2130 2 1052.4295 -73.05 2 56.8 17.6 0 13-32 R.RPQTPTPSEQDADPGPASPR.D



Detailed Protein Report
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Protein 307: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1490 1 977.1102 85.91 2 48.4 10.9 1 774-789 K.DWLQDGNHLFRILGLR.G



Detailed Protein Report
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Protein 308: hydrocephalus-inducing protein homolog isoform a [Homo sapiens]
Accession: gi|401664560 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 575.5
Database Date: 2015-11-30 pI: 5.7
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

1684 1 1273.9976 -90.58 2 50.8 13.8 2 1-22 -.MTSRRLEESMGAVQMGLVNMFK.G Oxidation: 1, 10

1422 1 982.5936 82.29 2 47.5 14.9 1 1282-
1299

K.ASSVISDEIKISSTEIER.I



Detailed Protein Report
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Protein 309: WASH complex subunit FAM21B [Homo sapiens]
Accession: gi|154090959 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.9
Database Date: 2015-11-30 pI: 4.5

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

Quantitation
MD:MU Median: 3.67 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

500 1 599.8540 27.43 2 35.6 16.5 1 35-44 R.EQKEVDLIPK.V

2876 2 703.3637 1.39 2 66.6 12.1 2 735-747 K.EVGKGRDPDAHPK.S MD:MU 3.67



Detailed Protein Report
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Protein 310: probable exonuclease mut-7 homolog isoform a [Homo sapiens]
Accession: gi|145279204 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.5
Database Date: 2015-11-30 pI: 9.9
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

1319 1 571.1608 -69.20 2 46.1 14.7 0 828-837 R.CFYCCTGCGK.V Carbamidomethyl: 5



Detailed Protein Report
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Protein 311: 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



Detailed Protein Report

478 / 1688

Protein 312: PREDICTED: coiled-coil domain-containing protein 38 isoform X2 [Homo sapiens]
Accession: gi|578823287 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.7
Database Date: 2015-11-30 pI: 9.1

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

39 1 750.3346 -92.35 2 29.8 15.7 1 85-98 R.SFEKFGPGPAPIPR.L



Detailed Protein Report
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Protein 313: laminin subunit gamma-1 precursor [Homo sapiens]
Accession: gi|145309326 Score: 28.5
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
MD:MU Median: 1.91 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2564 2 941.9632 50.20 2 62.0 15.2 1 303-318 K.LVCNCKHNTYGVDCEK.C Carbamidomethyl: 14



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

1858 1 590.7710 -122.60 2 53.3 13.3 2 1037-
1046

R.LVKDKVADHR.V MD:MU 1.91



Detailed Protein Report
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Protein 314: testis-specific serine kinase substrate [Homo sapiens]
Accession: gi|11119430 Score: 28.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.0
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

24 1 819.8334 -120.26 2 29.6 15.2 2 483-497 R.GLTPACPSCQRLHKK.I



Detailed Protein Report
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Protein 315: caseinolytic peptidase B protein homolog isoform 3 [Homo sapiens]
Accession: gi|385719196 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.2
Database Date: 2015-11-30 pI: 9.7

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

1569 1 788.7801 -136.01 2 49.5 16.8 0 386-399 K.QCPNAVVLFDEVDK.A



Detailed Protein Report
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Protein 316: sortilin-related receptor preproprotein [Homo sapiens]
Accession: gi|4507157 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 248.3
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 2
Quantitation
MD:MU Median: 1.16 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

2231 1 599.9323 -0.25 3 57.8 14.4 1 1239-
1254

K.CNGFRCPNGTCIPSSK.H Carbamidomethyl: 1, 11

1162 1 610.6492 -203.57 2 44.2 14.0 0 1244-
1254

R.CPNGTCIPSSK.H Carbamidomethyl: 1, 6 MD:MU 1.16



Detailed Protein Report
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Protein 317: 60 kDa SS-A/Ro ribonucleoprotein isoform 4 [Homo sapiens]
Accession: gi|291084635 Score: 28.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.4
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

1633 1 821.2438 -171.33 2 50.3 12.3 0 36-49 R.FLCFGSEGGTYYIK.E Carbamidomethyl: 3

2854 2 702.3710 -10.04 1 66.1 16.1 0 64-69 R.LIEDGR.G



Detailed Protein Report
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Protein 318: PREDICTED: latrophilin-1 isoform X5 [Homo sapiens]
Accession: gi|578833089 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.9
Database Date: 2015-11-30 pI: 6.5
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

2050 1 900.3480 -63.50 3 55.8 14.3 1 96-120 R.CNNRTQCVVVAGSDAFPDPCPGTYK.Y Carbamidomethyl: 7



Detailed Protein Report
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Protein 319: RNA polymerase II subunit A C-terminal domain phosphatase isoform 3 [Homo 
sapiens]

Accession: gi|321267522 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.3
Database Date: 2015-11-30 pI: 4.9

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

1973 1 899.3577 -124.16 2 54.6 12.7 2 779-797 R.TLGAPASSERSAAGGRGPR.G



Detailed Protein Report
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Protein 320: 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



Detailed Protein Report
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Protein 321: prolactin-inducible protein precursor [Homo sapiens]
Accession: gi|4505821 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.6
Database Date: 2015-11-30 pI: 9.3

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

Quantitation
MD:MU Median: 0.27 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

2176 2 642.3028 -132.15 2 57.4 28.1 0 107-118 R.TVQIAAVVDVIR.E MD:MU 0.27



Detailed Protein Report
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Protein 322: PREDICTED: uncharacterized protein LOC101928409 [Homo sapiens]
Accession: gi|530358441 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.4
Database Date: 2015-11-30 pI: 11.3

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

2625 1 885.4475 -93.73 1 62.9 13.6 0 515-522 R.LAGVALWR.S



Detailed Protein Report
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Protein 323: contactin-associated protein-like 4 isoform 2 [Homo sapiens]
Accession: gi|148664242 Score: 28.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 137.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2542 1 715.3361 -67.84 2 61.7 15.1 2 964-974 K.LSREMIKFSFR.T Oxidation: 5

1571 1 1061.1650 -10.98 3 49.3 12.9 1 1024-
1050

K.NMADGQLHHIMINREEGVVFIEIDDNR.R Oxidation: 2



Detailed Protein Report
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Protein 324: 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



Detailed Protein Report
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Protein 325: 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



Detailed Protein Report
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Protein 326: lysine-specific demethylase 3A [Homo sapiens]
Accession: gi|20357522 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 2

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

81 1 821.0339 -27.87 3 30.4 17.2 2 457-480 K.AGVNSDSPNNCSGKKVEPSALACR.S Carbamidomethyl: 23

624 1 472.1185 -315.94 2 37.4 10.7 0 840-847 K.QPTMPILK.N Oxidation: 4



Detailed Protein Report
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Protein 327: 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



Detailed Protein Report
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Protein 328: PREDICTED: leukocyte immunoglobulin-like receptor subfamily B member 3-like 
isoform X4 [Homo sapiens]

Accession: gi|578842508 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.3
Database Date: 2015-11-30 pI: 6.2

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

1409 1 927.1324 25.05 3 47.2 16.3 2 501-525 R.RSSPAADVQEENLYAAVKDTQSEDR.V



Detailed Protein Report
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Protein 329: leucine-rich repeats and immunoglobulin-like domains protein 1 precursor [Homo 
sapiens]

Accession: gi|54607118 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.0
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Quantitation
MD:MU 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

45 1 1096.9782 -54.15 2 29.9 16.3 1 431-449 K.NLKELHISSDSFLCDCQLK.W MD:MU 1.61



Detailed Protein Report
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Protein 330: coiled-coil domain-containing protein 80 precursor [Homo sapiens]
Accession: gi|41152074 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 2
Quantitation
MD:MU Median: 3.85 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|41152076 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
coiled-coil domain-containing protein 80 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1256 5 698.8457 -68.14 2 45.4 14.9 0 350-363 R.ATTLPPAPATTVTR.S MD:MU 3.85

1645 1 1062.1080 -81.53 3 50.3 12.9 2 697-722 R.
LISELRKEYGMTYNDFFMVLTDVDLR.
V

Oxidation: 18



Detailed Protein Report
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Protein 331: PREDICTED: E3 ubiquitin-protein ligase HERC2 isoform X5 [Homo sapiens]
Accession: gi|578827509 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 517.6
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1



Detailed Protein Report

501 / 1688



Detailed Protein Report

502 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

K.LYATGYGAGGR.L



Detailed Protein Report

503 / 1688

Protein 332: PREDICTED: coiled-coil domain-containing protein 91 isoform X6 [Homo sapiens]
Accession: gi|578822930 Score: 27.8
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: 1
Quantitation
MD:MU Median: 0.58 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

1996 1 665.3129 -29.71 2 55.1 11.2 2 203-212 K.HKQELEDMRK.A Oxidation: 8 MD:MU 0.58



Detailed Protein Report
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Protein 333: 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



Detailed Protein Report
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Protein 334: glutathione S-transferase P [Homo sapiens]
Accession: gi|4504183 Score: 27.7
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

1594 1 942.4301 -51.36 2 49.6 27.7 0 56-71 K.FQDGDLTLYQSNTILR.H



Detailed Protein Report
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Protein 335: pleckstrin homology domain-containing family A member 7 [Homo sapiens]
Accession: gi|239047795 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.1
Database Date: 2015-11-30 pI: 9.9

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

2724 1 973.5090 30.70 2 64.4 12.7 2 966-982 R.DRELGQCVNGDSRVELR.S



Detailed Protein Report
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Protein 336: PREDICTED: rap guanine nucleotide exchange factor 3 isoform X4 [Homo sapiens]
Accession: gi|530399604 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.9
Database Date: 2015-11-30 pI: 9.9
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

1805 1 937.7928 -121.06 2 52.4 13.0 1 89-104 R.CHRLENGCGNASPQMK.A Carbamidomethyl: 1, 8; 
Oxidation: 15



Detailed Protein Report
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Protein 337: PREDICTED: DNA (cytosine-5)-methyltransferase 1 isoform X1 [Homo sapiens]
Accession: gi|578833065 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 169.3
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

273 1 685.7423 -204.14 2 32.8 12.1 2 778-788 R.LAEMRQKEIPR.V



Detailed Protein Report
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Protein 338: partitioning defective 3 homolog isoform 8 [Homo sapiens]
Accession: gi|296278200 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.2
Database Date: 2015-11-30 pI: 8.4
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2354 1 711.9476 -118.31 3 59.3 10.7 2 790-810 K.SKSMDLGSSPSRDVGPSLGLK.K Oxidation: 4



Detailed Protein Report
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Protein 339: metastasis-associated in colon cancer protein 1 [Homo sapiens]
Accession: gi|157502191 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.6
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2511 1 841.8162 -157.28 2 61.3 16.7 0 354-368 K.ALPSPAATIWDYIHK.T



Detailed Protein Report
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Protein 340: kinesin-like protein KIF20B isoform 2 [Homo sapiens]
Accession: gi|46049114 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 206.0
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 1.7

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]

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



Detailed Protein Report
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Protein 341: unconventional myosin-XV [Homo sapiens]
Accession: gi|118402590 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 395.0
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 0.7
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

2655 1 673.3551 -22.70 2 64.3 13.5 2 597-609 R.AGGPAVREAAYKR.F



Detailed Protein Report
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Protein 342: 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
MD:MU 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

2155 1 713.2696 -111.00 2 57.1 15.2 0 607-617 R.QLENLQVECHR.K Carbamidomethyl: 9

1747 1 851.2332 -164.00 2 51.8 12.2 0 812-827 K.SAEMEPEDSGGIHSQK.Q MD:MU 0.75



Detailed Protein Report
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Protein 343: transmembrane protease serine 12 precursor [Homo sapiens]
Accession: gi|32698940 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.6
Database Date: 2015-11-30 pI: 10.0

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

1840 3 897.8543 -109.51 2 52.9 14.9 0 31-48 R.LGPSPEPAASSQQAEAVR.K

2601 1 626.8465 -26.97 2 63.1 12.5 0 102-113 R.VLVHVCGGTLVR.E



Detailed Protein Report
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Protein 344: PREDICTED: rab11 family-interacting protein 4 isoform X1 [Homo sapiens]
Accession: gi|530411171 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.7
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1981 1 696.2626 -62.02 2 54.7 16.3 0 41-54 R.DCSCASGLPAASPR.A Carbamidomethyl: 2



Detailed Protein Report
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Protein 345: PREDICTED: suppressor of tumorigenicity 7 protein-like isoform X10 [Homo sapiens]
Accession: gi|530362849 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2033 1 625.2626 -137.48 2 55.3 14.2 1 259-269 K.QALKAGETIYR.Q

2273 2 836.1691 -303.52 1 58.7 13.2 1 298-304 R.RLAMCAR.K Oxidation: 4



Detailed Protein Report
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Protein 346: PREDICTED: homeobox protein Hox-A6 isoform X1 [Homo sapiens]
Accession: gi|578813472 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.6
Database Date: 2015-11-30 pI: 12.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2501 1 834.4079 -45.05 2 61.7 10.3 2 47-62 R.WRAKGSPGQARPGGSR.W

2519 1 701.8340 -53.57 2 61.5 17.0 0 157-168 R.IEIANALCLTER.Q Carbamidomethyl: 8



Detailed Protein Report
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Protein 347: PREDICTED: phosphoenolpyruvate carboxykinase [GTP], mitochondrial isoform X2 
[Homo sapiens]

Accession: gi|578825848 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.9
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 7.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2104 1 1044.4007 -95.08 2 56.2 12.0 1 336-355 R.HGVFVGSAMRSESTAAAEHK.G Oxidation: 9

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 348: DNA damage-inducible transcript 4-like protein [Homo sapiens]
Accession: gi|21687001 Score: 27.3
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 [%]: 13.0

No. of unique Peptides: 2

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

2065 1 575.2075 -231.33 2 55.7 11.6 1 166-175 R.RTLILSSGFR.L



Detailed Protein Report
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Protein 349: A disintegrin and metalloproteinase with thrombospondin motifs 20 preproprotein 
[Homo sapiens]

Accession: gi|124430557 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 214.6
Database Date: 2015-11-30 pI: 7.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
Quantitation
MD:MU Median: 0.59 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

1189 1 599.1520 -198.95 2 44.5 12.7 1 1541-
1550

R.LNCSTSCERK.D Carbamidomethyl: 7 MD:MU 0.59



Detailed Protein Report
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Protein 350: PREDICTED: uncharacterized protein LOC101930265 [Homo sapiens]
Accession: gi|530355909 Score: 27.1
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 [%]: 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

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
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Protein 351: PREDICTED: coiled-coil domain-containing protein 108 isoform X2 [Homo sapiens]
Accession: gi|578804012 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

640 1 712.1825 -155.63 2 37.3 10.0 0 341-352 K.CPEDQDAEGFQK.L Carbamidomethyl: 1



Detailed Protein Report
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Protein 352: 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



Detailed Protein Report
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Protein 353: ankyrin repeat and SOCS box protein 16 [Homo sapiens]
Accession: gi|24586688 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 2
Quantitation
MD:MU 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

660 1 459.6081 -321.96 2 37.8 16.3 2 421-428 R.ARLGSRCR.Q MD:MU 0.98

1199 1 874.6540 165.48 2 44.7 10.7 2 427-441 R.CRQGATRLPLPPLLR.D Carbamidomethyl: 1



Detailed Protein Report
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Protein 354: PREDICTED: ranBP2-like and GRIP domain-containing protein 4 isoform X1 [Homo 
sapiens]

Accession: gi|578804143 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.0
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
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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



Detailed Protein Report
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Protein 355: PREDICTED: ryanodine receptor 2 isoform X7 [Homo sapiens]
Accession: gi|578802309 Score: 27.0
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



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

2416 1 447.0974 -322.64 2 60.5 12.0 1 3605-
3612

R.TALTEKCK.L



Detailed Protein Report
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Protein 356: LIM/homeobox protein Lhx5 [Homo sapiens]
Accession: gi|11641283 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.4
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Quantitation
MD:MU 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

1688 1 916.3971 -76.21 2 51.0 10.9 2 64-81 K.CAGCAQGISPSDLVRKAR.S MD:MU 0.86



Detailed Protein Report
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Protein 357: chordin-like protein 1 isoform 4 precursor [Homo sapiens]
Accession: gi|291084494 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.5
Database Date: 2015-11-30 pI: 9.9

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

1642 1 701.3735 65.53 3 50.3 10.1 2 27-43 K.TEQVKHSETYCMFQDKK.Y



Detailed Protein Report
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Protein 358: polyadenylate-binding protein 4 isoform 3 [Homo sapiens]
Accession: gi|208431836 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 10.0
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

2821 1 1051.5459 48.78 2 65.7 12.8 2 241-259 K.HEDANKAVEEMNGKEISGK.I Oxidation: 11



Detailed Protein Report
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Protein 359: PREDICTED: core histone macro-H2A.1 isoform X3 [Homo sapiens]
Accession: gi|530380257 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.0
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 9.0
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2553 1 639.3415 -83.77 2 61.9 15.2 1 124-135 K.LEAIITPPPAKK.A

2834 1 806.4289 45.18 3 65.9 11.7 1 268-288 K.FVIHCNSPVWGADKCEELLEK.T



Detailed Protein Report
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Protein 360: transmembrane protein 151A [Homo sapiens]
Accession: gi|23397566 Score: 26.8
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: 1

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



Detailed Protein Report

539 / 1688

Protein 361: PREDICTED: RAD51-associated protein 2 isoform X1 [Homo sapiens]
Accession: gi|530367071 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.8
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.32 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1446 1 698.8871 -14.31 2 47.7 15.2 2 261-272 K.MSSVYLKEIAKK.K MD:MU 1.32



Detailed Protein Report
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Protein 362: 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
Quantitation
MD:MU 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

1676 1 916.3092 -152.23 2 50.9 15.0 1 174-190 R.RSTCQAQGSCTGLPPLR.G Carbamidomethyl: 10 MD:MU 0.67



Detailed Protein Report
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Protein 363: 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: 2

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

1819 1 649.7840 1.98 2 52.7 13.7 0 326-335 R.CYAQNNPEFR.A Carbamidomethyl: 1



Detailed Protein Report
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Protein 364: PREDICTED: phenylalanine--tRNA ligase beta subunit isoform X1 [Homo sapiens]
Accession: gi|578803432 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.8
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578803436 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  phenylalanine--tRNA  ligase  beta  subunit  isoform  X3  
[Homo sapiens]

gi|578803434 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  phenylalanine--tRNA  ligase  beta  subunit  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1331 1 721.8048 -169.98 2 46.2 11.2 1 78-89 K.RPSDIKFKPLNK.T



Detailed Protein Report
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Protein 365: complexin-3 precursor [Homo sapiens]
Accession: gi|71725345 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.5
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 19.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1306 1 721.2739 -148.07 2 45.9 11.1 1 2-14 M.AFMVKTMVGGQLK.N Oxidation: 3, 7
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Protein 366: partitioning defective 3 homolog B isoform a [Homo sapiens]
Accession: gi|119120907 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.1
Database Date: 2015-11-30 pI: 9.4

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

Quantitation
MD:MU 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

268 1 549.5949 -92.30 3 33.0 10.2 1 23-36 R.VGELTQQALQRYLK.T MD:MU 2.39
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Protein 367: PREDICTED: neuroligin-2 isoform X1 [Homo sapiens]
Accession: gi|530410532 Score: 26.7
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: 2

Quantitation
MD:MU Median: 2.27 CV: 59.28 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1419 1 981.9479 -37.80 2 47.5 11.8 0 17-40 R.
GGGGPGGGAPGGPGLGLGSLGEER.
F

MD:MU 3.94

1556 1 698.7932 -65.19 2 49.1 14.9 0 527-539 K.TGDPNQPVPQDTK.F MD:MU 1.31



Detailed Protein Report
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Protein 368: prolow-density lipoprotein receptor-related protein 1 precursor [Homo sapiens]
Accession: gi|126012562 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 504.3
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.6

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.80 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 1 849.3804 -44.02 2 31.5 11.0 1 1560-
1573

R.TVSCACPHLMKLHK.D Carbamidomethyl: 4, 6; 
Oxidation: 10

MD:MU 0.80

2236 2 873.3305 -116.11 2 57.8 15.6 1 1952-
1966

R.DQTWREDVVTNGIGR.V



Detailed Protein Report
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Protein 369: PRAME family member 1 [Homo sapiens]
Accession: gi|12738831 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.1
Database Date: 2015-11-30 pI: 9.9

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

1448 1 428.2129 -107.14 3 47.7 10.6 0 335-346 R.ISLEPLGALLEK.I



Detailed Protein Report
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Protein 370: PREDICTED: protein CASP isoform X6 [Homo sapiens]
Accession: gi|578813926 Score: 26.6
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: 2
Quantitation
MD:MU Median: 9.99 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

1855 1 738.7765 -167.06 2 53.2 12.2 2 100-111 R.WMLCVAGARLKR.E Carbamidomethyl: 4; 
Oxidation: 2

597 3 661.1918 -220.59 2 37.0 14.5 1 1037-
1047

K.NGICQRIFGEK.V Carbamidomethyl: 4 MD:MU 9.99



Detailed Protein Report
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Protein 371: PREDICTED: coiled-coil domain-containing protein 111 isoform X3 [Homo sapiens]
Accession: gi|578808887 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.1
Database Date: 2015-11-30 pI: 8.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
MD:MU Median: 5.03 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1088 1 540.6458 -238.97 2 43.2 12.3 1 493-502 R.GVLKSMCTEL.- MD:MU 5.03



Detailed Protein Report
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Protein 372: spectrin beta chain, non-erythrocytic 4 isoform sigma1 [Homo sapiens]
Accession: gi|115430237 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 288.8
Database Date: 2015-11-30 pI: 5.7

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1079 4 530.6190 -276.49 2 43.1 12.2 2 2553-
2562

R.EGGDRRASGR.R



Detailed Protein Report
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Protein 373: 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 374: tumor necrosis factor alpha-induced protein 3 [Homo sapiens]
Accession: gi|5454132 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.6
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.10 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530384006 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tumor  necrosis  factor  alpha-induced  protein  3  isoform  
X1 [Homo sapiens]

gi|395393997 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tumor necrosis factor alpha-induced protein 3 [Homo sapiens]

gi|395393995 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tumor necrosis factor alpha-induced protein 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1527 1 932.4083 -48.26 2 48.9 13.5 1 53-66 R.TCQFCPQFREIIHK.A Carbamidomethyl: 2, 5 MD:MU 1.10



Detailed Protein Report
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Protein 375: PREDICTED: serine/threonine-protein phosphatase with EF-hands 2 isoform X1 
[Homo sapiens]

Accession: gi|578809184 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.0
Database Date: 2015-11-30 pI: 9.4
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

2068 1 946.8198 -78.17 2 55.7 14.8 0 487-501 R.SHECKPEGYEFCHNR.K Carbamidomethyl: 4
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Protein 376: 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
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Protein 377: PREDICTED: zinc finger protein 41 isoform X5 [Homo sapiens]
Accession: gi|530421580 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.5
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578838101 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 41 isoform X15 [Homo sapiens]

gi|530421582 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 41 isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1222 1 955.6757 154.26 2 44.9 10.3 2 80-95 R.GYEHKNIEKIIHVTTK.L

2726 1 884.9432 75.73 2 64.4 16.1 0 430-444 K.THTGEKPYMCAECGK.A Carbamidomethyl: 10, 13



Detailed Protein Report

561 / 1688

Protein 378: PREDICTED: LIM/homeobox protein Lhx9 isoform X2 [Homo sapiens]
Accession: gi|530365098 Score: 26.4
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 [%]: 8.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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



Detailed Protein Report
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Protein 379: proline-rich protein 18 [Homo sapiens]
Accession: gi|58331144 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.9
Database Date: 2015-11-30 pI: 12.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1740 1 555.2376 -174.09 2 51.7 12.3 1 173-182 R.RLLAPCLPAR.A

2875 2 703.3735 -49.65 2 66.6 14.1 1 174-187 R.LLAPCLPARAAGPR.R



Detailed Protein Report
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Protein 380: spermatogenesis-associated protein 31E1 [Homo sapiens]
Accession: gi|155029550 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.0
Database Date: 2015-11-30 pI: 10.3

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

1848 1 805.3101 -128.16 2 53.1 14.3 2 1394-
1407

R.GIRDRDSSWAPPPR.E



Detailed Protein Report
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Protein 381: probable global transcription activator SNF2L2 isoform c [Homo sapiens]
Accession: gi|574957245 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 172.5
Database Date: 2015-11-30 pI: 6.7

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

2825 2 1024.0347 -1.30 2 65.7 15.7 1 1053-
1069

K.KFNEPGSQYFIFLLSTR.A
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Protein 382: zinc finger protein 275 [Homo sapiens]
Accession: gi|298231195 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.0
Database Date: 2015-11-30 pI: 10.0
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

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
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Protein 383: SH3 and multiple ankyrin repeat domains protein 3 [Homo sapiens]
Accession: gi|380748963 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.6
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1868 1 840.7873 -166.49 2 53.4 13.8 1 693-707 R.SKSMTAELEELASIR.R Oxidation: 4



Detailed Protein Report
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Protein 384: PREDICTED: polyribonucleotide nucleotidyltransferase 1, mitochondrial isoform X1 
[Homo sapiens]

Accession: gi|530368250 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 6.2

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

2331 1 973.5348 3.64 2 59.0 11.2 2 40-56 R.EIGTSDKEILTSRIIDR.S

2737 1 885.4690 -31.70 2 64.6 15.2 1 671-686 K.VLQSPATTVVRTLNDR.S



Detailed Protein Report
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Protein 385: 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

Quantitation
MD:MU Median: 1.09 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

1726 1 546.7057 -111.00 2 51.5 15.2 1 428-436 K.GWKNAEMTR.Q MD:MU 1.09



Detailed Protein Report
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Protein 386: PREDICTED: E3 ubiquitin-protein ligase UBR4 isoform X13 [Homo sapiens]
Accession: gi|578798776 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 573.4
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.6

No. of unique Peptides: 2



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

K.VADEEKPKKSSLCR.T

1759 2 920.8290 -80.75 2 52.0 12.7 0 4469-
4485

K.MAGVMAQCGGLECMLNR.L Carbamidomethyl: 13



Detailed Protein Report
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Protein 387: 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
MD:MU Median: 0.46 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 MD:MU 0.46



Detailed Protein Report
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Protein 388: metabotropic glutamate receptor 4 isoform 5 [Homo sapiens]
Accession: gi|378548216 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.5
Database Date: 2015-11-30 pI: 9.9

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

2591 1 701.8584 -42.25 2 62.4 10.3 2 90-101 R.EPKAGEFDKIIR.R

2594 1 741.8530 35.29 2 63.0 15.9 0 390-401 K.TCPYDMRPTENR.T



Detailed Protein Report
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Protein 389: NF-X1-type zinc finger protein NFXL1 [Homo sapiens]
Accession: gi|89363020 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.3
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 2.9
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



Detailed Protein Report
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Protein 390: tubulin--tyrosine ligase-like protein 12 [Homo sapiens]
Accession: gi|11056036 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.4
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1692 1 696.9748 -35.52 3 50.9 10.5 0 598-614 R.VMQPQILEVNFNPDCER.A Carbamidomethyl: 15



Detailed Protein Report
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Protein 391: multiple epidermal growth factor-like domains protein 8 isoform 2 precursor [Homo 
sapiens]

Accession: gi|145701025 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 295.7
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 2
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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

112 1 668.6652 6.60 3 31.1 11.1 0 608-626 R.LLGDCQACLAFSSPTAPPR.G Carbamidomethyl: 8



Detailed Protein Report
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Protein 392: PREDICTED: dynamin-binding protein isoform X1 [Homo sapiens]
Accession: gi|578819186 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 172.2
Database Date: 2015-11-30 pI: 5.1

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

2669 1 995.0095 -40.18 2 63.5 15.5 2 1235-
1251

R.ASLLARYPPEKLFQAER.N



Detailed Protein Report
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Protein 393: PREDICTED: rootletin isoform X5 [Homo sapiens]
Accession: gi|578800146 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 196.6
Database Date: 2015-11-30 pI: 5.4

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

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 1209-
1216

K.LALLEEAR.T



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2749 1 863.9191 -72.24 2 64.7 13.7 2 1616-
1629

K.LELQRRSLEGELQR.S



Detailed Protein Report
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Protein 394: nitric oxide synthase, inducible [Homo sapiens]
Accession: gi|24041029 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 131.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

2024 1 687.3070 -6.35 2 55.4 12.0 0 267-278 R.YAGYQMPDGSIR.G Oxidation: 6

2767 1 841.9071 -64.44 2 65.0 14.1 1 517-530 K.VLVKAVLFACMLMR.K Carbamidomethyl: 10; 
Oxidation: 11, 13



Detailed Protein Report
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Protein 395: PREDICTED: ankyrin repeat domain-containing protein 11 isoform X4 [Homo sapiens]
Accession: gi|578828959 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 286.8
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1507 1 619.9684 9.93 3 48.5 11.3 1 1471-
1486

R.EKLLGDGDLMMTSFER.M Oxidation: 11



Detailed Protein Report
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Protein 396: glutamate decarboxylase 2 [Homo sapiens]
Accession: gi|4503875 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|197276620 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
glutamate decarboxylase 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2204 1 767.2614 -182.11 2 57.4 12.9 0 397-410 K.MMGVPLQCSALLVR.E Oxidation: 2
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Protein 397: PREDICTED: L-fucose kinase isoform X3 [Homo sapiens]
Accession: gi|578828897 Score: 26.1
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

2085 1 698.2938 -34.34 2 56.0 13.4 0 744-756 K.LLGTEASTCCPFP.- Carbamidomethyl: 9
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Protein 398: nuclear receptor corepressor 1 isoform 1 [Homo sapiens]
Accession: gi|22538461 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 270.0
Database Date: 2015-11-30 pI: 6.7

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

911 1 492.2027 -52.98 2 40.9 10.7 0 2270-
2278

K.ALMGSFDDK.V



Detailed Protein Report
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Protein 399: 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
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Protein 400: FERM domain-containing protein 6 isoform 1 [Homo sapiens]
Accession: gi|22748721 Score: 25.9
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: 2

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

237 1 795.3910 -58.65 2 32.3 12.8 1 233-246 K.REIEASLTLGLTMR.G

1818 1 731.8030 -66.05 2 52.7 13.2 0 512-524 R.GQSTDSLPQTICR.K Carbamidomethyl: 12
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Protein 401: PREDICTED: chromodomain-helicase-DNA-binding protein 7 isoform X4 [Homo 
sapiens]

Accession: gi|578815680 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 214.1
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of m/z meas. z Rt Score P Range Sequence Modification



Detailed Protein Report
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Cmpds. Δ m/z 
[ppm]

[min]

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



Detailed Protein Report
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Protein 402: PREDICTED: U3 small nucleolar RNA-associated protein 6 homolog isoform X1 
[Homo sapiens]

Accession: gi|530411102 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.6
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation 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

2485 1 1045.1567 132.37 2 61.0 12.6 1 160-177 R.ELEIESQTEEQPTTKQAK.A

15 1 803.7134 -7.51 3 29.5 13.3 1 455-476 K.MLQGESAEAFVAKHAMHQTGHL.- Oxidation: 1
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Protein 403: toll-like receptor 9 precursor [Homo sapiens]
Accession: gi|8394456 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.8
Database Date: 2015-11-30 pI: 9.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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



Detailed Protein Report
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Protein 404: endoplasmic reticulum-Golgi intermediate compartment protein 2 [Homo sapiens]
Accession: gi|50959176 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.5
Database Date: 2015-11-30 pI: 6.3
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

2603 1 701.8580 -71.21 2 62.6 14.2 1 74-85 K.LRINIDITVAMK.C Oxidation: 11

1411 1 1095.6964 116.34 1 47.3 11.8 0 338-346 K.FIVEIICCR.F



Detailed Protein Report
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Protein 405: protein TALPID3 isoform 3 [Homo sapiens]
Accession: gi|346644665 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.7
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 2
Quantitation
MD:MU 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

2296 1 653.8345 23.68 2 58.6 11.0 1 361-371 K.EKETNSMVQPK.E Oxidation: 7 MD:MU 1.29

1681 1 1044.8573 -121.61 2 50.9 14.9 1 1381-
1399

R.NKSDIAPSQQQVSPGDMDR.T Oxidation: 17



Detailed Protein Report
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Protein 406: PREDICTED: serine/arginine repetitive matrix protein 1 isoform X6 [Homo sapiens]
Accession: gi|530360793 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.2
Database Date: 2015-11-30 pI: 12.3
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

1844 1 590.7772 1.91 2 53.1 11.4 1 509-518 K.ETSPRMQMGK.R Oxidation: 6
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Protein 407: condensin complex subunit 1 [Homo sapiens]
Accession: gi|178056552 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.1
Database Date: 2015-11-30 pI: 6.2

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

1765 1 788.2766 -109.58 2 52.0 10.1 1 154-166 R.TKAAHGFDWEEER.Q



Detailed Protein Report
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Protein 408: PREDICTED: LIM/homeobox protein Lhx3 isoform X1 [Homo sapiens]
Accession: gi|530426634 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2005 1 788.2933 -81.32 2 55.0 10.3 1 44-57 K.CLKCSDCHTPLAER.C

2172 1 1051.9909 -51.91 2 57.0 15.5 1 75-93 R.FGTKCAACQLGIPPTQVVR.R Carbamidomethyl: 5, 8
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Protein 409: protein-glutamine gamma-glutamyltransferase 5 isoform 2 [Homo sapiens]
Accession: gi|4759230 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.9
Database Date: 2015-11-30 pI: 5.9

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

1787 1 1023.8570 -1.46 3 52.3 10.0 1 429-455 K.FKLLDPPNMGQDICFVLLALNMSSQFK.D
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Protein 410: cytochrome P450 3A43 isoform 4 [Homo sapiens]
Accession: gi|525458843 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.8
Database Date: 2015-11-30 pI: 9.8

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

398 1 587.3194 -67.09 2 34.3 11.8 1 256-265 R.LFPVVSRVTR.V



Detailed Protein Report
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Protein 411: NMDA receptor-regulated protein 2 isoform c [Homo sapiens]
Accession: gi|446713799 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.8
Database Date: 2015-11-30 pI: 9.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

9 1 650.7714 -185.46 2 29.3 12.0 2 178-188 K.ILRACIEQVKK.Y
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Protein 412: PREDICTED: diphosphomevalonate decarboxylase isoform X2 [Homo sapiens]
Accession: gi|578828983 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 6.1

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

1514 1 1052.1817 93.63 2 48.6 11.8 2 36-55 K.KLTGSTVGMRASVETSPLLR.F



Detailed Protein Report
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Protein 413: PREDICTED: protein unc-13 homolog B isoform X1 [Homo sapiens]
Accession: gi|578816361 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.9
Database Date: 2015-11-30 pI: 5.4

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

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



Detailed Protein Report
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Protein 414: 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 415: PREDICTED: GRAM domain-containing protein 1C isoform X2 [Homo sapiens]
Accession: gi|530374810 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.6
Database Date: 2015-11-30 pI: 6.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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.-



Detailed Protein Report
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Protein 416: PREDICTED: acetyl-CoA acetyltransferase, cytosolic isoform X1 [Homo sapiens]
Accession: gi|530383698 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.6
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.4

No. of unique Peptides: 2
Quantitation
MD:MU 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

2173 1 1045.4885 -59.90 2 57.0 15.6 0 48-68 R.CSFNGALAAVPVQDLGSTVIK.
E

1603 1 932.4687 12.96 2 49.8 10.1 0 407-425 R.GVAALCIGGGMGIAMCVQR.E Carbamidomethyl: 16 MD:MU 1.10



Detailed Protein Report
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Protein 417: tubulin beta-4B chain [Homo sapiens]
Accession: gi|5174735 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.8
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1621 1 1061.1775 -37.83 3 50.0 12.9 2 351-379 K.TAVCDIPPRGLKMSATFIGNSTAIQELFK.R Carbamidomethyl: 4; 
Oxidation: 13
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Protein 418: 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 419: PREDICTED: sterol regulatory element-binding protein 1 isoform X2 [Homo sapiens]
Accession: gi|578830023 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.1
Database Date: 2015-11-30 pI: 9.9
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

1578 1 798.3570 -33.20 2 49.4 11.7 0 85-99 K.MYPSMPAFSPGPGIK.E Oxidation: 5
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Protein 420: insulin-like peptide INSL6 precursor [Homo sapiens]
Accession: gi|38569396 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1976 1 753.7938 -38.59 2 54.8 12.2 1 173-185 R.GYSEKCCLTGCTK.E Carbamidomethyl: 7, 11

2810 1 1024.4996 19.87 3 65.5 13.4 2 173-199 R.GYSEKCCLTGCTKEELSIACLPYIDFK.R Carbamidomethyl: 11
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Protein 421: PREDICTED: kinesin-like protein KIF13A isoform X8 [Homo sapiens]
Accession: gi|578811856 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 194.6
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

978 1 955.6278 74.00 1 41.8 12.8 1 46-53 K.VRDLLDPK.G

2115 1 840.8591 -81.82 2 56.6 12.8 2 543-555 K.RSALEEQRLMYER.E



Detailed Protein Report
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Protein 422: 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



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

402 1 711.3339 -88.13 2 34.3 14.6 2 178-189 K.TFSVSQKVDRVR.S



Detailed Protein Report
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Protein 423: 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



Detailed Protein Report
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Protein 424: pro-MCH preproprotein [Homo sapiens]
Accession: gi|71361684 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.7
Database Date: 2015-11-30 pI: 7.6
Modification(s): Oxidation Sequence Coverage [%]: 15.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

118 1 929.9543 13.99 2 31.2 15.3 1 29-43 K.SIRNLDDDMVFNTFR.L Oxidation: 9



Detailed Protein Report
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Protein 425: phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 1 protein [Homo 
sapiens]

Accession: gi|34452732 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 186.1
Database Date: 2015-11-30 pI: 6.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1541 1 789.6495 -94.76 3 49.1 12.7 0 562-583 R.EEAVALGVGLCNNGFMHHVLEK.S

2660 1 734.8652 -30.72 2 63.3 12.9 0 1074-
1085

R.EIQDAYLQLFTK.L



Detailed Protein Report
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Protein 426: tRNA selenocysteine 1-associated protein 1 [Homo sapiens]
Accession: gi|8923460 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.5
Database Date: 2015-11-30 pI: 4.5

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

1961 1 686.2209 -167.75 2 54.6 10.7 0 22-34 R.AFATMGETVMSVK.I



Detailed Protein Report
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Protein 427: plexin-A1 precursor [Homo sapiens]
Accession: gi|262118282 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 210.9
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation 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



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

2833 1 1051.5514 -6.99 2 65.8 13.1 1 1326-
1343

R.TYAMRVLFPGIEDHPVLK.E Oxidation: 4

1277 1 990.9708 -66.25 2 45.6 12.4 1 1440-
1454

K.MLTNWFTFLLYKFLK.E Oxidation: 1



Detailed Protein Report
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Protein 428: chromosome-associated kinesin KIF4A [Homo sapiens]
Accession: gi|116686122 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.8
Database Date: 2015-11-30 pI: 5.9
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

2074 1 701.2275 -91.47 3 56.1 10.6 2 1082-
1100

K.NIQGCSCKGWCGNKQCGCR.K Carbamidomethyl: 18

1950 2 1023.4041 14.44 2 54.3 14.9 2 1104-
1120

K.SDCGVDCCCDPTKCRNR.Q Carbamidomethyl: 3, 7, 8
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Protein 429: vacuolar protein sorting-associated protein 13B isoform 1 [Homo sapiens]
Accession: gi|35493701 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 445.7
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

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

1794 2 1023.9088 -120.39 2 52.3 12.4 1 385-402 K.DPIVSIGFYCTKATVTFK.L Carbamidomethyl: 10

1721 1 682.3288 -51.59 3 51.5 13.2 1 2196-
2214

K.HSGNPGPEQSIPKISIDLR.G
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Protein 430: vascular endothelial growth factor receptor 3 isoform 2 precursor [Homo sapiens]
Accession: gi|103472027 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.5
Database Date: 2015-11-30 pI: 5.9
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

2767 1 683.0222 -25.88 3 65.9 12.6 1 354-370 K.LPVKLAAYPPPEFQWYK.D

1787 2 620.2385 -164.56 2 52.2 12.8 2 1032-
1041

R.KCIHRDLAAR.N Carbamidomethyl: 2
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Protein 431: nuclear receptor coactivator 4 isoform 3 [Homo sapiens]
Accession: gi|14149617 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.1

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

39 1 1103.4999 78.53 2 30.2 25.4 0 406-424 R.ANEPCTSFAECVCDENCEK.E Carbamidomethyl: 5, 17
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Protein 432: WD repeat and FYVE domain-containing protein 1 [Homo sapiens]
Accession: gi|18482373 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.3
Database Date: 2015-11-30 pI: 7.2

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

2193 1 1009.4117 -66.86 2 57.6 13.1 0 392-410 K.IWDMTPVVGCSLATGFSPH.-
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Protein 433: PREDICTED: leucine-rich repeat serine/threonine-protein kinase 2 isoform X1 [Homo 
sapiens]

Accession: gi|530399725 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 285.2
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 1.5

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

1730 1 796.0646 -20.88 3 51.4 11.0 1 2457-
2477

R.VMMTAQLGSLKNVMLVLGYNR.K Oxidation: 2, 3, 14
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Protein 434: PREDICTED: zinc finger protein 33B isoform X3 [Homo sapiens]
Accession: gi|578819760 Score: 25.3
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 435: tristetraprolin [Homo sapiens]
Accession: gi|393539038 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.7
Database Date: 2015-11-30 pI: 10.2
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

373 1 644.3883 111.01 2 34.3 10.7 0 130-140 K.CQFAHGLGELR.Q Carbamidomethyl: 1
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Protein 436: PREDICTED: adenomatous polyposis coli protein 2 isoform X5 [Homo sapiens]
Accession: gi|578832904 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 243.7
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.58 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1997 1 731.3112 -143.18 2 54.9 10.6 1 1816-
1830

R.KVAPPCLAQPAAPAK.V MD:MU 0.58
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Protein 437: chitotriosidase-1 isoform 2 precursor [Homo sapiens]
Accession: gi|388890228 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 5.8
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

2531 1 701.8609 75.18 2 61.6 11.3 0 86-97 K.MFTDMVATANNR.Q Oxidation: 1, 5

2659 1 826.4139 65.06 2 64.4 13.9 0 278-291 K.EGGMLAYYEVCSWK.G Oxidation: 4
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Protein 438: 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
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Protein 439: C-type mannose receptor 2 precursor [Homo sapiens]
Accession: gi|110624774 Score: 25.2
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: 2
Quantitation
MD:MU Median: 2.82 CV: 120.49 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1293 1 727.3351 -37.75 2 45.8 10.7 1 350-361 R.DCSIALPYVCKK.K Carbamidomethyl: 2, 10 MD:MU 1.10

1150 3 500.6507 -138.75 2 44.0 14.5 0 818-826 R.EPDDSPQGR.R MD:MU 7.28
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Protein 440: PREDICTED: PDZ domain-containing protein 2 isoform X9 [Homo sapiens]
Accession: gi|578809883 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 269.5
Database Date: 2015-11-30 pI: 9.0

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

444 1 848.1390 136.74 2 35.2 10.0 1 2429-
2444

R.IGRPTVLLGSSAVIRR.S
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Protein 441: PREDICTED: laminin subunit alpha-5 isoform X3 [Homo sapiens]
Accession: gi|578836003 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 248.1
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

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

1502 1 1052.1977 73.86 3 48.4 12.0 0 782-812 R.GTLGGVAECQPGTGQCFCKPHVCGQACASCK.D Carbamidomethyl: 16, 18
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Protein 442: vitamin D3 receptor isoform VDRA [Homo sapiens]
Accession: gi|4507883 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.3
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578824200 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: vitamin D3 receptor isoform X1 [Homo sapiens]

gi|63054845 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

vitamin D3 receptor isoform VDRA [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2538 1 673.3328 74.17 2 61.7 14.1 0 403-413 R.CLSFQPECSMK.L Carbamidomethyl: 8; 
Oxidation: 10
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Protein 443: 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, 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

1824 1 805.8049 -99.60 2 52.8 12.3 0 159-171 R.AFSHNEVLMQYQK.T Oxidation: 9

1247 1 873.9372 79.81 2 45.3 12.8 0 172-186 K.TETPAQSFGYNDCEK.S Carbamidomethyl: 13
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Protein 444: non-receptor tyrosine-protein kinase TYK2 [Homo sapiens]
Accession: gi|187608615 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.6
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2015 1 731.8181 -73.05 2 55.1 13.5 0 282-294 R.LLAQAEGEPCYIR.D

623 1 824.1088 42.34 3 37.4 11.6 0 680-700 R.GPENIMVTEYVEHGPLDVWLR.R Oxidation: 6
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Protein 445: PREDICTED: tubulin-specific chaperone D isoform X12 [Homo sapiens]
Accession: gi|578832042 Score: 25.1
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 446: structural maintenance of chromosomes protein 2 [Homo sapiens]
Accession: gi|110347418 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.6
Database Date: 2015-11-30 pI: 9.1

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

Alias proteins:
Accession Name Description
gi|578816998 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  structural  maintenance  of  chromosomes  protein  2  
isoform X1 [Homo sapiens]

gi|388240808 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

structural maintenance of chromosomes protein 2 [Homo sapiens]

gi|110347425 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

structural maintenance of chromosomes protein 2 [Homo sapiens]

gi|110347420 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

structural maintenance of chromosomes protein 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2304 1 1022.8910 -124.62 2 59.1 14.3 1 733-749 K.LQQSSYHKQQEELDALK.K
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Protein 447: putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 isoform 2 
[Homo sapiens]

Accession: gi|256000749 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.4
Database Date: 2015-11-30 pI: 6.5
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

1748 1 1044.9652 -43.04 2 51.7 25.1 2 225-242 R.AAGEQEKLEATNRYHMPK.E Oxidation: 16
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Protein 448: neuroblastoma breakpoint family member 3 isoform 3 [Homo sapiens]
Accession: gi|374088176 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.1
Database Date: 2015-11-30 pI: 4.2
Modification(s): Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 1
Quantitation
MD:MU 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

1974 2 696.2762 -133.49 2 54.8 13.9 2 51-61 K.DLIKSMLRDER.L Oxidation: 6 MD:MU 1.18
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Protein 449: zinc finger protein 30 isoform b [Homo sapiens]
Accession: gi|152963633 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.4
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1857 1 939.3363 -138.12 2 53.1 11.7 2 476-491 R.KIHTDVKPYECKECGK.T
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Protein 450: transcription elongation factor A protein-like 4 [Homo sapiens]
Accession: gi|55749442 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.6
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 10.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530422178 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  transcription  elongation  factor  A  protein-like  4  isoform  
X3 [Homo sapiens]

gi|530422176 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  transcription  elongation  factor  A  protein-like  4  isoform  
X2 [Homo sapiens]

gi|65505873 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transcription elongation factor A protein-like 4 [Homo sapiens]

gi|55749459 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transcription elongation factor A protein-like 4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1816 1 673.2645 -102.29 2 52.7 13.7 1 63-75 K.GKPESEGEAKEGK.S
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Protein 451: PREDICTED: cytosolic carboxypeptidase 2 isoform X4 [Homo sapiens]
Accession: gi|530395811 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.6
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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 452: ran GTPase-activating protein 1 [Homo sapiens]
Accession: gi|4506411 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.5
Database Date: 2015-11-30 pI: 4.5
Modification(s): Oxidation Sequence Coverage [%]: 4.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578837322 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ran  GTPase-activating  protein  1  isoform  X3  [Homo  
sapiens]

gi|520975387 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ran GTPase-activating protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1782 1 568.7446 -32.25 2 52.3 12.8 0 149-160 K.LNNCGMGIGGGK.I Oxidation: 6
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Protein 453: centrosomal protein of 63 kDa isoform c [Homo sapiens]
Accession: gi|109255226 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.9
Database Date: 2015-11-30 pI: 5.9

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

2671 1 1079.8373 -57.12 3 64.6 12.7 1 437-465 K.LELGLHECSLPVSPLGSIATRFLEEEELR.S
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Protein 454: 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
MD:MU Median: 3.08 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

764 1 555.8059 19.32 2 38.9 10.8 0 697-706 R.FALFDLAEGK.S MD:MU 3.08
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Protein 455: NTPase KAP family P-loop domain-containing protein 1 [Homo sapiens]
Accession: gi|254553319 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
Database Date: 2015-11-30 pI: 10.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1838 1 673.2555 -124.96 2 53.0 13.9 1 771-782 K.SPTRDTPHAAHR.A
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Protein 456: PREDICTED: myotubularin-related protein 5 isoform X5 [Homo sapiens]
Accession: gi|530420851 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.2
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

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

292 1 591.6596 -216.66 2 33.3 11.6 1 242-251 R.SYQRLADACR.G

348 1 800.7371 -149.37 2 33.7 13.1 1 1116-
1128

R.MTMSSLVERACCR.D Carbamidomethyl: 11, 12
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Protein 457: ankyrin repeat domain-containing protein 62 [Homo sapiens]
Accession: gi|472339087 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.4
Database Date: 2015-11-30 pI: 6.2

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

2195 1 900.3616 -160.41 2 57.3 12.4 1 45-61 K.AAIAGDVNKVMESILLR.L

1860 1 915.3255 -218.76 1 53.3 12.3 0 451-458 K.NNISVLQK.V
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Protein 458: protein FAM117B [Homo sapiens]
Accession: gi|254910983 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.9
Database Date: 2015-11-30 pI: 10.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.1

No. of unique Peptides: 2
Quantitation
MD:MU Median: 1.70 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2120 1 753.8961 -98.38 3 56.7 11.3 0 57-86 R.
SGGGGGGNNNGGCCGGASGPAGGGGGGGPR.
T

MD:MU 1.70

2079 1 772.9176 -77.41 3 55.9 13.4 0 57-86 R.
SGGGGGGNNNGGCCGGASGPAGGGGGGGPR.
T

Carbamidomethyl: 14
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Protein 459: PREDICTED: beclin-1 isoform X2 [Homo sapiens]
Accession: gi|530413037 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.8
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1558 1 685.6866 -202.29 2 49.2 11.8 0 335-348 K.IEDTGGSGGSYSIK.T
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Protein 460: serine/threonine-protein kinase mTOR [Homo sapiens]
Accession: gi|4826730 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 288.7
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530360517 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  serine/threonine-protein  kinase  mTOR  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

1142 1 586.6322 -235.21 2 43.9 12.9 0 2067-
2076

K.ETSFNQAYGR.D



Detailed Protein Report

672 / 1688

Protein 461: PREDICTED: leucine-rich repeat and IQ domain-containing protein 3 isoform X3 
[Homo sapiens]

Accession: gi|530361769 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.2
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1395 1 727.3741 43.73 2 47.1 12.0 0 42-53 K.SMENLQSCISLR.V Carbamidomethyl: 8; 
Oxidation: 2
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Protein 462: zinc finger protein 622 [Homo sapiens]
Accession: gi|15529978 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.2
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.7

No. of unique Peptides: 2
Quantitation
MD:MU 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

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

1586 1 480.6461 -220.76 2 49.5 14.0 1 395-401 R.SLMRYYK.Q MD:MU 0.79
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Protein 463: ras GTPase-activating protein 1 isoform 2 [Homo sapiens]
Accession: gi|12545406 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.3
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.27 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

1295 1 1023.3898 -122.23 2 45.9 11.7 2 773-789 K.EPYMEGVNPFIKSNKHR.M

82 1 951.7644 -30.51 3 30.7 12.9 1 788-811 K.
HRMIMFLDELGNVPELPDTTEHSR.
T

Oxidation: 5 MD:MU 0.27
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Protein 464: 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
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Protein 465: sarcoplasmic/endoplasmic reticulum calcium ATPase 2 isoform a [Homo sapiens]
Accession: gi|4502285 Score: 24.6
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 [%]: 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

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 466: CCR4-NOT transcription complex subunit 1 isoform c [Homo sapiens]
Accession: gi|388454220 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 266.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 1.1

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1883 1 946.8565 -104.22 2 53.4 12.0 0 1908-
1924

R.AQAEQQHNPAANPTMIR.A Oxidation: 15
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Protein 467: keratin, type I cuticular Ha2 [Homo sapiens]
Accession: gi|116488398 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.3
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.2

No. of unique Peptides: 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

2221 1 1051.4304 -58.38 2 57.6 12.8 1 429-447 R.TVCVPRTVGMPCSPCPQGR.Y Carbamidomethyl: 3, 15
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Protein 468: EPM2A-interacting protein 1 [Homo sapiens]
Accession: gi|7662294 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.3
Database Date: 2015-11-30 pI: 5.7

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

829 1 859.6189 172.24 2 39.9 10.2 2 68-82 R.YVADGERAALVERLR.Q
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Protein 469: PREDICTED: tubulin polymerization-promoting protein family member 3 isoform X1 
[Homo sapiens]

Accession: gi|530423965 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.3
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl 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

396 1 595.2630 -86.70 2 34.3 12.8 2 11-20 R.RSRLGCSPTR.E Carbamidomethyl: 6

2670 1 885.4398 -44.05 2 63.5 11.8 2 195-212 K.EPANVGVTKAKTGGAVDR.L
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Protein 470: PREDICTED: WD repeat-containing protein 87 isoform X3 [Homo sapiens]
Accession: gi|578834971 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 316.9
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

698 1 512.1244 -202.48 2 38.3 13.5 0 1098-
1107

R.STAGDGSSWR.D
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Protein 471: PREDICTED: E3 ubiquitin-protein ligase SHPRH isoform X8 [Homo sapiens]
Accession: gi|578812645 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 173.4
Database Date: 2015-11-30 pI: 7.9
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

1767 1 856.7921 -163.45 2 52.1 10.0 1 937-950 R.QHEVCCQDVVVKLR.K Carbamidomethyl: 5
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Protein 472: uncharacterized protein KIAA0513 isoform b [Homo sapiens]
Accession: gi|557440789 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.5
Database Date: 2015-11-30 pI: 4.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

470 1 564.2533 -129.11 3 35.5 14.4 2 243-258 K.GFFGGLETKLKGPLAR.R
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Protein 473: serine/threonine-protein kinase PINK1, mitochondrial precursor [Homo sapiens]
Accession: gi|14165272 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.7
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2329 1 1002.8159 -41.27 3 59.0 13.9 2 527-553 K.MVGWLLQQSAATLLANRLTEKCCVETK.M

274 1 605.6515 -235.18 2 33.1 10.5 1 544-553 R.LTEKCCVETK.M Carbamidomethyl: 6
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Protein 474: 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: 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

1739 2 1023.8681 -109.14 2 51.7 12.0 1 71-87 K.ECKHCNIVAYFGSYLSR.E Carbamidomethyl: 2
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Protein 475: 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: 2

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

1836 1 805.7966 -143.60 2 53.0 13.7 1 326-339 R.DGKIQVTFGDLFDR.Y
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Protein 476: alpha-1-antitrypsin precursor [Homo sapiens]
Accession: gi|50363217 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

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

2521 1 821.3964 -47.50 2 61.5 24.3 0 50-63 K.ITPNLAEFAFSLYR.Q
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Protein 477: DIS3-like exonuclease 1 isoform 2 [Homo sapiens]
Accession: gi|19115966 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.0
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530405359 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: DIS3-like exonuclease 1 isoform X4 [Homo sapiens]

gi|530405355 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: DIS3-like exonuclease 1 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1844 1 655.2608 -189.42 2 52.9 10.1 2 812-823 R.FGIKGAAYLKNK.D
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Protein 478: gametogenetin-binding protein 2 [Homo sapiens]
Accession: gi|13376245 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.0
Database Date: 2015-11-30 pI: 6.0
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

124 1 896.3913 -30.48 3 30.9 13.9 1 551-574 K.LGSCITDPGNRETSGNTMHTVFHR.D Carbamidomethyl: 4
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Protein 479: PREDICTED: nucleolar GTP-binding protein 1-like [Homo sapiens]
Accession: gi|578839277 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1
Quantitation
MD:MU Median: 6.95 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

2112 1 596.7627 -113.88 2 56.3 12.1 1 85-95 R.AALGRMCTIIK.R Oxidation: 6 MD:MU 6.95
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Protein 480: PREDICTED: multiple PDZ domain protein isoform X3 [Homo sapiens]
Accession: gi|530390235 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 213.7
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2017 1 788.3019 -141.73 2 55.1 14.1 0 1303-
1318

R.MSVFIVGIDPNGAAGK.D
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Protein 481: serine/threonine-protein kinase TNNI3K [Homo sapiens]
Accession: gi|7705748 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.8
Database Date: 2015-11-30 pI: 6.3
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

2206 1 701.3221 4.21 3 57.5 10.6 1 1-17 -.MGNYKSRPTQTCTDEWK.K Carbamidomethyl: 12
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Protein 482: PREDICTED: protein sel-1 homolog 2 isoform X5 [Homo sapiens]
Accession: gi|578835602 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578835604 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein sel-1 homolog 2 isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

629 1 509.6880 -191.47 2 37.4 10.0 1 56-64 R.TSSNVINKR.E
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Protein 483: 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
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Protein 484: 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

1333 1 1061.5792 19.46 1 46.4 13.3 1 378-388 K.AQSDAGAVKSK.V
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Protein 485: PREDICTED: serine/threonine-protein phosphatase 4 regulatory subunit 4 isoform X1 
[Homo sapiens]

Accession: gi|530404339 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.3
Database Date: 2015-11-30 pI: 9.4

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

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



Detailed Protein Report
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Protein 486: 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
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Protein 487: mastermind-like protein 2 [Homo sapiens]
Accession: gi|33286444 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.1
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1771 1 1057.5151 4.71 2 52.0 24.2 2 44-60 R.IAVCRQHHLSCEGRYER.G Carbamidomethyl: 11
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Protein 488: 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
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Protein 489: secreted frizzled-related protein 4 precursor [Homo sapiens]
Accession: gi|170784838 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 11.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

768 1 698.4267 127.49 2 39.2 13.0 0 265-275 R.MMLLENCLVEK.W Carbamidomethyl: 7; 
Oxidation: 1
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Protein 490: PREDICTED: SCL-interrupting locus protein isoform X2 [Homo sapiens]
Accession: gi|578799618 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
Database Date: 2015-11-30 pI: 5.9
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

2867 3 1051.5491 -17.97 2 66.3 24.2 1 41-58 R.GIPNQLNQDKPALLRHCK.V Carbamidomethyl: 17
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Protein 491: 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

709 / 1688

Protein 492: PREDICTED: unconventional myosin-X isoform X3 [Homo sapiens]
Accession: gi|578809923 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 234.6
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

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



Detailed Protein Report

711 / 1688

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 1675-
1705

R.QEMTSTVYCHGGGSCKITINSHTTAGEVVEK.L Carbamidomethyl: 15



Detailed Protein Report
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Protein 493: PREDICTED: uncharacterized protein LOC102724413 [Homo sapiens]
Accession: gi|578838161 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.4
Database Date: 2015-11-30 pI: 12.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.1

No. of unique Peptides: 2
Quantitation
MD:MU Median: 1.98 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578847088 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC102724413  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2132 1 899.3904 -102.48 2 56.5 14.0 1 82-97 R.VAHDHSPLNTRPARAR.A MD:MU 1.98

2739 1 922.4796 7.26 2 65.5 10.1 2 127-143 R.FGSPWRLCAAPGKSPGR.G Carbamidomethyl: 8



Detailed Protein Report
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Protein 494: 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 495: uncharacterized protein LOC100144595 [Homo sapiens]
Accession: gi|373838702 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.6
Database Date: 2015-11-30 pI: 11.4

Sequence Coverage [%]: 13.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2266 1 787.7912 -131.21 2 58.2 24.1 0 10-23 R.ACPWETLNGVLLCR.Q



Detailed Protein Report
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Protein 496: exocyst complex component 2 [Homo sapiens]
Accession: gi|21361625 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.0
Database Date: 2015-11-30 pI: 6.5

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

Alias proteins:
Accession Name Description
gi|578811797 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  exocyst  complex  component  2  isoform  X2  [Homo  
sapiens]

gi|578811795 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  exocyst  complex  component  2  isoform  X1  [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 -64.38 3 51.5 12.9 2 98-122 K.IGILDQSAVWVDEMNYYDMRTDRNK.G

2856 1 655.3750 -67.75 2 66.1 11.1 1 516-527 K.LTRGALLPLSIR.D



Detailed Protein Report
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Protein 497: biorientation of chromosomes in cell division protein 1-like 1 [Homo sapiens]
Accession: gi|87299628 Score: 23.9
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



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

582 1 848.5905 146.58 2 36.6 10.8 2 853-867 K.DSLGSKQHGITLQRR.S



Detailed Protein Report
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Protein 498: PREDICTED: protein SZT2 isoform X3 [Homo sapiens]
Accession: gi|578798759 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 345.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.0

No. of unique Peptides: 2



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2101 1 599.9147 -73.79 3 56.4 12.3 1 2656-
2672

R.AMAILGTEGRGSFSCPK.T Carbamidomethyl: 15; 
Oxidation: 2

2181 1 952.3242 -131.11 2 57.1 11.6 0 2746-
2760

R.DLMHVHSFSYDFHLR.L



Detailed Protein Report
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Protein 499: PREDICTED: terminal uridylyltransferase 4 isoform X5 [Homo sapiens]
Accession: gi|530362240 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.6
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1985 4 862.2984 -161.67 2 54.7 12.6 2 553-566 K.RMDDFQLKGIVEEK.F Oxidation: 2



Detailed Protein Report
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Protein 500: PREDICTED: uncharacterized protein C3orf17 isoform X4 [Homo sapiens]
Accession: gi|530374250 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 10.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2818 1 732.4805 137.02 2 65.7 10.2 1 9-19 K.LLLRLLDCCCK.T Carbamidomethyl: 8, 9, 10



Detailed Protein Report
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Protein 501: cullin-7 isoform 2 [Homo sapiens]
Accession: gi|41872646 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.0
Database Date: 2015-11-30 pI: 5.5
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

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 502: pleckstrin homology domain-containing family A member 4 isoform 2 [Homo sapiens]
Accession: gi|238859653 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.2
Database Date: 2015-11-30 pI: 10.7

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

411 1 603.6782 -226.42 2 34.8 12.5 0 300-312 R.GPPSEAGGGKPPR.S



Detailed Protein Report
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Protein 503: 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



Detailed Protein Report

727 / 1688

Protein 504: alpha-amylase 1 precursor [Homo sapiens]
Accession: gi|40254482 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.7
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 6.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578798954 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: alpha-amylase 1 isoform X3 [Homo sapiens]

gi|578798952 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X3 [Homo sapiens]

gi|578798950 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X2 [Homo sapiens]

gi|530362403 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X2 [Homo sapiens]

gi|530362397 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X2 [Homo sapiens]

gi|530362391 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: alpha-amylase 1 isoform X1 [Homo sapiens]

gi|56549664 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-amylase 1 precursor [Homo sapiens]

gi|56549662 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-amylase 1 precursor [Homo sapiens]

gi|56549660 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-amylase 1 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1297 1 863.8565 -56.34 2 45.8 11.6 0 368-383 K.DVNDWVGPPNDNGVTK.E



Detailed Protein Report
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Protein 505: ataxin-1 [Homo sapiens]
Accession: gi|51479158 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.9
Database Date: 2015-11-30 pI: 9.2

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

Quantitation
MD:MU Median: 1.18 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|189491748 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ataxin-1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1037 3 612.4575 170.02 2 42.5 13.3 0 698-709 K.GQPVDPASVLLK.H

1970 1 696.2657 -144.31 2 54.5 10.5 2 710-722 K.HSKADGLAGSRHR.Y MD:MU 1.18



Detailed Protein Report
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Protein 506: PREDICTED: histone acetyltransferase KAT6A isoform X1 [Homo sapiens]
Accession: gi|530388073 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 224.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl 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

1722 1 1044.9651 24.46 2 51.3 23.7 2 257-273 R.WQCIECKTCSSCRDQGK.N Carbamidomethyl: 3, 6



Detailed Protein Report
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Protein 507: PREDICTED: sperm-associated antigen 17 isoform X5 [Homo sapiens]
Accession: gi|578798575 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.1
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2219 1 900.3315 -71.18 3 57.6 13.7 0 618-641 K.LKPSGMMCGSDSEMFNIPWDNPAR.F Oxidation: 6



Detailed Protein Report

732 / 1688

Protein 508: protein FAM160A1 [Homo sapiens]
Accession: gi|158341646 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.5
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530378111 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM160A1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

468 1 686.9223 31.03 2 35.5 11.6 0 989-1001 K.VAEAPPNLPLPVR.N



Detailed Protein Report
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Protein 509: brain-derived neurotrophic factor isoform a preproprotein [Homo sapiens]
Accession: gi|25306253 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 7.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|219842314 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842309 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842306 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842303 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842300 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842294 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842292 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842290 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|219842288 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|25306267 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|25306264 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

gi|25306257 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

brain-derived  neurotrophic  factor  isoform  a  preproprotein  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2135 1 1149.9035 -125.59 2 56.6 23.7 2 175-193 K.GQLKQYFYETKCNPMGYTK.E



Detailed Protein Report
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Protein 510: PREDICTED: protein dopey-1 isoform X9 [Homo sapiens]
Accession: gi|578812549 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 226.8
Database Date: 2015-11-30 pI: 5.7

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



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

2760 1 848.9242 -69.58 2 64.9 12.9 2 1284-
1299

K.ETIVKESGKQPGAKPK.V



Detailed Protein Report
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Protein 511: CUB and sushi domain-containing protein 1 precursor [Homo sapiens]
Accession: gi|259013213 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 388.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

77 1 845.3458 -32.83 3 30.7 11.7 0 893-915 R.STVTFSCDPGYTLSDDEPLVCER.N

570 1 720.8066 -10.56 2 36.7 12.0 0 1217-
1228

K.CEDPGIPNYGYR.I Carbamidomethyl: 1
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Protein 512: ubiquitin carboxyl-terminal hydrolase 34 [Homo sapiens]
Accession: gi|110347427 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 404.0
Database Date: 2015-11-30 pI: 5.4

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

2144 1 899.3487 -134.27 2 56.7 10.7 0 404-419 R.LSTQHIDCIWAAAQLK.H



Detailed Protein Report
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Protein 513: ryanodine receptor 3 isoform 2 [Homo sapiens]
Accession: gi|345842488 Score: 23.6
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 [%]: 0.6

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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
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Protein 514: PREDICTED: receptor-type tyrosine-protein phosphatase delta isoform X16 [Homo 
sapiens]

Accession: gi|578816637 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.2
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation 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

1512 1 682.1037 142.22 3 48.7 23.6 2 810-826 K.FGRKDMEPLTTLEFSEK.E Oxidation: 6



Detailed Protein Report
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Protein 515: leukocyte receptor cluster member 1 [Homo sapiens]
Accession: gi|24308289 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.5
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

575 1 565.3015 -6.83 2 36.5 11.1 1 154-162 R.LDPLREMQK.H



Detailed Protein Report
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Protein 516: PREDICTED: calcyphosin-like protein isoform X2 [Homo sapiens]
Accession: gi|578809847 Score: 23.5
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

19 3 1205.0501 -38.96 2 29.8 23.5 0 107-127 K.DGNGTIDFNEFLLTLRPPMSR.A Oxidation: 19



Detailed Protein Report
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Protein 517: E3 ubiquitin-protein ligase BRE1A [Homo sapiens]
Accession: gi|34878777 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.6
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1
Quantitation
MD:MU 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

463 1 475.6020 -277.84 2 35.1 11.6 0 827-834 R.TQALEMNK.R Oxidation: 6 MD:MU 0.63



Detailed Protein Report
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Protein 518: PREDICTED: complement C1q tumor necrosis factor-related protein 1 isoform X4 
[Homo sapiens]

Accession: gi|578830336 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.7
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2717 1 741.8557 4.52 2 64.3 11.4 2 1-14 -.MMSATGPGRKMGSR.G Oxidation: 11



Detailed Protein Report
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Protein 519: actin-related protein 8 [Homo sapiens]
Accession: gi|39812115 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.4
Database Date: 2015-11-30 pI: 8.8
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578806774 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: actin-related protein 8 isoform X2 [Homo sapiens]

gi|530373398 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: actin-related protein 8 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

775 1 585.7012 109.37 3 39.1 11.6 0 531-546 K.MYSSILVVGGGLMFHK.A Oxidation: 1



Detailed Protein Report
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Protein 520: 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

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.93 CV: 0.00 % No. of Peptides: 1

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 Ratios

672 1 676.1898 -213.65 2 37.7 11.3 1 418-428 R.YPQHTRHEAGR.S MD:MU 0.93



Detailed Protein Report
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Protein 521: 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
Quantitation
MD:MU Median: 1.68 CV: 0.00 % No. of 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 Ratios

1776 1 806.7498 -172.60 2 52.2 23.4 0 157-170 K.ASECMQVIFGIDVK.E Carbamidomethyl: 4; 
Oxidation: 5

MD:MU 1.68



Detailed Protein Report
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Protein 522: gastric inhibitory polypeptide receptor precursor [Homo sapiens]
Accession: gi|4503999 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1715 6 1023.7648 265.10 1 51.4 23.4 2 327-333 R.TRQMRCR.D Carbamidomethyl: 6; 
Oxidation: 4



Detailed Protein Report
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Protein 523: PREDICTED: collagen alpha-1(III) chain-like [Homo sapiens]
Accession: gi|530433770 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 12.5

Sequence Coverage [%]: 14.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

953 1 637.0944 77.56 3 41.4 11.8 1 184-201 R.RLPPGVPIQVCPLPAVPR.G



Detailed Protein Report
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Protein 524: 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase epsilon-1 isoform 2 
[Homo sapiens]

Accession: gi|260166694 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 223.7
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2703 1 673.3636 55.13 2 64.1 13.1 1 1065-
1075

R.FLMDKENFASK.N Oxidation: 3



Detailed Protein Report
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Protein 525: methyltransferase-like protein 17, mitochondrial isoform 1 precursor [Homo sapiens]
Accession: gi|71999135 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.0
Database Date: 2015-11-30 pI: 10.4
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

2043 1 709.3053 -139.87 2 55.7 12.2 1 1-13 -.MAAALKCLLTLGR.W Carbamidomethyl: 7



Detailed Protein Report
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Protein 526: 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
MD:MU Median: 1.07 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

182 1 745.2293 -195.45 2 31.7 10.9 1 15-27 K.SIRAQGNMQELDK.T MD:MU 1.07

298 1 535.7922 -16.95 2 33.1 12.4 2 2027-
2035

K.QKQPQEKGK.V



Detailed Protein Report
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Protein 527: transcription factor HIVEP3 isoform b [Homo sapiens]
Accession: gi|189181750 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 259.2
Database Date: 2015-11-30 pI: 8.6

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

1349 1 942.4987 40.33 2 46.5 10.1 2 1985-
2001

K.HSLTKNDSSPQRCSPAR.E



Detailed Protein Report
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Protein 528: PREDICTED: zinc finger protein 823 isoform X1 [Homo sapiens]
Accession: gi|530415003 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

739 1 512.6267 -200.37 2 38.8 10.6 0 158-166 K.GFDCPSSVR.N Carbamidomethyl: 4



Detailed Protein Report
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Protein 529: dynein heavy chain 12, axonemal isoform 1 [Homo sapiens]
Accession: gi|194440727 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 356.7
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 2



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

47 1 1103.4984 -39.62 2 29.9 12.9 1 73-91 R.TPLLPPPDYPQTMTSEMKK.K Oxidation: 13, 17

2090 1 1159.8674 -54.47 3 56.0 10.4 2 1512-
1540

K.FFLEKIIQTYEMMIVRHGFMLVGEPFAAK.T Oxidation: 12, 20



Detailed Protein Report

770 / 1688

Protein 530: 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 531: PREDICTED: zinc finger protein 728 isoform X1 [Homo sapiens]
Accession: gi|578833255 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.5
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2120 1 924.3321 -133.13 2 56.4 11.9 2 230-245 K.CEECGKAFSKFSILTK.H Carbamidomethyl: 1



Detailed Protein Report
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Protein 532: mucin-19 precursor [Homo sapiens]
Accession: gi|533112494 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 804.8
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.5

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

K.LVKFQSNDTCCEIGYCEPR.T Carbamidomethyl: 10



Detailed Protein Report
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Protein 533: 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 534: PREDICTED: F-box/LRR-repeat protein 17 isoform X3 [Homo sapiens]
Accession: gi|530380083 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.6
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 7.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

191 1 879.7026 -94.05 3 32.1 12.5 2 465-487 R.ELKDIHFGQCYKISDEGMIVIAK.G



Detailed Protein Report
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Protein 535: nitric oxide-inducible gene protein [Homo sapiens]
Accession: gi|194239694 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.5
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

2056 1 1029.5727 121.71 2 55.8 10.9 2 38-56 K.RSNCPKCGSTGESGNANYR.Y Carbamidomethyl: 4



Detailed Protein Report
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Protein 536: 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 2 937.8811 -22.59 2 56.3 23.1 0 21-36 K.CHASENEEDSPAYLPR.I Carbamidomethyl: 1



Detailed Protein Report
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Protein 537: PREDICTED: diacylglycerol kinase iota isoform X2 [Homo sapiens]
Accession: gi|578814735 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.9
Database Date: 2015-11-30 pI: 9.1
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

1635 1 1100.4411 -20.69 3 50.3 12.6 1 2-38 M.NPSSSAGEEKGATGGSSSSGSGAGSCCLGAEGGADPR.G Carbamidomethyl: 26

2495 1 735.4148 -22.06 2 61.6 10.5 2 275-287 K.VKKPQNSLKASNR.K



Detailed Protein Report
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Protein 538: UPF0598 protein C8orf82 [Homo sapiens]
Accession: gi|49169841 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.9
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 14.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

367 1 846.3873 -98.49 2 34.2 12.6 1 154-169 R.LYHPAPERAGGVGLVR.S



Detailed Protein Report
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Protein 539: 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

782 / 1688

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 540: PREDICTED: midasin isoform X3 [Homo sapiens]
Accession: gi|578812559 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 627.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

K.EEKEEAEADDGGQGEDK.I



Detailed Protein Report
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Protein 541: integrin alpha-IIb preproprotein [Homo sapiens]
Accession: gi|88758615 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.3
Database Date: 2015-11-30 pI: 5.1

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

183 1 862.4693 40.75 2 32.0 23.0 1 105-119 R.DETRNVGSQTLQTFK.A



Detailed Protein Report
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Protein 542: PREDICTED: PR domain zinc finger protein 15 isoform X1 [Homo sapiens]
Accession: gi|578836643 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.3
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl 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

1448 1 699.6392 -84.48 3 47.9 11.3 1 184-201 R.DIPPGTELRVWYAAFYAK.K

1744 1 1030.2489 59.15 3 51.6 11.7 2 481-509 R.IESALEFHNCRTGLIAHPGEGGPGGSRLR.D Carbamidomethyl: 10



Detailed Protein Report
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Protein 543: PREDICTED: insulin-like growth factor 1 receptor isoform X2 [Homo sapiens]
Accession: gi|530407102 Score: 23.0
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 [%]: 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

1628 1 716.0279 112.96 3 50.1 12.0 0 56-73 K.ECGDLCPGTMEEKPMCEK.T Carbamidomethyl: 2, 16; 
Oxidation: 10, 15



Detailed Protein Report
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Protein 544: PREDICTED: rho guanine nucleotide exchange factor 12 isoform X3 [Homo sapiens]
Accession: gi|530397943 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.8
Database Date: 2015-11-30 pI: 5.3

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

85 1 710.2749 -87.79 2 30.8 12.0 0 335-347 K.VSVPDEMSADLEK.R

1443 1 1022.6499 109.61 1 47.7 10.9 1 458-465 K.EPRNLEHK.R



Detailed Protein Report
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Protein 545: 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 546: histone-lysine N-methyltransferase SETD1B [Homo sapiens]
Accession: gi|210032580 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.6
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

837 1 801.1846 -354.77 1 40.0 10.6 2 878-883 K.RDLNRK.M



Detailed Protein Report
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Protein 547: 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 548: leucine-rich repeat and transmembrane domain-containing protein 2 precursor [Homo 
sapiens]

Accession: gi|84781739 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.1
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578822678 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  leucine-rich  repeat  and  transmembrane  domain-
containing protein 2 isoform X1 [Homo sapiens]

gi|255652964 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

leucine-rich  repeat  and  transmembrane  domain-containing  protein  2  
precursor [Homo sapiens]

gi|255652962 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

leucine-rich  repeat  and  transmembrane  domain-containing  protein  2  
precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1746 1 1272.3522 103.26 2 51.8 22.8 0 144-167 R.HLDLSINGLAQLPPGLFDGLLALR.S



Detailed Protein Report
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Protein 549: zinc finger protein 674 isoform 2 [Homo sapiens]
Accession: gi|226371655 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.5
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1639 1 1136.1099 81.18 2 50.4 11.8 2 540-559 R.THTGEKPYECRDCGKAFSGK.S Carbamidomethyl: 13



Detailed Protein Report
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Protein 550: fibrinogen-like protein 1 precursor [Homo sapiens]
Accession: gi|42544189 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|42544202 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
fibrinogen-like protein 1 precursor [Homo sapiens]

gi|42544200 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fibrinogen-like protein 1 precursor [Homo sapiens]

gi|42544198 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

fibrinogen-like protein 1 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1516 1 513.1182 -194.06 2 48.6 22.8 0 127-135 R.SDGSENFNR.G



Detailed Protein Report
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Protein 551: nucleolar protein 11 [Homo sapiens]
Accession: gi|21361468 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.1
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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 552: PREDICTED: mitochondrial Rho GTPase 2 isoform X9 [Homo sapiens]
Accession: gi|578828338 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.3
Database Date: 2015-11-30 pI: 6.7

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

2627 2 727.3858 -48.33 1 63.6 12.4 1 6-12 R.RGPVGNK.S



Detailed Protein Report

799 / 1688

Protein 553: gamma-tubulin complex component 6 [Homo sapiens]
Accession: gi|56788364 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 200.4
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2334 1 1023.8623 -142.84 2 59.1 12.7 0 472-492 R.YLAELCGVGAVLPGTCGGGPR.A Carbamidomethyl: 6



Detailed Protein Report

800 / 1688

Protein 554: PREDICTED: receptor-type tyrosine-protein phosphatase mu isoform X4 [Homo 
sapiens]

Accession: gi|578832170 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.1
Database Date: 2015-11-30 pI: 6.4
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

1436 1 927.4440 -10.35 3 47.6 22.6 1 1365-
1390

R.TVVHCLNGGGRSGTFCAISIVCEMLR.H Carbamidomethyl: 22



Detailed Protein Report

801 / 1688

Protein 555: PREDICTED: exophilin-5 isoform X3 [Homo sapiens]
Accession: gi|578822067 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 201.0
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.0

No. of unique Peptides: 2

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report

802 / 1688

Cmpds. [ppm] [min]

309 1 558.5767 -48.96 3 33.2 12.3 2 722-736 R.SPSDKDPSLGEREEK.D

2720 1 1086.5521 56.79 2 64.3 10.3 1 1274-
1294

K.CPQKDHTSTAVGDGSSGSQPR.E Carbamidomethyl: 1



Detailed Protein Report

803 / 1688

Protein 556: uncharacterized protein KIAA0408 [Homo sapiens]
Accession: gi|59806363 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

1324 1 727.1757 -204.08 2 46.2 10.1 0 108-120 R.EQSLVSGGNQMCK.E Carbamidomethyl: 12; 
Oxidation: 11



Detailed Protein Report

804 / 1688

Protein 557: regulator of G-protein signaling 3 isoform 3 [Homo sapiens]
Accession: gi|62865654 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.2
Database Date: 2015-11-30 pI: 9.9
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

1945 1 700.2356 -147.65 2 54.4 10.8 0 119-131 R.QSGLIGCMSFGVK.S Carbamidomethyl: 7; 
Oxidation: 8



Detailed Protein Report

805 / 1688

Protein 558: PREDICTED: PAX3- and PAX7-binding protein 1 isoform X2 [Homo sapiens]
Accession: gi|578836733 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.2
Database Date: 2015-11-30 pI: 5.1

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

584 1 824.2497 -169.01 2 36.9 10.9 0 150-164 K.TELNSSAESEQPLDK.T

156 1 822.7809 -180.37 2 31.7 11.6 0 378-392 K.TPSNEMTPVTIDLVK.K



Detailed Protein Report

806 / 1688

Protein 559: 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



Detailed Protein Report

807 / 1688

Protein 560: PREDICTED: formin-binding protein 1 isoform X20 [Homo sapiens]
Accession: gi|530390795 Score: 22.4
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
MD:MU Median: 0.61 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

812 1 603.7427 -137.75 2 39.7 11.4 2 223-232 R.RIVRMGESMK.T MD:MU 0.61



Detailed Protein Report

808 / 1688

Protein 561: 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
MD:MU Median: 0.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

198 1 671.1826 -201.27 2 31.9 11.2 0 366-378 K.TYQASSQPGSTSK.D MD:MU 0.94



Detailed Protein Report

809 / 1688

Protein 562: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

12 1 803.7126 -4.89 3 29.3 12.4 2 651-670 R.REVEHQETAYETSVKENTMK.Y



Detailed Protein Report

810 / 1688

Protein 563: tigger transposable element-derived protein 7 [Homo sapiens]
Accession: gi|22325392 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.2
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Quantitation
MD:MU Median: 3.93 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

2435 1 648.2013 -222.78 2 60.8 10.6 1 5-15 R.GKYTTLNLEEK.M MD:MU 3.93



Detailed Protein Report

811 / 1688

Protein 564: PREDICTED: G patch domain-containing protein 8 isoform X1 [Homo sapiens]
Accession: gi|578830624 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.1
Database Date: 2015-11-30 pI: 9.6

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

Alias proteins:
Accession Name Description
gi|578830628 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: G patch domain-containing protein 8 isoform X3 [Homo 
sapiens]

gi|578830626 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: G patch domain-containing protein 8 isoform X2 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2163 1 1131.2917 -238.27 1 57.2 12.1 2 671-679 R.RAQDDSQRR.S



Detailed Protein Report

812 / 1688

Protein 565: RNA-binding protein MEX3A [Homo sapiens]
Accession: gi|147902746 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1760 1 1273.5603 8.38 3 51.8 22.3 1 462-496 R.SPGGGRDCMVCFESEVTAALVPCGHNLFCMECAVR.I Carbamidomethyl: 8, 11; 
Oxidation: 9



Detailed Protein Report

813 / 1688

Protein 566: PREDICTED: pecanex-like protein 3 isoform X4 [Homo sapiens]
Accession: gi|530396772 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.4
Database Date: 2015-11-30 pI: 6.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2754 1 1086.0034 31.79 2 64.8 11.5 1 286-307 R.GSGEPTPQKAGSSDSCFSGTDR.E



Detailed Protein Report

814 / 1688

Protein 567: PREDICTED: uncharacterized protein LOC101929845 [Homo sapiens]
Accession: gi|578845877 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.2
Database Date: 2015-11-30 pI: 12.2
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

48 1 1220.0219 -37.76 2 30.0 11.4 2 33-56 R.AGTAVRRDAASQSCCPTCTGVATR.R Carbamidomethyl: 14



Detailed Protein Report

815 / 1688

Protein 568: PREDICTED: protein FAM188A isoform X3 [Homo sapiens]
Accession: gi|530392461 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.5
Database Date: 2015-11-30 pI: 4.5
Modification(s): Oxidation Sequence Coverage [%]: 14.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530392465 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM188A isoform X5 [Homo sapiens]

gi|530392463 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein FAM188A isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1733 1 1030.7459 -72.31 3 51.5 11.5 1 224-250 K.VMYVEGTAVVMGFEDPMLQTDDTPIKR.C Oxidation: 2, 11, 17



Detailed Protein Report

816 / 1688

Protein 569: PREDICTED: disks large-associated protein 1 isoform X7 [Homo sapiens]
Accession: gi|578832238 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.4
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

1338 1 845.6519 163.33 1 46.4 12.0 2 698-704 K.RLMAAKR.A



Detailed Protein Report

817 / 1688

Protein 570: PREDICTED: tau-tubulin kinase 1 isoform X1 [Homo sapiens]
Accession: gi|578812010 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.4
Database Date: 2015-11-30 pI: 8.9

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

1658 1 697.8038 -143.18 2 50.5 11.5 1 111-123 R.GTFTLSTTLRLGK.Q



Detailed Protein Report
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Protein 571: conserved oligomeric Golgi complex subunit 5 isoform 2 [Homo sapiens]
Accession: gi|240849537 Score: 22.1
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

819 / 1688

Protein 572: guanine nucleotide-binding protein-like 3 isoform 2 [Homo sapiens]
Accession: gi|45643127 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.5
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.31 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|45643129 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
guanine nucleotide-binding protein-like 3 isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

107 1 591.7687 -44.15 2 31.1 10.4 0 231-241 K.LLGGFQETCSK.A MD:MU 1.31



Detailed Protein Report

820 / 1688

Protein 573: TFIIH basal transcription factor complex helicase XPD subunit isoform 2 [Homo 
sapiens]

Accession: gi|195947407 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1794 1 568.7414 -67.06 2 52.4 22.1 0 110-119 K.CHSLTASYVR.A



Detailed Protein Report

821 / 1688

Protein 574: breast cancer anti-estrogen resistance protein 3 isoform 2 [Homo sapiens]
Accession: gi|387157911 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.3
Database Date: 2015-11-30 pI: 9.4

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

127 1 849.3900 -71.21 2 31.0 11.9 1 460-474 K.VIAQHVLSMDCRVAR.I



Detailed Protein Report

822 / 1688

Protein 575: PREDICTED: diacylglycerol kinase iota isoform X1 [Homo sapiens]
Accession: gi|578814733 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.2
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

1696 1 1102.1837 102.80 2 51.0 11.5 2 1-21 -.MDAAGRGCHLLPLPAARGPAR.A Carbamidomethyl: 8; 
Oxidation: 1



Detailed Protein Report

823 / 1688

Protein 576: PREDICTED: zinc finger MYM-type protein 2 isoform X7 [Homo sapiens]
Accession: gi|578824999 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.3
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 2
Quantitation
MD:MU Median: 0.48 CV: 27.16 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1160 1 713.6536 1.59 3 44.1 11.9 2 442-457 K.NMTHKLCSDHCFNRYR.M Carbamidomethyl: 7, 11 MD:MU 0.37

2179 1 966.3391 -135.18 2 57.4 10.1 2 720-736 R.LGLRCVTCNYCSQLCKK.G MD:MU 0.63



Detailed Protein Report

824 / 1688

Protein 577: PREDICTED: microtubule-associated protein 1B isoform X1 [Homo sapiens]
Accession: gi|530379305 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 256.6
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

825 / 1688



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

1859 1 1022.9020 -33.49 2 53.3 22.0 0 1073-
1091

K.DYNASASTISPPSSMEEDK.F Oxidation: 15



Detailed Protein Report

827 / 1688

Protein 578: leucine-rich repeat-containing protein 8B [Homo sapiens]
Accession: gi|21245134 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.3
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578798841 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  leucine-rich  repeat-containing  protein  8B  isoform  X5  
[Homo sapiens]

gi|530362288 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leucine-rich  repeat-containing  protein  8B  isoform  X4  
[Homo sapiens]

gi|530362286 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leucine-rich  repeat-containing  protein  8B  isoform  X3  
[Homo sapiens]

gi|530362284 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leucine-rich  repeat-containing  protein  8B  isoform  X2  
[Homo sapiens]

gi|530362282 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leucine-rich  repeat-containing  protein  8B  isoform  X1  
[Homo sapiens]

gi|197333692 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

leucine-rich repeat-containing protein 8B [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1622 1 1100.2202 -11.62 3 50.2 22.0 2 776-803 R.NCLIVEENLLNTLPLPVTERLQTCLDKC.- Carbamidomethyl: 24, 28



Detailed Protein Report
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Protein 579: PREDICTED: collagen alpha-4(IV) chain isoform X9 [Homo sapiens]
Accession: gi|578803629 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.0
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2
Quantitation
MD:MU Median: 3.74 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

474 1 607.1354 -216.53 2 35.2 11.4 0 1142-
1153

R.GQPGEMGDPGPR.G Oxidation: 6 MD:MU 3.74

950 1 984.1390 132.77 2 41.4 10.5 1 1230-
1252

K.
GPPGPPGSSGPPGPAGATGRAPK.
D



Detailed Protein Report

829 / 1688

Protein 580: 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



Detailed Protein Report

830 / 1688

Protein 581: PREDICTED: myomegalin isoform X1 [Homo sapiens]
Accession: gi|530432185 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 287.2
Database Date: 2015-11-30 pI: 5.4

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



Detailed Protein Report

831 / 1688



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

569 1 671.4345 38.57 2 36.4 10.8 1 993-1003 R.LTQEVLLLREK.V



Detailed Protein Report

833 / 1688

Protein 582: NACHT, LRR and PYD domains-containing protein 2 isoform 3 [Homo sapiens]
Accession: gi|291463280 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1922 1 893.8122 -134.43 2 53.9 11.2 0 695-709 R.ILCEQIASDTCHLQR.V Carbamidomethyl: 3

1197 1 786.4909 152.63 2 44.6 10.8 1 864-875 K.FLCEGLRYPECK.L Carbamidomethyl: 3, 11



Detailed Protein Report
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Protein 583: E3 ubiquitin-protein ligase HECW1 isoform b [Homo sapiens]
Accession: gi|559098413 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.6
Database Date: 2015-11-30 pI: 5.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

405 1 631.2089 -107.18 3 34.4 10.9 0 505-521 K.EQEEEGDVSTLEQGEGR.L

1838 1 731.2905 -123.49 2 52.8 11.1 1 1387-
1400

R.ELKSGGANTQVTEK.N



Detailed Protein Report
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Protein 584: rho guanine nucleotide exchange factor 33 [Homo sapiens]
Accession: gi|290463441 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.5
Database Date: 2015-11-30 pI: 6.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1626 2 745.8661 -55.26 2 50.1 11.4 2 302-314 R.NSKERSLFPGSLR.Y



Detailed Protein Report

836 / 1688

Protein 585: PREDICTED: nuclear body protein SP140 isoform X7 [Homo sapiens]
Accession: gi|530369725 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2587 1 941.5681 155.71 2 62.4 10.3 0 188-204 R.CEPGFSSESCEQLALPK.A Carbamidomethyl: 1



Detailed Protein Report
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Protein 586: inactive serine protease 35 precursor [Homo sapiens]
Accession: gi|281427284 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.1
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 10.2

No. of unique Peptides: 2

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

2001 1 698.2933 -125.88 2 54.9 10.1 1 289-300 K.KYMELGISPTIK.K Oxidation: 3

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 587: cleavage and polyadenylation specificity factor subunit 2 [Homo sapiens]
Accession: gi|34101288 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.4
Database Date: 2015-11-30 pI: 4.8
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530403998 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cleavage and polyadenylation specificity factor subunit  
2 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

303 1 1292.7280 120.56 1 33.5 21.9 1 439-449 K.HDLMMKGEGSR.K Oxidation: 4, 5



Detailed Protein Report
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Protein 588: 52 kDa repressor of the inhibitor of the protein kinase [Homo sapiens]
Accession: gi|19923268 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1
Quantitation
MD:MU Median: 0.58 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

2085 1 731.3255 -123.74 2 56.2 10.1 2 546-557 K.LDIQMKLPGKFR.R Oxidation: 5 MD:MU 0.58



Detailed Protein Report

840 / 1688

Protein 589: PREDICTED: glycylpeptide N-tetradecanoyltransferase 1 isoform X1 [Homo sapiens]
Accession: gi|530412338 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

653 1 820.5245 82.19 1 37.7 10.3 2 469-474 K.MVRSRR.G Oxidation: 1

2042 1 766.2799 -176.23 2 55.4 11.5 2 523-535 K.LKTWREQGASEVK.A



Detailed Protein Report

841 / 1688

Protein 590: PREDICTED: PR domain zinc finger protein 15 isoform X2 [Homo sapiens]
Accession: gi|578836645 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.4
Database Date: 2015-11-30 pI: 9.2
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

1553 1 1018.4978 58.27 3 49.1 10.5 2 481-504 R.IESALEFHNCRTDDKTFQCEMCFR.F Carbamidomethyl: 19, 22; 
Oxidation: 21



Detailed Protein Report
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Protein 591: PREDICTED: growth/differentiation factor 9 isoform X1 [Homo sapiens]
Accession: gi|530379837 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.8
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578810283 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  growth/differentiation  factor  9  isoform  X2  [Homo  
sapiens]

gi|572153064 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

gi|572153044 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

gi|572152931 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

gi|572152923 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

gi|572152852 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

growth/differentiation factor 9 isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1385 1 905.0891 159.82 2 46.9 10.8 2 86-100 K.CVCNLMIKEPKSSSR.T Carbamidomethyl: 1, 3



Detailed Protein Report

843 / 1688

Protein 592: kinesin-like protein KIF1B isoform alpha [Homo sapiens]
Accession: gi|41393559 Score: 21.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 130.3
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1501 1 671.0963 120.59 3 48.4 10.5 1 737-753 K.IQAVKEICYEVALNDFR.H



Detailed Protein Report

844 / 1688

Protein 593: pantetheinase precursor [Homo sapiens]
Accession: gi|223633991 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.0
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2233 1 1043.7218 141.72 2 57.8 21.6 0 1-18 -.MTTQLPAYVAILLFYVSR.A



Detailed Protein Report
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Protein 594: complement C3 precursor [Homo sapiens]
Accession: gi|115298678 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.0
Database Date: 2015-11-30 pI: 6.0

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

2396 1 701.3860 -50.24 2 59.8 21.6 0 892-904 K.SSLSVPYVIVPLK.T



Detailed Protein Report

846 / 1688

Protein 595: 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
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 2



Detailed Protein Report

847 / 1688



Detailed Protein Report

848 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2277 1 816.2926 -155.86 2 58.7 11.5 1 7-18 R.LFELWMLYCTKK.D Carbamidomethyl: 9

2089 1 925.3261 -72.47 1 56.3 10.1 0 1269-
1276

K.NMSTEDTK.K



Detailed Protein Report
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Protein 596: 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



Detailed Protein Report
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Protein 597: forkhead box protein D3 [Homo sapiens]
Accession: gi|6912372 Score: 21.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.6
Database Date: 2015-11-30 pI: 6.0
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

1915 1 856.8032 -169.79 2 54.0 10.8 1 191-204 R.HNLSLNDCFVKIPR.E Carbamidomethyl: 8



Detailed Protein Report
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Protein 598: MAM and LDL-receptor class A domain-containing protein C10orf112 precursor 
[Homo sapiens]

Accession: gi|565671710 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.9
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1



Detailed Protein Report

852 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2517 1 913.4615 10.45 2 61.9 10.8 1 1425-
1439

R.REELSLFGDEDFQLK.F



Detailed Protein Report
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Protein 599: astrotactin-1 isoform 2 precursor [Homo sapiens]
Accession: gi|46488921 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.0
Database Date: 2015-11-30 pI: 4.9

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

2260 1 1061.4977 -63.82 3 58.5 11.2 2 185-214 R.RVPQPQKSASAEAANEIHYIPSVLIGGHGR.E



Detailed Protein Report
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Protein 600: PREDICTED: CAS1 domain-containing protein 1 isoform X2 [Homo sapiens]
Accession: gi|578814529 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.0
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 2
Quantitation
MD:MU 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

161 1 793.8859 18.63 2 31.7 10.1 1 160-173 R.RQPQCCPCAAPLSR.S Carbamidomethyl: 8

149 1 793.8480 -29.08 2 31.6 11.2 1 160-173 R.RQPQCCPCAAPLSR.S Carbamidomethyl: 6 MD:MU 1.76



Detailed Protein Report
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Protein 601: 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
MD:MU Median: 0.20 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

257 1 569.4703 -171.75 3 32.6 21.3 0 210-224 R.AQADADSFYMTCNGR.Q Carbamidomethyl: 12 MD:MU 0.20



Detailed Protein Report
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Protein 602: 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



Detailed Protein Report
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Protein 603: disintegrin and metalloproteinase domain-containing protein 20 preproprotein [Homo 
sapiens]

Accession: gi|50845382 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530404802 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  disintegrin  and  metalloproteinase  domain-containing  
protein 20 isoform X2 [Homo sapiens]

gi|530404800 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  disintegrin  and  metalloproteinase  domain-containing  
protein 20 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1299 1 727.3560 8.30 2 45.9 10.7 1 505-516 K.DCKFLPSGTLCR.Q Carbamidomethyl: 2, 11



Detailed Protein Report
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Protein 604: PREDICTED: probable cation-transporting ATPase 13A3 isoform X4 [Homo sapiens]
Accession: gi|530375932 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 123.9
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

2025 1 1044.3877 -140.05 2 55.2 10.4 0 894-914 R.AHGGISLSELEASVASPFTSK.T



Detailed Protein Report
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Protein 605: membrane-bound transcription factor site-1 protease preproprotein [Homo sapiens]
Accession: gi|4506775 Score: 21.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.7
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 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

1464 1 742.6304 -61.81 3 48.1 21.1 1 645-662 R.MKNDPLDWNGDHIHTNFR.D Oxidation: 1



Detailed Protein Report

860 / 1688

Protein 606: 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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1321 1 781.0677 172.15 2 46.2 10.9 1 182-195 R.ELLSISSESLQARK.E



Detailed Protein Report
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Protein 607: late cornified envelope protein 3E [Homo sapiens]
Accession: gi|30410033 Score: 21.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.5
Database Date: 2015-11-30 pI: 12.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 30.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1406 1 956.6395 178.07 1 47.2 10.6 1 16-24 K.CPSPKCPPK.N

2462 1 885.2390 -64.11 2 60.7 10.5 0 74-92 R.GSGQQGGGSGCCHGSGGCC.- Carbamidomethyl: 12, 18, 
19



Detailed Protein Report

862 / 1688

Protein 608: PREDICTED: xylulose kinase isoform X4 [Homo sapiens]
Accession: gi|578806855 Score: 21.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.1
Database Date: 2015-11-30 pI: 5.6
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

766 1 859.6992 -41.80 3 39.0 10.2 2 1-21 -.MAEHAPRRCCLGWDFSTQQVK.V Carbamidomethyl: 9, 10



Detailed Protein Report
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Protein 609: 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

263 1 795.8251 -113.37 2 32.7 10.2 1 806-818 K.YQINQNGEVRLEK.Q



Detailed Protein Report

864 / 1688

Protein 610: zinc finger protein 467 [Homo sapiens]
Accession: gi|46409310 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.1
Database Date: 2015-11-30 pI: 11.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578813959 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 467 isoform X6 [Homo sapiens]

gi|530386928 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 467 isoform X3 [Homo sapiens]

gi|530386926 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 467 isoform X2 [Homo sapiens]

gi|530386924 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 467 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2174 1 849.0086 -71.63 3 57.0 10.8 1 533-554 R.HQAIHTGSRPFSCPQCGKSFSR.K Carbamidomethyl: 13, 16



Detailed Protein Report
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Protein 611: PREDICTED: EGF-containing fibulin-like extracellular matrix protein 1 isoform X2 
[Homo sapiens]

Accession: gi|530367362 Score: 20.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.3
Database Date: 2015-11-30 pI: 9.5

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

Quantitation
MD:MU Median: 4.40 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

555 1 676.8735 43.07 2 36.3 10.5 0 110-122 R.SAAAQVFLLCCAR.N MD:MU 4.40



Detailed Protein Report

866 / 1688

Protein 612: protein-methionine sulfoxide oxidase MICAL3 isoform 1 [Homo sapiens]
Accession: gi|209862789 Score: 20.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 224.2
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530426255 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  protein-methionine  sulfoxide  oxidase  MICAL3  isoform  
X6 [Homo sapiens]



Detailed Protein Report

867 / 1688

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 1306-
1320

K.DRLGSPLAVDEALRR.S



Detailed Protein Report
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Protein 613: 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



Detailed Protein Report
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Protein 614: PREDICTED: arf-GAP domain and FG repeat-containing protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|578814185 Score: 20.5
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2745 1 973.4995 -29.64 2 64.7 20.5 1 110-126 K.IWLGLFDARTSLVPDSR.D



Detailed Protein Report
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Protein 615: PREDICTED: ankyrin repeat and protein kinase domain-containing protein 1 isoform 
X1 [Homo sapiens]

Accession: gi|578822107 Score: 20.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.26 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2290 1 697.2835 -121.83 2 58.5 20.5 0 32-43 K.FQHIVSIYGVCK.Q MD:MU 1.26



Detailed Protein Report

871 / 1688

Protein 616: coiled-coil domain-containing protein 181 [Homo sapiens]
Accession: gi|10880975 Score: 20.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.9
Database Date: 2015-11-30 pI: 5.6

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

Alias proteins:
Accession Name Description
gi|530365168 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  coiled-coil  domain-containing  protein  181  isoform  X4  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2777 1 735.3766 1.06 3 66.0 20.4 1 321-340 R.TQSAHISPVTSTYCLSPRQK.E



Detailed Protein Report

872 / 1688

Protein 617: notch homolog 2 N-terminal-like protein [Homo sapiens]
Accession: gi|46397353 Score: 20.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1871 2 1037.3636 -66.59 3 53.2 20.4 1 1-26 -.MCVTYHNGTGYCKCPEGFLGEYCQHR.D Carbamidomethyl: 2, 23



Detailed Protein Report

873 / 1688

Protein 618: sodium channel protein type 3 subunit alpha isoform 3 [Homo sapiens]
Accession: gi|126362955 Score: 20.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 221.3
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 2



Detailed Protein Report

874 / 1688

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

2533 1 1045.0400 -2.11 2 61.6 10.0 1 1082-
1101

K.EKLNATSSSEGSTVDVVLPR.E



Detailed Protein Report

875 / 1688

Protein 619: mothers against decapentaplegic homolog 3 isoform 1 [Homo sapiens]
Accession: gi|5174513 Score: 20.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.0
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1610 1 1100.1365 -2.93 2 50.0 20.3 2 1-19 -.MSSILPFTPPIVKRLLGWK.K Oxidation: 1



Detailed Protein Report

876 / 1688

Protein 620: 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



Detailed Protein Report

877 / 1688

Protein 621: glycine receptor subunit alpha-4 isoform 2 precursor [Homo sapiens]
Accession: gi|288683407 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.0
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.98 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2077 1 599.9042 -74.64 3 56.1 19.8 1 34-50 K.SGTKGSQPMSPSDFLDK.L Oxidation: 9 MD:MU 1.98



Detailed Protein Report

878 / 1688

Protein 622: 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

879 / 1688

Protein 623: CMP-N-acetylneuraminate-beta-1,4-galactoside alpha-2,3-sialyltransferase isoform n 
[Homo sapiens]

Accession: gi|394953753 Score: 19.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2153 1 1131.4149 -196.06 1 56.8 19.7 1 220-230 K.ARVITDLSSGI.-



Detailed Protein Report

880 / 1688

Protein 624: eukaryotic translation initiation factor 4 gamma 3 isoform 1 [Homo sapiens]
Accession: gi|311771714 Score: 19.4
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 [%]: 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

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



Detailed Protein Report

881 / 1688

Protein 625: 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

882 / 1688

Protein 626: 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

883 / 1688

Protein 627: 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

884 / 1688

Protein 628: PREDICTED: cleavage and polyadenylation specificity factor subunit 7 isoform X5 
[Homo sapiens]

Accession: gi|530397403 Score: 19.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.9
Database Date: 2015-11-30 pI: 10.1

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

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

2002 2 794.7799 -153.57 2 54.9 19.3 0 36-50 K.GYAEVVVASENSVHK.L



Detailed Protein Report

885 / 1688

Protein 629: PREDICTED: exosome complex exonuclease RRP44 isoform X1 [Homo sapiens]
Accession: gi|530402172 Score: 19.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.5
Database Date: 2015-11-30 pI: 6.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1167 1 977.5217 29.45 2 44.2 19.3 2 189-204 K.RNWRPYCGMLSKSDIK.E



Detailed Protein Report

886 / 1688

Protein 630: protein Tob2 [Homo sapiens]
Accession: gi|7706739 Score: 19.2
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

2780 1 841.6618 -109.74 3 65.2 19.2 2 191-218 K.MKKGGGAASGGGVASSGAGGQQPPQQPR.M



Detailed Protein Report

887 / 1688

Protein 631: PREDICTED: mucin-6 isoform X1 [Homo sapiens]
Accession: gi|578840955 Score: 19.2
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: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1896 1 840.7895 -54.74 2 53.8 19.2 0 168-182 K.YMGQMCGLCGNFDGK.V Carbamidomethyl: 9



Detailed Protein Report

888 / 1688

Protein 632: probable G-protein coupled receptor 141 [Homo sapiens]
Accession: gi|32401435 Score: 19.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 10.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1711 1 1044.9814 -87.18 2 51.2 19.1 2 73-89 R.LTYLIKKTWMFGLPFCK.F



Detailed Protein Report

889 / 1688

Protein 633: protein FAM83G [Homo sapiens]
Accession: gi|115392150 Score: 19.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.8
Database Date: 2015-11-30 pI: 5.9

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

Quantitation
MD:MU Median: 0.74 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

546 4 492.6414 -231.48 2 36.4 19.0 0 44-51 R.DAFYEVLK.R MD:MU 0.74



Detailed Protein Report

890 / 1688

Protein 634: 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

891 / 1688

Protein 635: something about silencing protein 10 [Homo sapiens]
Accession: gi|9966799 Score: 18.9
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

Quantitation
MD:MU Median: 1.07 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1704 1 697.0043 -68.98 3 51.1 18.9 0 242-260 K.DELEPLLELVEQGIIPPGK.G MD:MU 1.07



Detailed Protein Report

892 / 1688

Protein 636: PREDICTED: rho GTPase-activating protein 18 isoform X2 [Homo sapiens]
Accession: gi|530384204 Score: 18.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

875 1 491.6668 -208.81 2 40.5 18.8 0 396-404 K.QHDAASLLK.L



Detailed Protein Report

893 / 1688

Protein 637: 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

894 / 1688

Protein 638: protein dispatched homolog 2 [Homo sapiens]
Accession: gi|25121980 Score: 18.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.9
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1767 2 1011.7857 227.39 1 51.9 18.7 0 811-818 R.WLLALCHR.A



Detailed Protein Report

895 / 1688

Protein 639: PREDICTED: leucine-rich repeat-containing protein 16A isoform X6 [Homo sapiens]
Accession: gi|578811792 Score: 18.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.2
Database Date: 2015-11-30 pI: 6.6
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

843 1 946.5224 65.61 3 40.1 18.7 2 91-116 K.CSISMKMASPEDVSEVLAHIGTCLRK.I Oxidation: 5, 7



Detailed Protein Report

896 / 1688

Protein 640: 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

897 / 1688

Protein 641: 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

898 / 1688

Protein 642: PREDICTED: dyslexia-associated protein KIAA0319-like protein isoform X6 [Homo 
sapiens]

Accession: gi|578799795 Score: 18.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.2
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578799797 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dyslexia-associated  protein  KIAA0319-like  protein  
isoform X7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2117 1 788.3020 -135.99 2 56.3 18.5 0 250-264 K.ELTLPVDSTTLDGSK.S



Detailed Protein Report

899 / 1688

Protein 643: PREDICTED: E3 ubiquitin-protein ligase pellino homolog 3 isoform X2 [Homo sapiens]
Accession: gi|578821247 Score: 18.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 11.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

36 1 1069.4752 -74.05 3 30.1 18.5 1 104-133 K.QLEAQRQEANAARPQCPVGLSTLAFPSPAR.G



Detailed Protein Report

900 / 1688

Protein 644: alpha-tocopherol transfer protein-like isoform 1 [Homo sapiens]
Accession: gi|85861243 Score: 18.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530418391 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: alpha-tocopherol transfer protein-like isoform X1 [Homo 
sapiens]

gi|85861250 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-tocopherol transfer protein-like isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

22 1 537.7431 -87.57 2 29.9 18.5 0 197-206 K.ASHFGPFIAK.K



Detailed Protein Report

901 / 1688

Protein 645: putative ATP-dependent RNA helicase DHX57 [Homo sapiens]
Accession: gi|39777586 Score: 18.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.5
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1483 2 699.6611 -193.23 2 48.2 18.4 0 33-51 K.SHGSGGGGGGGGGGGGGNR.K



Detailed Protein Report

902 / 1688

Protein 646: storkhead-box protein 1 isoform c [Homo sapiens]
Accession: gi|194328689 Score: 18.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.0
Database Date: 2015-11-30 pI: 12.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1506 1 881.6342 118.58 2 48.6 18.4 1 69-84 R.GVLLVRAPPACLQVLR.D Carbamidomethyl: 11



Detailed Protein Report

903 / 1688

Protein 647: homeobox protein Nkx-2.4 [Homo sapiens]
Accession: gi|157426823 Score: 18.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.2
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 6.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2128 1 1131.4206 -132.38 2 56.5 18.4 1 26-49 K.KFSGAMDGAPPGLGAPLGAAAAYR.A Oxidation: 6



Detailed Protein Report

904 / 1688

Protein 648: PREDICTED: janus kinase and microtubule-interacting protein 3 isoform X5 [Homo 
sapiens]

Accession: gi|530394820 Score: 18.3
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 [%]: 2.2

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.07 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1669 1 1045.0250 19.09 2 50.8 18.3 0 860-879 R.TAAPIPFPGMCSIPCQAGVR.T Carbamidomethyl: 15; 
Oxidation: 10

MD:MU 1.07



Detailed Protein Report

905 / 1688

Protein 649: PREDICTED: zinc finger protein 831 isoform X4 [Homo sapiens]
Accession: gi|530417824 Score: 18.3
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

2187 6 1023.8998 -84.84 2 57.2 18.3 1 258-276 K.NLDVRTEAAPCPGSAFADR.E Carbamidomethyl: 11



Detailed Protein Report

906 / 1688

Protein 650: 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

907 / 1688

Protein 651: coiled-coil domain-containing protein 120 isoform 4 [Homo sapiens]
Accession: gi|254039614 Score: 18.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.3
Database Date: 2015-11-30 pI: 10.5

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

500 1 642.6194 -139.68 3 35.9 18.2 2 27-42 R.QRTLQEALSLKLQELR.K



Detailed Protein Report

908 / 1688

Protein 652: PREDICTED: retinoid isomerohydrolase isoform X1 [Homo sapiens]
Accession: gi|578799557 Score: 18.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.6
Database Date: 2015-11-30 pI: 8.4

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.85 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1724 1 524.7781 -13.64 2 51.3 18.1 1 30-40 R.KALGADTGTSK.T MD:MU 0.85



Detailed Protein Report
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Protein 653: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1618 1 804.1891 -319.55 1 50.1 18.1 0 6-12 K.ETLSLNK.C



Detailed Protein Report

910 / 1688

Protein 654: PREDICTED: RING finger protein 10 isoform X5 [Homo sapiens]
Accession: gi|530401582 Score: 18.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.1
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2030 1 788.2772 -117.15 2 55.3 18.0 0 2-17 M.PLSSPNAAATASDMDK.N



Detailed Protein Report

911 / 1688

Protein 655: PREDICTED: zinc finger protein 337 isoform X1 [Homo sapiens]
Accession: gi|530425693 Score: 18.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.1
Database Date: 2015-11-30 pI: 10.9

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

2755 2 821.9192 -50.21 2 64.8 18.0 2 351-364 K.QSFSVKGSLLRHQR.T



Detailed Protein Report

912 / 1688

Protein 656: 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 657: uncharacterized protein C20orf144 [Homo sapiens]
Accession: gi|18250302 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.2
Database Date: 2015-11-30 pI: 12.1

Sequence Coverage [%]: 12.4
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 1 712.9918 -65.56 3 30.3 17.9 2 102-120 R.QEARRPEEGGARAALSWPR.L



Detailed Protein Report

914 / 1688

Protein 658: 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

Quantitation
MD:MU Median: 0.28 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

550 1 679.2027 -190.28 2 36.2 17.9 1 137-152 R.GTAGPGGSGSGSPRGR.G MD:MU 0.28



Detailed Protein Report

915 / 1688

Protein 659: 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

916 / 1688

Protein 660: 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

917 / 1688

Protein 661: immunoglobulin-like domain-containing receptor 1 isoform 3 precursor [Homo 
sapiens]

Accession: gi|315259080 Score: 17.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.7
Database Date: 2015-11-30 pI: 10.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2765 1 673.8074 -46.32 2 65.0 17.9 0 107-118 R.GQNEPVLGVDYR.Q



Detailed Protein Report

918 / 1688

Protein 662: PREDICTED: keratin-associated protein 9-8 [Homo sapiens]
Accession: gi|578846434 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.8
Database Date: 2015-11-30 pI: 11.9
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

2119 1 1044.4110 33.02 2 56.4 17.8 0 142-159 R.TTCFQPTCVYSCCQPSCC.- Carbamidomethyl: 3, 8



Detailed Protein Report

919 / 1688

Protein 663: PREDICTED: another transcription unit protein-like [Homo sapiens]
Accession: gi|410170274 Score: 17.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.9
Database Date: 2015-11-30 pI: 12.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

928 1 573.2590 -111.53 2 41.2 17.7 2 155-166 R.GQKAATAGAKSR.G



Detailed Protein Report

920 / 1688

Protein 664: PREDICTED: kin of IRRE-like protein 3 isoform X1 [Homo sapiens]
Accession: gi|530398440 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.1
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1604 1 910.4351 -62.80 2 49.8 17.6 2 563-578 K.NDIRVEIVHKEPASGR.E



Detailed Protein Report

921 / 1688

Protein 665: PREDICTED: dedicator of cytokinesis protein 11 isoform X2 [Homo sapiens]
Accession: gi|530422336 Score: 17.6
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: 1



Detailed Protein Report

922 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



Detailed Protein Report

923 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2214 2 682.8959 102.27 2 57.6 17.6 1 279-289 R.SMHPELMKYGR.E Oxidation: 7



Detailed Protein Report

924 / 1688

Protein 666: PREDICTED: armadillo repeat-containing protein 3 isoform X3 [Homo sapiens]
Accession: gi|530392014 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.5
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

2698 1 709.8343 -97.82 2 64.9 17.6 1 2-14 M.IFGILASNNDVKK.L



Detailed Protein Report

925 / 1688

Protein 667: GS homeobox 1 [Homo sapiens]
Accession: gi|33457326 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.8

No. of unique Peptides: 1
Quantitation
MD:MU 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

42 1 1096.9830 -8.41 2 30.2 17.6 1 213-238 R.
GGGGGGAGGGGSAPQGCKCASLSSAK.
C

Carbamidomethyl: 17, 19 MD:MU 1.61



Detailed Protein Report

926 / 1688

Protein 668: protein XRP2 [Homo sapiens]
Accession: gi|170016081 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.6
Database Date: 2015-11-30 pI: 4.9

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

1957 1 700.2365 -161.94 2 54.6 17.6 1 35-46 K.VDPKDYMFSGLK.D



Detailed Protein Report

927 / 1688

Protein 669: PREDICTED: unconventional myosin-VI isoform X8 [Homo sapiens]
Accession: gi|530383156 Score: 17.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.9
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1221 1 985.1783 21.41 3 44.9 17.5 1 368-393 K.SAQSLEYCAELLGLDQDDLRVSLTTR.V Carbamidomethyl: 8



Detailed Protein Report
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Protein 670: carbohydrate sulfotransferase 4 [Homo sapiens]
Accession: gi|5031735 Score: 17.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 3.9

No. of unique Peptides: 1
Quantitation
MD:MU Median: 0.41 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|262205558 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
carbohydrate sulfotransferase 4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

94 1 846.3548 -63.91 2 30.6 17.4 1 349-363 K.ACGDAMNLLGYRHVR.S Oxidation: 6 MD:MU 0.41



Detailed Protein Report

929 / 1688

Protein 671: 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

930 / 1688

Protein 672: arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 1 
isoform d [Homo sapiens]

Accession: gi|206597515 Score: 17.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.6
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2177 1 937.2849 -128.31 2 57.1 17.3 0 1055-
1068

K.QQWYLCCDTQMELR.E Carbamidomethyl: 7



Detailed Protein Report
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Protein 673: 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
MD:MU Median: 0.97 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2480 3 607.3093 -2.65 2 61.4 17.3 1 373-383 R.CFSGPPPRAPK.Q Carbamidomethyl: 1 MD:MU 0.97



Detailed Protein Report
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Protein 674: PREDICTED: membrane-associated guanylate kinase, WW and PDZ domain-
containing protein 2 isoform X1 [Homo sapiens]

Accession: gi|530386693 Score: 17.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.1
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1930 1 643.2948 -156.54 2 54.2 17.3 1 980-991 K.LIKDAGLSVTLR.I MD:MU 0.66



Detailed Protein Report
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Protein 675: 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 676: PREDICTED: coiled-coil domain-containing protein 144A isoform X3 [Homo sapiens]
Accession: gi|578830130 Score: 17.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.9
Database Date: 2015-11-30 pI: 4.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1687 1 1044.9895 2.94 2 50.9 17.3 0 401-419 K.LDCDNDNKPGIGHIFSTDK.N



Detailed Protein Report
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Protein 677: 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 678: PREDICTED: nef-associated protein 1 isoform X2 [Homo sapiens]
Accession: gi|530391237 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.6
Database Date: 2015-11-30 pI: 5.3

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

Alias proteins:
Accession Name Description
gi|530391241 r e f s e q _ h u m a n

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

gi|530391239 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: nef-associated protein 1 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2863 1 812.4116 56.30 2 66.2 17.2 0 80-93 R.TSEENYLTHSDTAR.I



Detailed Protein Report
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Protein 679: vacuolar protein sorting-associated protein 26A isoform 1 [Homo sapiens]
Accession: gi|17978519 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.1
Database Date: 2015-11-30 pI: 6.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2850 1 826.4426 -32.68 2 66.0 17.2 2 286-297 R.YFKQQEIILWRK.A



Detailed Protein Report

938 / 1688

Protein 680: gamma-tubulin complex component 4 isoform b [Homo sapiens]
Accession: gi|38454194 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.0
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1982 4 726.7832 -60.06 2 54.7 17.2 0 653-666 K.YYTQAGGTLGSFGM.-



Detailed Protein Report

939 / 1688

Protein 681: PREDICTED: SLIT-ROBO Rho GTPase-activating protein 2 isoform X7 [Homo sapiens]
Accession: gi|578800751 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.6
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2584 2 914.0716 -57.66 3 62.3 17.1 2 928-951 R.SKSFNNHRPMDPEVIAQRSNPTSK.N



Detailed Protein Report

940 / 1688

Protein 682: pyrroline-5-carboxylate reductase 2 isoform 2 [Homo sapiens]
Accession: gi|410991931 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

290 1 1074.7498 98.90 2 33.0 17.1 2 121-141 K.MGLPRRLAIQLGAQALLGAAK.M



Detailed Protein Report

941 / 1688

Protein 683: angiopoietin-related protein 1 precursor [Homo sapiens]
Accession: gi|4757752 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 5.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530365564 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  angiopoietin-related  protein  1  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2041 1 1018.3938 -75.83 3 55.4 17.0 0 341-366 K.GFGNIDGEYWLGLENIYMLSNQDNYK.L



Detailed Protein Report
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Protein 684: PREDICTED: amphiphysin isoform X1 [Homo sapiens]
Accession: gi|578813410 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.8
Database Date: 2015-11-30 pI: 4.3

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1311 1 1115.7434 90.99 1 46.1 17.0 1 751-760 R.DKNQAVLSIK.L



Detailed Protein Report
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Protein 685: neugrin precursor [Homo sapiens]
Accession: gi|75677385 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.4
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

912 1 836.1322 143.24 2 41.0 17.0 2 140-154 K.VLKKAGLAHSLQHLR.G



Detailed Protein Report

944 / 1688

Protein 686: proto-oncogene tyrosine-protein kinase Src [Homo sapiens]
Accession: gi|4885609 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.8
Database Date: 2015-11-30 pI: 7.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|38202217 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
proto-oncogene tyrosine-protein kinase Src [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1597 1 1018.4971 -18.56 3 49.7 16.9 2 272-298 R.LEVKLGQGCFGEVWMGTWNGTTRVAIK.T Carbamidomethyl: 9; 
Oxidation: 15



Detailed Protein Report
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Protein 687: PREDICTED: matrix extracellular phosphoglycoprotein isoform X1 [Homo sapiens]
Accession: gi|578809281 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.1
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 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

2687 1 920.7982 -142.16 2 64.8 16.9 1 46-60 K.HGHYVFKCVYMSPEK.K Oxidation: 11



Detailed Protein Report

946 / 1688

Protein 688: 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

947 / 1688

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 689: 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 690: PREDICTED: serine protease hepsin isoform X3 [Homo sapiens]
Accession: gi|578834381 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.9
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

54 1 731.6654 -66.09 3 30.0 16.8 1 97-114 R.LPHTQRLLEVISVCDCPR.G Carbamidomethyl: 14, 16



Detailed Protein Report
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Protein 691: 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 692: PREDICTED: pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 isoform 
X2 [Homo sapiens]

Accession: gi|530424571 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.2
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

145 1 896.4035 -68.20 3 31.5 16.8 2 800-824 R.IGMDALQIYPISQANANQRSGRAGR.T



Detailed Protein Report
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Protein 693: unconventional myosin-Ih [Homo sapiens]
Accession: gi|254028267 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Quantitation
MD:MU 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

1186 1 863.9897 97.78 2 44.4 16.8 0 846-860 K.DGYTESLNQPFVNSR.I MD:MU 1.51



Detailed Protein Report
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Protein 694: PREDICTED: uncharacterized protein C11orf63 isoform X3 [Homo sapiens]
Accession: gi|530398394 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.3
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2757 1 840.9032 -14.10 2 64.8 16.8 1 437-451 K.ETSNTFAPPKQAFDK.V



Detailed Protein Report
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Protein 695: 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

955 / 1688

Protein 696: myotubularin-related protein 8 [Homo sapiens]
Accession: gi|21361759 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.9
Database Date: 2015-11-30 pI: 6.2
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

1182 5 956.7083 231.35 1 44.4 16.6 0 1-8 -.MDHITVPK.V Oxidation: 1



Detailed Protein Report
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Protein 697: FERM, RhoGEF and pleckstrin domain-containing protein 2 isoform c [Homo sapiens]
Accession: gi|545478189 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.2
Database Date: 2015-11-30 pI: 9.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

22 1 1001.9616 -70.42 2 29.6 16.6 2 601-618 R.LALWEGPSKAHTKGSHQR.I



Detailed Protein Report
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Protein 698: 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 699: 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 700: 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
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Protein 701: PREDICTED: peptide chain release factor 1-like, mitochondrial isoform X3 [Homo 
sapiens]

Accession: gi|530383836 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.4
Database Date: 2015-11-30 pI: 10.0

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

1562 1 1051.5516 -26.89 2 49.2 16.6 2 94-111 R.KLAENEITLCQKEITQLK.H



Detailed Protein Report
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Protein 702: 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 703: dnaJ homolog subfamily C member 4 [Homo sapiens]
Accession: gi|157671935 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.6
Database Date: 2015-11-30 pI: 11.2
Modification(s): Oxidation Sequence Coverage [%]: 5.0

No. of unique Peptides: 1
Quantitation
MD:MU Median: 0.89 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

52 1 776.2895 -101.58 2 30.3 16.6 1 178-189 K.VKQMHLNFMDEK.D Oxidation: 4, 9 MD:MU 0.89



Detailed Protein Report

963 / 1688

Protein 704: 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 705: ephrin type-A receptor 6 isoform b [Homo sapiens]
Accession: gi|27734955 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2662 1 933.9882 -16.89 2 64.5 16.5 1 251-266 R.KHDGHFTVIQLVGMLR.G Oxidation: 14



Detailed Protein Report
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Protein 706: MYCBP-associated protein [Homo sapiens]
Accession: gi|203098334 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.9
Database Date: 2015-11-30 pI: 9.1
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

1353 2 676.3577 69.54 2 46.5 16.4 2 1-13 -.MRAPARGTGCCGR.S Oxidation: 1



Detailed Protein Report
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Protein 707: PREDICTED: peroxisome proliferator-activated receptor alpha isoform X8 [Homo 
sapiens]

Accession: gi|578837284 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.2
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.8

No. of unique Peptides: 1
Quantitation
MD:MU 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

10 1 819.8432 0.15 2 29.6 16.4 0 109-123 K.ASGYHYGVHACEGCK.G Carbamidomethyl: 11 MD:MU 1.18



Detailed Protein Report
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Protein 708: glycine N-methyltransferase [Homo sapiens]
Accession: gi|9506741 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.7
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1352 1 926.2202 91.62 3 46.5 16.4 1 241-264 K.FRLSYYPHCLASFTELLQAAFGGK.C Carbamidomethyl: 9



Detailed Protein Report

968 / 1688

Protein 709: caytaxin [Homo sapiens]
Accession: gi|29336043 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.44 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

518 1 593.2066 -241.45 2 36.1 16.4 2 243-252 R.RMPGIGWLKK.C MD:MU 1.44



Detailed Protein Report
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Protein 710: voltage-dependent R-type calcium channel subunit alpha-1E isoform 2 [Homo sapiens]
Accession: gi|329663531 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 254.4
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 0.8

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

2194 1 973.4542 -4.91 2 57.6 16.3 1 734-750 K.EVSPMSAPNMPSIERER.R Oxidation: 10



Detailed Protein Report
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Protein 711: PREDICTED: collagen alpha-2(IX) chain isoform X1 [Homo sapiens]
Accession: gi|530361823 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.3
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Quantitation
MD:MU Median: 3.30 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

2440 1 973.3563 -137.30 2 60.4 16.3 0 120-140 K.
GDVGASGEQGIPGPPGPQGIR.
G

MD:MU 3.30



Detailed Protein Report
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Protein 712: 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 713: zinc finger protein 502 [Homo sapiens]
Accession: gi|21361857 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.9
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578806699 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 502 isoform X1 [Homo sapiens]

gi|544583446 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 502 [Homo sapiens]

gi|197313746 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 502 [Homo sapiens]

gi|197313744 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 502 [Homo sapiens]

gi|197313742 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 502 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2143 1 797.8056 108.87 3 57.0 16.3 2 269-287 K.CNRCGKAFNQNTHLIHHQR.I Carbamidomethyl: 1, 4



Detailed Protein Report
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Protein 714: inositol hexakisphosphate kinase 1 isoform 2 [Homo sapiens]
Accession: gi|55769518 Score: 16.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1510 1 982.5936 72.36 3 48.6 16.3 2 42-65 K.FLLLENVVHHFKYPCVLDLKMGTR.Q Carbamidomethyl: 15; 
Oxidation: 21



Detailed Protein Report
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Protein 715: apoptosis regulatory protein Siva isoform 2 [Homo sapiens]
Accession: gi|11277470 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.8
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 14.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2602 1 885.4491 -46.37 2 62.6 16.2 2 2-17 M.PKRSCPFADVAPLQLK.V



Detailed Protein Report
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Protein 716: apolipoprotein B-100 precursor [Homo sapiens]
Accession: gi|105990532 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 515.2
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 0.2
No. of unique Peptides: 1

Quantitation
MD:MU Median: 2.69 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

353 1 559.1708 -266.41 2 34.1 16.2 1 3690-
3699

K.LDVTTSIGRR.Q MD:MU 2.69



Detailed Protein Report
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Protein 717: pre-mRNA-splicing factor CWC22 homolog [Homo sapiens]
Accession: gi|55749769 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.4
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530370697 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: pre-mRNA-splicing factor CWC22 homolog isoform X1 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

844 1 820.2213 -164.89 2 40.1 16.2 0 488-501 K.ELCNMILDCCAQQR.T



Detailed Protein Report
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Protein 718: PREDICTED: probable global transcription activator SNF2L1 isoform X5 [Homo 
sapiens]

Accession: gi|578838748 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.1
Database Date: 2015-11-30 pI: 9.0
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

1545 1 765.2820 -48.68 2 49.2 16.1 1 75-86 K.SEKEMDPEYEEK.M Oxidation: 5



Detailed Protein Report
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Protein 719: PREDICTED: exonuclease 3'-5' domain-containing protein 2 isoform X4 [Homo 
sapiens]

Accession: gi|530404104 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.3
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1568 1 917.7517 323.46 1 49.3 16.1 0 187-193 K.HFPIEMK.D Oxidation: 6



Detailed Protein Report

983 / 1688

Protein 720: 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 721: PREDICTED: WD repeat-containing protein 70 isoform X2 [Homo sapiens]
Accession: gi|578809933 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.2
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1703 1 901.3942 -60.47 3 51.1 16.1 1 343-367 R.DGNLIAAACQNGSIQIWDRNLTSNK.L



Detailed Protein Report

985 / 1688

Protein 722: 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 723: PREDICTED: putative zinc finger protein 66-like [Homo sapiens]
Accession: gi|578846704 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.7
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2133 1 1045.4499 -1.32 2 56.6 16.1 1 150-167 K.CEECGNGFKYSSTLTEHK.I Carbamidomethyl: 1



Detailed Protein Report

987 / 1688

Protein 724: Krueppel-like factor 12 [Homo sapiens]
Accession: gi|21071074 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.2
Database Date: 2015-11-30 pI: 10.6

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

Alias proteins:
Accession Name Description
gi|578824739 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: Krueppel-like factor 12 isoform X3 [Homo sapiens]

gi|530402087 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: Krueppel-like factor 12 isoform X2 [Homo sapiens]

gi|530402085 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: Krueppel-like factor 12 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1218 1 758.4479 56.96 3 44.8 16.1 1 202-223 R.SPGNVNNTIVVPLLEDGRGHGK.A



Detailed Protein Report

988 / 1688

Protein 725: protein scribble homolog isoform b [Homo sapiens]
Accession: gi|355390315 Score: 16.1
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

129 1 696.1281 130.45 3 31.3 16.1 2 861-880 R.HVACLARSERGLGFSIAGGK.G Carbamidomethyl: 4



Detailed Protein Report

989 / 1688

Protein 726: PREDICTED: myosin-7B isoform X1 [Homo sapiens]
Accession: gi|578836098 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 203.5
Database Date: 2015-11-30 pI: 5.7

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

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report

990 / 1688

Cmpds. [ppm] [min]

1310 1 939.8664 -147.69 2 46.0 16.1 1 1024-
1040

R.ELEEAALRHEATVAALR.R



Detailed Protein Report

991 / 1688

Protein 727: PREDICTED: gem-associated protein 4 isoform X4 [Homo sapiens]
Accession: gi|530410380 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.7
Database Date: 2015-11-30 pI: 5.8

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

553 1 731.0325 133.55 2 36.5 16.0 0 566-578 K.FLAQILTAFPALR.F



Detailed Protein Report

992 / 1688

Protein 728: PREDICTED: serine/threonine-protein kinase MRCK beta isoform X4 [Homo sapiens]
Accession: gi|530404963 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 169.5
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

413 1 946.2338 -157.99 2 34.8 16.0 0 1069-
1085

R.QGYACEVCSFACHVSCK.D Carbamidomethyl: 16



Detailed Protein Report

993 / 1688

Protein 729: 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

994 / 1688

Protein 730: collagen triple helix repeat-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|368711292 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1796 3 840.7691 -164.92 2 52.5 15.9 0 21-36 K.LEMNGPSAFQGLICGK.Y Oxidation: 3



Detailed Protein Report

995 / 1688

Protein 731: ovochymase-2 precursor [Homo sapiens]
Accession: gi|373838920 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.6
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 2.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1500 3 850.5937 163.04 2 48.4 15.9 0 290-303 K.VLPWIHEHIQTGNR.R



Detailed Protein Report

996 / 1688

Protein 732: UPF0705 protein C11orf49 isoform 1 [Homo sapiens]
Accession: gi|51558745 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.3
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Quantitation
MD:MU 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

2174 1 986.3858 -135.71 2 57.4 15.9 1 215-232 K.YSCPPPALVKEALSNVQR.L MD:MU 0.33



Detailed Protein Report

997 / 1688

Protein 733: absent in melanoma 1 protein [Homo sapiens]
Accession: gi|62988361 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 188.5
Database Date: 2015-11-30 pI: 5.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

284 1 939.2416 -290.57 1 33.2 15.9 0 137-145 R.VPDPSPVTK.G



Detailed Protein Report

998 / 1688

Protein 734: 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

999 / 1688

Protein 735: 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

1000 / 1688

Protein 736: PREDICTED: telomeric repeat-binding factor 2 isoform X4 [Homo sapiens]
Accession: gi|530424267 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.4
Database Date: 2015-11-30 pI: 9.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

455 1 666.9184 114.60 2 35.3 15.7 1 71-83 R.GRHEPGLGGPAER.G



Detailed Protein Report

1001 / 1688

Protein 737: tetratricopeptide repeat protein 40 [Homo sapiens]
Accession: gi|359385708 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 303.3
Database Date: 2015-11-30 pI: 7.2
Modification(s): Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 1



Detailed Protein Report

1002 / 1688



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

114 1 793.3810 -31.26 2 30.8 15.7 1 1161-
1173

K.LGQNFSMEIQKFK.A Oxidation: 7



Detailed Protein Report

1004 / 1688

Protein 738: visinin-like protein 1 [Homo sapiens]
Accession: gi|21361559 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.1
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 7.3
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.91 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1378 1 816.3763 -14.76 2 46.8 15.7 1 140-153 K.MNEDGLTPEQRVDK.I MD:MU 0.91



Detailed Protein Report

1005 / 1688

Protein 739: guanine nucleotide-binding protein subunit alpha-15 [Homo sapiens]
Accession: gi|156104883 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.5
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1346 1 955.6732 140.57 2 46.4 15.7 2 38-55 K.QDRGELKLLLLGPGESGK.S



Detailed Protein Report
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Protein 740: mas-related G-protein coupled receptor member X1 [Homo sapiens]
Accession: gi|125660451 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.2
Database Date: 2015-11-30 pI: 9.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2182 1 900.3512 -96.83 3 57.2 15.7 0 294-319 R.ALQDASEVDEGGGQLPEEILELSGSR.L



Detailed Protein Report

1007 / 1688

Protein 741: PREDICTED: zinc finger protein 654 isoform X3 [Homo sapiens]
Accession: gi|578806340 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.3
Database Date: 2015-11-30 pI: 5.0

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

2796 1 974.5012 -59.59 2 65.4 15.6 0 13-31 R.LGEELVAIVESPLGPVGLR.A



Detailed Protein Report
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Protein 742: PREDICTED: cadherin-11 isoform X6 [Homo sapiens]
Accession: gi|530423519 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.7
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2302 1 701.2728 -116.45 3 58.7 15.6 1 548-565 R.DAVEPHGHNHIIMVLKEF.- Oxidation: 13



Detailed Protein Report

1009 / 1688

Protein 743: PREDICTED: histone acetyltransferase KAT2A isoform X2 [Homo sapiens]
Accession: gi|578830713 Score: 15.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 9.6

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

1555 1 699.2025 -339.50 1 49.3 15.6 1 269-274 K.DIKVPK.S



Detailed Protein Report

1010 / 1688

Protein 744: O(6)-methylguanine-induced apoptosis 2 isoform 2 [Homo sapiens]
Accession: gi|30794260 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530361426 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  O(6)-methylguanine-induced  apoptosis  2  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2746 1 683.0052 25.96 3 65.6 15.5 1 43-60 K.GTCMFPSMCARLDTIISK.Y Carbamidomethyl: 9; 
Oxidation: 8



Detailed Protein Report
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Protein 745: 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 746: synaptophysin [Homo sapiens]
Accession: gi|27764867 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 4.5
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

2580 1 741.8624 45.69 2 62.8 15.5 1 179-191 K.EMPVCRQTGNTCK.E Oxidation: 2



Detailed Protein Report
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Protein 747: PREDICTED: synaptotagmin-7 isoform X8 [Homo sapiens]
Accession: gi|530397583 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.7
Database Date: 2015-11-30 pI: 10.1

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

2844 1 655.3688 27.19 2 66.0 15.5 1 227-236 K.HWKDMIARPR.Q



Detailed Protein Report
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Protein 748: WD repeat and SOCS box-containing protein 2 isoform 3 [Homo sapiens]
Accession: gi|514052675 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.8
Database Date: 2015-11-30 pI: 9.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

642 1 820.7414 21.33 3 37.6 15.5 0 66-87 R.SLHHTQVDPAMDDSDVHISSLR.S



Detailed Protein Report

1015 / 1688

Protein 749: 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

1016 / 1688

Protein 750: serine protease inhibitor Kazal-type 9 precursor [Homo sapiens]
Accession: gi|94536774 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.7
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 20.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1574 1 1051.4917 39.60 2 49.4 15.4 1 45-62 R.FCHHMYDPICGSDGKTYK.N



Detailed Protein Report

1017 / 1688

Protein 751: mesencephalic astrocyte-derived neurotrophic factor precursor [Homo sapiens]
Accession: gi|299523086 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 10.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1716 1 697.0204 21.45 3 51.3 15.4 2 69-87 R.GKENRLCYYIGATDDAATK.I



Detailed Protein Report
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Protein 752: phosphatidylinositol 3-kinase regulatory subunit gamma [Homo sapiens]
Accession: gi|166795245 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.4
Database Date: 2015-11-30 pI: 5.6

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

Alias proteins:
Accession Name Description
gi|166795247 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
phosphatidylinositol  3-kinase  regulatory  subunit  gamma  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2317 1 1002.9127 -128.18 2 58.8 15.4 0 366-383 R.VQAEDLLYGKPDGAFLIR.E



Detailed Protein Report

1019 / 1688

Protein 753: 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

1020 / 1688



Detailed Protein Report

1021 / 1688

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

1022 / 1688

Protein 754: phosphatidylcholine:ceramide cholinephosphotransferase 1 [Homo sapiens]
Accession: gi|29789379 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.6
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530393372 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  phosphatidylcholine:ceramide  
cholinephosphotransferase 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

25 1 1132.0072 -81.78 2 30.0 15.4 1 388-405 R.SYHWPFPWPVVHLSRQVK.Y



Detailed Protein Report

1023 / 1688

Protein 755: PREDICTED: Golgin subfamily A member 8A isoform X1 [Homo sapiens]
Accession: gi|578826741 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.1
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

865 1 647.7984 -105.89 2 40.3 15.4 1 436-445 K.LELGFIQYRR.E



Detailed Protein Report

1024 / 1688

Protein 756: interleukin-2 precursor [Homo sapiens]
Accession: gi|28178861 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.6
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 7.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2286 1 682.7901 -145.71 2 58.5 15.4 2 53-63 K.NPKLTRMLTFK.F Oxidation: 7



Detailed Protein Report

1025 / 1688

Protein 757: zinc finger protein 667 [Homo sapiens]
Accession: gi|268607677 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.1
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

58 2 779.3515 -98.67 2 30.4 15.4 1 535-547 K.AFSQRTSLILHER.S



Detailed Protein Report

1026 / 1688

Protein 758: zinc finger C2HC domain-containing protein 1C isoform a [Homo sapiens]
Accession: gi|109452611 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530404614 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger C2HC domain-containing protein 1C isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2078 1 862.3310 -134.98 2 55.9 15.3 2 441-456 K.GPASAKAEPPQKSNWR.-



Detailed Protein Report

1027 / 1688

Protein 759: 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

1028 / 1688

Protein 760: 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

1029 / 1688

Protein 761: PREDICTED: ras association domain-containing protein 3 isoform X1 [Homo sapiens]
Accession: gi|578823589 Score: 15.3
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

684 3 676.1721 -185.76 2 37.9 15.3 1 137-147 R.CHREDQVYACK.L



Detailed Protein Report

1030 / 1688

Protein 762: protein KIAA1045 [Homo sapiens]
Accession: gi|149944593 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.2
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530389814 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein KIAA1045 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2572 1 1044.0320 -55.24 2 62.1 15.3 2 17-35 K.VSLAVSAFKDGLRDRPSIR.R



Detailed Protein Report

1031 / 1688

Protein 763: 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

1032 / 1688

Protein 764: FERM and PDZ domain-containing protein 1 [Homo sapiens]
Accession: gi|239582741 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 173.3
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

2077 1 1158.9066 -123.27 2 55.9 15.3 1 1526-
1544

R.DVVYTYHQFIEAAKSTCER.G Carbamidomethyl: 17



Detailed Protein Report

1033 / 1688

Protein 765: olfactory receptor 52B6 [Homo sapiens]
Accession: gi|148229439 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.9
Database Date: 2015-11-30 pI: 9.6
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

1979 1 1022.8769 -95.89 2 54.9 15.2 0 10-28 K.IMALFSANSIGAMNNSDTR.I Oxidation: 2, 13



Detailed Protein Report

1034 / 1688

Protein 766: undifferentiated embryonic cell transcription factor 1 [Homo sapiens]
Accession: gi|71043876 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 11.8

Sequence Coverage [%]: 6.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2319 1 788.1227 53.82 3 59.3 15.2 0 170-192 R.RPVPNAHAPAPSEPDATPLPTAR.D



Detailed Protein Report

1035 / 1688

Protein 767: 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

1036 / 1688

Protein 768: PREDICTED: peroxidasin homolog isoform X2 [Homo sapiens]
Accession: gi|578802575 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.5
Database Date: 2015-11-30 pI: 7.1
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

2617 1 741.8602 81.44 2 63.4 15.2 0 638-649 R.VNNCSDMCFHQK.Y Carbamidomethyl: 4



Detailed Protein Report

1037 / 1688

Protein 769: tissue factor pathway inhibitor 2 isoform 3 precursor [Homo sapiens]
Accession: gi|401871061 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.9
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, Oxidation 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

1701 1 1051.4907 28.58 2 51.1 15.2 1 135-152 R.IENRFPDEATCMGFCAPK.K Carbamidomethyl: 15; 
Oxidation: 12



Detailed Protein Report

1038 / 1688

Protein 770: small ubiquitin-related modifier 2 isoform a precursor [Homo sapiens]
Accession: gi|54792069 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.9
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 14.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1786 1 851.2906 -146.43 2 52.2 15.2 2 43-56 K.LMKAYCERQGLSMR.Q Oxidation: 13



Detailed Protein Report

1039 / 1688

Protein 771: FXYD6-FXYD2 read-through protein isoform 2 precursor [Homo sapiens]
Accession: gi|343790943 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.8
Database Date: 2015-11-30 pI: 11.0

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

426 1 672.4157 111.99 2 34.6 15.2 1 69-80 R.TSSPPMQQSPRK.Q



Detailed Protein Report

1040 / 1688

Protein 772: PREDICTED: DNA mismatch repair protein Msh2 isoform X1 [Homo sapiens]
Accession: gi|530367623 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.1
Database Date: 2015-11-30 pI: 5.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

151 1 981.4369 -27.53 2 31.6 15.2 2 904-921 K.RSACSRPERQNQGSGELS.-



Detailed Protein Report

1041 / 1688

Protein 773: zinc finger and SCAN domain-containing protein 32 isoform c [Homo sapiens]
Accession: gi|548960717 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.2
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.06 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|548961843 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger and SCAN domain-containing protein 32 isoform c [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

707 1 647.6537 -225.58 2 38.4 15.1 0 325-335 R.FNNSSQFSAHR.R MD:MU 1.06



Detailed Protein Report

1042 / 1688

Protein 774: PREDICTED: FH1/FH2 domain-containing protein 3 isoform X6 [Homo sapiens]
Accession: gi|530413959 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 170.6
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

876 1 835.2166 -178.08 2 40.5 15.1 1 1518-
1533

R.GRGNDPGPTGNLCEEP.- Carbamidomethyl: 13



Detailed Protein Report

1043 / 1688

Protein 775: zinc finger protein 441 [Homo sapiens]
Accession: gi|193083160 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.1
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

864 1 893.3321 -112.97 2 40.2 15.1 1 464-478 R.VHEKTHTGEKPYECK.Q MD:MU 1.16



Detailed Protein Report

1044 / 1688

Protein 776: E3 ubiquitin-protein ligase RNF103 isoform 2 [Homo sapiens]
Accession: gi|312147324 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.6
Database Date: 2015-11-30 pI: 5.5

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

1808 1 840.7848 -139.97 2 52.6 15.1 0 667-681 K.QPYAQHQPLSNDVPS.-



Detailed Protein Report

1045 / 1688

Protein 777: 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

1046 / 1688

Protein 778: GEM-interacting protein isoform 2 [Homo sapiens]
Accession: gi|573014822 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
MD:MU 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

1688 1 745.8381 -60.85 2 50.9 15.0 1 2-16 M.DAAEPGLPPGPEGRK.R MD:MU 2.39



Detailed Protein Report

1047 / 1688

Protein 779: PREDICTED: NCK-interacting protein with SH3 domain isoform X2 [Homo sapiens]
Accession: gi|530372644 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.2
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1879 1 719.2624 -127.38 2 53.5 14.9 0 322-333 R.SWALYEDEGVIR.C



Detailed Protein Report

1048 / 1688

Protein 780: PREDICTED: integrin alpha-11 isoform X2 [Homo sapiens]
Accession: gi|530405525 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.0
Database Date: 2015-11-30 pI: 6.0

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

294 1 680.1976 -193.61 2 33.0 14.9 0 789-799 K.QVCNVSYPFFR.A



Detailed Protein Report

1049 / 1688

Protein 781: PREDICTED: coiled-coil domain-containing protein 141 isoform X1 [Homo sapiens]
Accession: gi|578804115 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 167.8
Database Date: 2015-11-30 pI: 5.6
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

1525 1 1052.1493 126.64 2 48.7 14.9 1 882-898 K.YQIQQVDMYAEKMQALK.R Oxidation: 8



Detailed Protein Report

1050 / 1688

Protein 782: prolyl 3-hydroxylase 3 precursor [Homo sapiens]
Accession: gi|28466983 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1015 1 967.4606 -122.98 1 42.3 14.9 1 133-142 R.LGPGGAARLR.V



Detailed Protein Report

1051 / 1688

Protein 783: nuclear body protein SP140 isoform 2 [Homo sapiens]
Accession: gi|52487277 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.0
Database Date: 2015-11-30 pI: 5.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1971 1 719.2914 -92.19 2 54.5 14.9 0 156-168 R.SHEESLAHTGTLR.R



Detailed Protein Report

1052 / 1688

Protein 784: 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

1053 / 1688

Protein 785: 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

1054 / 1688

Protein 786: 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

1055 / 1688

Protein 787: kinase D-interacting substrate of 220 kDa [Homo sapiens]
Accession: gi|55741641 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 196.4
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report

1056 / 1688

Cmpds. [ppm] [min]

1150 1 1137.7077 130.83 2 44.0 14.9 0 35-55 R.NECGQTPLMIAAEQGNLEIVK.E Oxidation: 9



Detailed Protein Report

1057 / 1688

Protein 788: olfactory receptor 56A1 [Homo sapiens]
Accession: gi|284172508 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 9.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2787 1 1086.6653 15.08 3 65.2 14.8 1 274-302 K.KVPMDILILLNVLHHLIPPALNPIVYGVR.T



Detailed Protein Report

1058 / 1688

Protein 789: PREDICTED: death ligand signal enhancer isoform X6 [Homo sapiens]
Accession: gi|530380768 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.7
Database Date: 2015-11-30 pI: 10.1

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

2125 1 775.3350 -103.58 2 56.7 14.8 0 101-114 R.QIHFQASLPAGPQR.V



Detailed Protein Report

1059 / 1688

Protein 790: PREDICTED: choline transporter-like protein 3 isoform X4 [Homo sapiens]
Accession: gi|530361747 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.8
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2747 1 1044.5342 23.81 2 64.7 14.8 1 1-19 -.MHCLGAEYLVSAEGAPRQR.E



Detailed Protein Report

1060 / 1688

Protein 791: 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

1061 / 1688

Protein 792: uncharacterized protein C11orf94 precursor [Homo sapiens]
Accession: gi|148229481 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 15.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2213 1 899.3247 -92.16 2 57.5 14.8 1 84-98 K.RDGPDLAEYYYDAHL.-



Detailed Protein Report

1062 / 1688

Protein 793: glycolipid transfer protein [Homo sapiens]
Accession: gi|7705987 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.8
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 7.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1016 1 983.1678 145.88 2 42.3 14.8 2 131-146 K.AYEMALKKYHGWIVQK.I



Detailed Protein Report

1063 / 1688

Protein 794: mediator of RNA polymerase II transcription subunit 6 isoform 2 [Homo sapiens]
Accession: gi|42544155 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.4
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1210 1 955.6887 154.62 2 44.7 14.8 0 192-208 K.FVQLKPGEKPVPVDQTK.K



Detailed Protein Report

1064 / 1688

Protein 795: potassium channel subfamily K member 10 isoform 1 precursor [Homo sapiens]
Accession: gi|10863961 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.7
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

2750 1 741.8557 7.67 2 64.8 14.8 0 55-68 R.MEGTSQGGLQTVMK.W Oxidation: 13



Detailed Protein Report
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Protein 796: uncharacterized protein LOC100132994 [Homo sapiens]
Accession: gi|223468690 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.4
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|223468693 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
putative uncharacterized protein CXorf49 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1392 1 895.6264 159.72 2 47.0 14.8 1 249-264 K.ESYLPVPGRFLTSAPR.G



Detailed Protein Report

1066 / 1688

Protein 797: 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
MD:MU Median: 3.84 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report
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Detailed Protein Report

1068 / 1688

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 MD:MU 3.84



Detailed Protein Report

1069 / 1688

Protein 798: 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

1070 / 1688

Protein 799: TNF receptor-associated factor 6 [Homo sapiens]
Accession: gi|4759254 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

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

1778 5 1057.3158 -132.00 1 52.2 14.7 0 134-142 K.CPNEGCLHK.M Carbamidomethyl: 1



Detailed Protein Report

1071 / 1688

Protein 800: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1386 1 896.6123 140.58 2 47.1 14.7 1 67-81 R.FLNGQVVFEAWGRLR.L



Detailed Protein Report

1072 / 1688

Protein 801: 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

1073 / 1688

Protein 802: 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

1074 / 1688

Protein 803: BTB/POZ domain-containing protein 9 isoform b [Homo sapiens]
Accession: gi|151108435 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.5
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2400 1 938.4644 18.43 3 59.9 14.7 2 190-213 R.SESRDMDLNYRGMLIPEENIATMK.Y



Detailed Protein Report
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Protein 804: RNA 3'-terminal phosphate cyclase isoform a [Homo sapiens]
Accession: gi|195927044 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.7
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2147 1 788.3156 -126.72 2 56.7 14.6 2 41-56 R.AGRSTPGLSSGGWKSK.I



Detailed Protein Report

1076 / 1688

Protein 805: zinc finger protein 182 isoform 2 [Homo sapiens]
Accession: gi|55769561 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2247 3 820.1114 178.53 2 58.3 14.6 2 223-235 K.TFSKKSHLIVHWR.T



Detailed Protein Report
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Protein 806: 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



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

1998 1 1051.3664 -80.43 2 55.1 14.5 2 5230-
5248

R.DDCLQRDGTTAASCKDMAK.T Carbamidomethyl: 3; 
Oxidation: 17



Detailed Protein Report

1080 / 1688

Protein 807: 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 808: protein EURL homolog isoform 3 [Homo sapiens]
Accession: gi|154426270 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.3
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

175 1 877.0244 -23.87 3 31.9 14.5 0 1-22 -.MNEEEQFVNIDLNDDNICSVCK.L Carbamidomethyl: 18



Detailed Protein Report
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Protein 809: PREDICTED: target of Nesh-SH3 isoform X33 [Homo sapiens]
Accession: gi|530374326 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.7
Database Date: 2015-11-30 pI: 10.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

986 2 955.6747 172.89 1 41.9 14.5 0 628-636 K.TTPSPEVPK.S



Detailed Protein Report

1083 / 1688

Protein 810: PREDICTED: 6-phosphofructokinase, liver type isoform X4 [Homo sapiens]
Accession: gi|530419271 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.2
Database Date: 2015-11-30 pI: 7.9

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

156 1 584.6910 -183.35 2 31.3 14.4 2 60-69 R.CKAFTTREGR.R



Detailed Protein Report

1084 / 1688

Protein 811: PREDICTED: nephronectin isoform X3 [Homo sapiens]
Accession: gi|530377475 Score: 14.4
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



Detailed Protein Report
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Protein 812: PREDICTED: zinc finger CCHC domain-containing protein 10 isoform X4 [Homo 
sapiens]

Accession: gi|530380033 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.8
Database Date: 2015-11-30 pI: 11.3

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

380 1 464.6667 -199.17 2 34.4 14.4 0 64-70 K.YLHRPSR.T



Detailed Protein Report

1086 / 1688

Protein 813: 3-hydroxyacyl-CoA dehydrogenase type-2 isoform 2 [Homo sapiens]
Accession: gi|83715985 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.0
Database Date: 2015-11-30 pI: 7.7

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

50 1 813.6863 -84.85 3 30.0 14.4 0 148-172 R.GVIINTASVAAFEGQVGQAAYSASK.G



Detailed Protein Report
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Protein 814: serpin H1 precursor [Homo sapiens]
Accession: gi|32454741 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.4
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578821832 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: serpin H1 isoform X3 [Homo sapiens]

gi|578821830 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: serpin H1 isoform X2 [Homo sapiens]

gi|578821828 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: serpin H1 isoform X1 [Homo sapiens]

gi|333360851 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

serpin H1 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1592 1 910.3836 -67.04 2 49.6 14.4 0 168-184 R.SALQSINEWAAQTTDGK.L



Detailed Protein Report

1088 / 1688

Protein 815: UPF0609 protein C4orf27 [Homo sapiens]
Accession: gi|157388914 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1471 1 620.4233 145.55 3 48.1 14.4 1 150-166 K.KNCIIVPNGDNVFAAVK.L Carbamidomethyl: 3



Detailed Protein Report
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Protein 816: 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 817: E3 ubiquitin-protein ligase DTX3L [Homo sapiens]
Accession: gi|19923717 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.5
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1498 1 982.5825 15.99 2 48.4 14.4 1 1-17 -.MASHLRPPSPLLVRVYK.S



Detailed Protein Report
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Protein 818: 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

1092 / 1688

Protein 819: lymphoid-specific helicase isoform 7 [Homo sapiens]
Accession: gi|574275777 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.6
Database Date: 2015-11-30 pI: 8.8

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

1513 1 671.4128 -32.26 2 48.6 14.4 1 310-320 R.QKLILTPFLLR.R



Detailed Protein Report

1093 / 1688

Protein 820: A-kinase anchor protein 2 isoform 2 [Homo sapiens]
Accession: gi|211971074 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.6
Database Date: 2015-11-30 pI: 4.9

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

2188 1 796.7740 -143.67 2 57.6 14.4 1 823-836 R.MDDSSVLEATRVNR.R



Detailed Protein Report

1094 / 1688

Protein 821: 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 822: G protein-activated inward rectifier potassium channel 3 [Homo sapiens]
Accession: gi|25121970 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.0
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 4.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578800900 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  G  protein-activated  inward  rectifier  potassium channel  
3 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1255 1 937.9577 39.66 2 45.3 14.3 0 1-17 -.MAQENAAFSPGQEEPPR.R Oxidation: 1



Detailed Protein Report
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Protein 823: anaphase-promoting complex subunit 11 isoform 4 [Homo sapiens]
Accession: gi|574956971 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.9
Database Date: 2015-11-30 pI: 12.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 21.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1140 1 1019.2076 93.06 3 43.8 14.3 1 68-97 R.CPATTARWCGASAPTASTCIASSSGCTHSR.C Carbamidomethyl: 9, 19



Detailed Protein Report
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Protein 824: upstream stimulatory factor 2 isoform 2 [Homo sapiens]
Accession: gi|46877105 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.6
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1816 2 898.8604 -121.72 2 52.5 14.3 2 205-221 K.TGASKGGILSKACDYIR.E Carbamidomethyl: 13



Detailed Protein Report
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Protein 825: PREDICTED: cyclin-dependent kinase inhibitor 2A isoform X3 [Homo sapiens]
Accession: gi|530389655 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.2
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 11.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

704 1 600.1941 -134.67 2 38.4 14.3 0 94-105 R.IDAAEGPSDIPD.-



Detailed Protein Report
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Protein 826: 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

1100 / 1688

Protein 827: 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

1101 / 1688

Protein 828: LON peptidase N-terminal domain and RING finger protein 2 [Homo sapiens]
Accession: gi|148528975 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.6
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.55 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

899 1 491.6498 -154.78 2 40.8 14.2 1 568-575 R.CMETGTKR.F Carbamidomethyl: 1 MD:MU 1.55



Detailed Protein Report

1102 / 1688

Protein 829: TRAF-type zinc finger domain-containing protein 1 [Homo sapiens]
Accession: gi|5729828 Score: 14.2
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



Detailed Protein Report

1103 / 1688

Protein 830: leucine-rich repeat-containing protein 10 [Homo sapiens]
Accession: gi|63003903 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.6
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

611 1 536.1729 -265.36 2 37.2 14.2 0 89-98 K.ALPQVVCTLK.Q



Detailed Protein Report

1104 / 1688

Protein 831: 60S acidic ribosomal protein P0 [Homo sapiens]
Accession: gi|4506667 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.3
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|16933546 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
60S acidic ribosomal protein P0 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1927 1 918.3436 -0.04 2 54.0 14.2 0 302-317 K.EESEESDEDMGFGLFD.-



Detailed Protein Report

1105 / 1688

Protein 832: PREDICTED: nuclear receptor subfamily 4 group A member 1 isoform X2 [Homo 
sapiens]

Accession: gi|530400145 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.4
Database Date: 2015-11-30 pI: 8.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2308 1 973.1508 106.11 2 58.7 14.2 0 10-27 K.ILIEGLHHGQRPGPAPPR.Q



Detailed Protein Report

1106 / 1688

Protein 833: PREDICTED: coiled-coil domain-containing protein 60 isoform X1 [Homo sapiens]
Accession: gi|530401235 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.8
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 4.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2374 1 1022.9281 -68.61 2 59.6 14.2 1 346-364 K.SSERSSSTSAESHIQPVQK.K



Detailed Protein Report

1107 / 1688

Protein 834: PREDICTED: glycine, alanine and asparagine-rich protein-like [Homo sapiens]
Accession: gi|578802104 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.0
Database Date: 2015-11-30 pI: 12.2

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

2459 1 1014.8801 -137.62 2 60.6 14.2 2 87-107 R.WIRDGSGLGGVGGGSARGDVR.G



Detailed Protein Report

1108 / 1688

Protein 835: 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

1109 / 1688

Protein 836: heterogeneous nuclear ribonucleoprotein U isoform b [Homo sapiens]
Accession: gi|14141161 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.9
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

437 1 658.3928 -3.68 2 35.1 14.1 2 11-21 K.LKVSELKEELK.K



Detailed Protein Report

1110 / 1688

Protein 837: beta-Ala-His dipeptidase precursor [Homo sapiens]
Accession: gi|21071039 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2217 1 1288.9464 -38.66 3 57.6 14.1 2 335-368 K.EEILMHLWRYPSLSIHGIEGAFDEPGTKTVIPGR.V Oxidation: 5



Detailed Protein Report

1111 / 1688

Protein 838: 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

1112 / 1688

Protein 839: arachidonate 12-lipoxygenase, 12S-type [Homo sapiens]
Accession: gi|154426292 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.6
Database Date: 2015-11-30 pI: 5.8

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 1 821.4177 7.06 2 61.9 14.1 1 115-128 R.LPGDNALDMFQKHR.E



Detailed Protein Report

1113 / 1688

Protein 840: PREDICTED: FERM and PDZ domain-containing protein 4 isoform X2 [Homo sapiens]
Accession: gi|578837988 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.7
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

684 1 460.1264 -252.38 2 38.1 14.1 1 1622-
1629

R.QLGSACRK.M Carbamidomethyl: 6



Detailed Protein Report

1114 / 1688

Protein 841: abhydrolase domain-containing protein 16A isoform b [Homo sapiens]
Accession: gi|294660765 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.3
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1466 1 846.6175 -88.48 3 48.0 14.1 0 469-491 R.SYQAEHGPDFPWSVGEDMSADGR.R



Detailed Protein Report

1115 / 1688

Protein 842: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

675 1 529.7280 -18.04 2 37.8 14.1 0 1-9 -.MTTCTTICK.R Carbamidomethyl: 4



Detailed Protein Report

1116 / 1688

Protein 843: T-complex protein 11 homolog isoform 5 [Homo sapiens]
Accession: gi|387849269 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.9
Database Date: 2015-11-30 pI: 5.2

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

770 1 573.6008 -45.89 3 39.0 14.0 1 2-19 M.TRGGGGGGLTETVNEVSK.L



Detailed Protein Report

1117 / 1688

Protein 844: 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

1118 / 1688

Protein 845: protein limb expression 1 homolog [Homo sapiens]
Accession: gi|167466286 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.9
Database Date: 2015-11-30 pI: 5.3

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

2110 1 902.3468 -108.11 2 56.5 14.0 2 202-215 K.MRSHMALDWIMKER.D



Detailed Protein Report

1119 / 1688

Protein 846: histone H1x [Homo sapiens]
Accession: gi|5174449 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.5
Database Date: 2015-11-30 pI: 11.2
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

70 1 826.6853 -97.38 3 30.3 13.9 2 1-23 -.MSVELEEALPVTTAEGMAKKVTK.A Oxidation: 1



Detailed Protein Report

1120 / 1688

Protein 847: 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

1121 / 1688

Protein 848: F-box only protein 31 isoform 1 [Homo sapiens]
Accession: gi|83035136 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.6
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2106 1 925.3145 -137.61 2 56.2 13.9 2 1-17 -.MAVCARLCGVGPSRGCR.R Carbamidomethyl: 4, 8



Detailed Protein Report

1122 / 1688

Protein 849: collagen alpha-1(IV) chain preproprotein [Homo sapiens]
Accession: gi|148536825 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.5
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 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

62 1 713.3305 -7.33 3 30.5 13.9 1 927-947 K.GDVGLPGKPGSMDKVDMGSMK.G Oxidation: 12, 17



Detailed Protein Report

1123 / 1688

Protein 850: 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

1124 / 1688

Protein 851: dynein assembly factor 3, axonemal isoform 2 [Homo sapiens]
Accession: gi|73476319 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.4
Database Date: 2015-11-30 pI: 6.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

436 1 738.9740 -117.81 3 35.1 13.9 2 1-22 -.MLPLLDSSKRAGTLGSGCGVPR.V



Detailed Protein Report

1125 / 1688

Protein 852: sterile alpha motif domain-containing protein 9 [Homo sapiens]
Accession: gi|38201706 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 1.0

No. of unique 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]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2028 2 840.7762 -104.20 2 55.5 13.9 0 118-133 K.ENPDMANPSAMSTTAK.G Oxidation: 5



Detailed Protein Report

1126 / 1688

Protein 853: PREDICTED: SH2 domain-containing protein 3A isoform X9 [Homo sapiens]
Accession: gi|530425071 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.1
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 4.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

31 1 735.9836 -70.52 3 29.7 13.9 2 122-140 R.RSFSEDTLMDGPARIEPLR.A Oxidation: 9 MD:MU 0.55



Detailed Protein Report

1127 / 1688

Protein 854: protocadherin beta-1 precursor [Homo sapiens]
Accession: gi|14195607 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.4
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

283 1 815.0883 28.08 3 33.2 13.8 2 621-640 R.QNGEIHTLRQISERDPMMQK.L Oxidation: 17, 18



Detailed Protein Report

1128 / 1688

Protein 855: 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

1129 / 1688

Protein 856: 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

1130 / 1688

Protein 857: PREDICTED: mitogen-activated protein kinase kinase kinase 8 isoform X4 [Homo 
sapiens]

Accession: gi|578818254 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.9
Database Date: 2015-11-30 pI: 6.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

949 1 646.1628 -186.29 2 41.4 13.8 0 382-393 R.LNMAEGCHVCSK.L



Detailed Protein Report

1131 / 1688

Protein 858: 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

1132 / 1688

Protein 859: CD97 antigen isoform 2 preproprotein [Homo sapiens]
Accession: gi|17978489 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.7
Database Date: 2015-11-30 pI: 6.8
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

2771 1 848.8935 47.67 2 65.0 13.8 0 29-43 R.WCPQNSSCVNATACR.C Carbamidomethyl: 2



Detailed Protein Report

1133 / 1688

Protein 860: 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

1134 / 1688

Protein 861: 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

1135 / 1688

Protein 862: ATP-dependent RNA helicase DQX1 [Homo sapiens]
Accession: gi|163914394 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.4
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

1652 1 626.6317 -57.06 3 50.4 13.7 2 374-390 R.LRARGFPPGSCLCLYPK.S



Detailed Protein Report

1136 / 1688

Protein 863: 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
MD:MU Median: 0.70 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1441 1 829.5817 155.48 2 47.8 13.7 1 36-49 R.KSITVICDFYSLIR.L MD:MU 0.70



Detailed Protein Report

1137 / 1688

Protein 864: 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

1138 / 1688

Protein 865: glucose-dependent insulinotropic receptor [Homo sapiens]
Accession: gi|30425400 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.9
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 6.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1747 1 1273.4623 -117.75 2 51.6 13.7 2 191-213 K.IASMHSQQIRKMEHAGAMAGGYR.S Oxidation: 12



Detailed Protein Report

1139 / 1688

Protein 866: 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
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Protein 867: ret finger protein-like 3 isoform 2 [Homo sapiens]
Accession: gi|5730013 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 6.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2145 2 1013.3708 -30.21 2 56.7 13.7 0 41-58 K.EPHGEDLLCCCCSMVSQR.N Oxidation: 14



Detailed Protein Report

1141 / 1688

Protein 868: PREDICTED: tyrosine-protein phosphatase non-receptor type 23 isoform X3 [Homo 
sapiens]

Accession: gi|530372237 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 164.5
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 1
Quantitation
MD:MU Median: 16.67 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

674 1 512.2810 21.70 2 38.0 13.7 1 253-260 K.LLREMMAK.I Oxidation: 5, 6 MD:MU 16.67



Detailed Protein Report
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Protein 869: 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
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Protein 870: PREDICTED: urea transporter 1 isoform X6 [Homo sapiens]
Accession: gi|578832648 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.4
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 5.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1598 1 927.4639 48.47 3 49.7 13.6 1 29-52 K.EPEEEIAMEDSPTMVRVDSPTMVR.G Oxidation: 14, 22



Detailed Protein Report
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Protein 871: tumor necrosis factor receptor superfamily member 21 precursor [Homo sapiens]
Accession: gi|7657039 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.8
Database Date: 2015-11-30 pI: 9.3

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

163 1 635.7783 -81.22 2 31.4 13.6 0 614-624 R.VIEEIPQAEDK.L



Detailed Protein Report
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Protein 872: testis- and ovary-specific PAZ domain-containing protein 1 [Homo sapiens]
Accession: gi|222537754 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 190.8
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
Quantitation
MD:MU 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

64 1 1068.4736 -22.86 2 30.2 13.6 1 1114-
1131

K.FAHVPEQGDEKVCMDVFK.K Carbamidomethyl: 13 MD:MU 1.06



Detailed Protein Report
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Protein 873: 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
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Protein 874: 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
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Protein 875: 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

1149 / 1688

Protein 876: PREDICTED: receptor-type tyrosine-protein phosphatase zeta isoform X2 [Homo 
sapiens]

Accession: gi|578814473 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 207.2
Database Date: 2015-11-30 pI: 4.7

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

Cmpd. No. of m/z meas. z Rt Score P Range Sequence Modification



Detailed Protein Report

1150 / 1688

Cmpds. Δ m/z 
[ppm]

[min]

2103 1 1131.3567 -83.48 3 56.2 13.5 1 962-995 K.SDAGLVGGGEDGDTDDDGDDDDDDRGSDGLSIHK.C



Detailed Protein Report
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Protein 877: 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
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Protein 878: RAS guanyl-releasing protein 4 isoform f [Homo sapiens]
Accession: gi|226246584 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.9
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 5.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1426 1 817.1045 28.93 3 47.5 13.5 0 164-189 R.LGDSSDLLSPGGPGPPLPMSSPGLGK.K Oxidation: 19



Detailed Protein Report
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Protein 879: cyclic AMP-responsive element-binding protein 3-like protein 4 isoform 2 [Homo 
sapiens]

Accession: gi|364023829 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.2
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578800562 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  cyclic  AMP-responsive  element-binding  protein  3-like  
protein 4 isoform X1 [Homo sapiens]

gi|364023831 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

cyclic  AMP-responsive  element-binding  protein  3-like  protein  4  
isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

634 1 676.8750 44.62 4 37.5 13.5 0 150-174 R.AGTVAPVPCTTLLPCQTLFLTDEEK.R Carbamidomethyl: 9



Detailed Protein Report
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Protein 880: caspase recruitment domain-containing protein 16 isoform 2 [Homo sapiens]
Accession: gi|16751833 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.7
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 19.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1484 1 1059.1226 52.34 2 48.2 13.5 2 46-64 R.ENATVMDKTRALIDSVIPK.G Oxidation: 6



Detailed Protein Report
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Protein 881: A disintegrin and metalloproteinase with thrombospondin motifs 16 preproprotein 
[Homo sapiens]

Accession: gi|110735441 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

2449 1 1025.1077 -9.04 3 60.5 13.5 2 1186-
1209

K.KDAFCKDYFHWCYLVPQHGMCSHK.F Carbamidomethyl: 5, 12; 
Oxidation: 20



Detailed Protein Report
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Protein 882: 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
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Protein 883: low molecular weight phosphotyrosine protein phosphatase isoform d [Homo sapiens]
Accession: gi|96304457 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.2
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 25.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1657 1 1061.8014 -69.49 3 50.5 13.5 2 1-28 -.MAEQATKSVLFVCLGNICRSPIAEAVFR.K Carbamidomethyl: 13, 18; 
Oxidation: 1



Detailed Protein Report
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Protein 884: 28S ribosomal protein S18c, mitochondrial [Homo sapiens]
Accession: gi|7705630 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.8
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl 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

2756 1 673.3574 -18.95 2 64.8 13.5 2 60-70 K.EPLKKCILCGK.H Carbamidomethyl: 6, 9



Detailed Protein Report
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Protein 885: 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
MD:MU Median: 1.26 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2245 1 697.3039 -32.93 2 58.3 13.5 0 1-13 -.MPGNMNATHPAPR.S MD:MU 1.26



Detailed Protein Report
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Protein 886: uncharacterized membrane protein C3orf80 precursor [Homo sapiens]
Accession: gi|270265902 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.7
Database Date: 2015-11-30 pI: 5.4

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

2758 1 973.5021 83.13 2 64.9 13.5 2 166-184 R.GRGGGGRSDPSCASEHEMR.V



Detailed Protein Report
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Protein 887: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2168 1 953.2792 -151.74 2 57.3 13.4 1 303-318 R.ADDCPFLMPICSHRER.R Oxidation: 8



Detailed Protein Report
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Protein 888: mRNA cap guanine-N7 methyltransferase [Homo sapiens]
Accession: gi|4506567 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.8
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530424977 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  mRNA  cap  guanine-N7  methyltransferase  isoform  X3  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1511 1 1023.6607 144.77 2 48.7 13.4 2 394-409 K.TFLEFYEEKIKNNENK.M



Detailed Protein Report

1163 / 1688

Protein 889: complement component C9 precursor [Homo sapiens]
Accession: gi|4502511 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.1
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1664 1 626.5306 -153.93 3 50.6 13.4 1 509-525 R.KCHTCQNGGTVILMDGK.C Carbamidomethyl: 2; 
Oxidation: 14



Detailed Protein Report
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Protein 890: 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
MD:MU Median: 0.83 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

68 1 809.3763 -79.90 2 30.2 13.4 1 248-260 K.LDLWSFLDIPRSR.L MD:MU 0.83



Detailed Protein Report
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Protein 891: 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
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Protein 892: 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
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Protein 893: UDP-glucuronosyltransferase 1-6 isoform 2 [Homo sapiens]
Accession: gi|45827767 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.6
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1581 1 720.3513 7.56 2 49.5 13.4 0 1-13 -.MPNMVFIGGINCK.K Oxidation: 4



Detailed Protein Report
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Protein 894: PREDICTED: ubiquitin carboxyl-terminal hydrolase 21 isoform X1 [Homo sapiens]
Accession: gi|578800816 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.5
Database Date: 2015-11-30 pI: 11.7
Modification(s): Oxidation Sequence Coverage [%]: 8.0

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.00 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1329 1 1018.4526 -81.05 3 46.2 13.4 2 111-141 R.
SKSVSSGDLRPMGIALGGHRGTGELGAALSR.
L

Oxidation: 12 MD:MU 1.00



Detailed Protein Report

1169 / 1688

Protein 895: SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily 
E member 1-related [Homo sapiens]

Accession: gi|83715964 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.8
Database Date: 2015-11-30 pI: 9.9

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

132 1 725.9894 99.94 2 31.0 13.4 1 305-317 R.IKEILAQVASEHL.-



Detailed Protein Report
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Protein 896: PREDICTED: C-type lectin domain family 18 member C isoform X3 [Homo sapiens]
Accession: gi|530423816 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2848 3 856.9527 -9.97 2 66.0 13.4 0 86-102 R.AALCGIPTPSLASGLWR.T



Detailed Protein Report
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Protein 897: PREDICTED: nuclear factor erythroid 2-related factor 1 isoform X6 [Homo sapiens]
Accession: gi|530412326 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.1
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.83 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

179 1 879.5102 25.46 2 32.0 13.4 0 589-603 K.IINLPVEEFNELLSK.Y MD:MU 0.83



Detailed Protein Report
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Protein 898: zinc finger protein 317 isoform 2 [Homo sapiens]
Accession: gi|299782608 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.4
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 1
Quantitation
MD:MU Median: 0.91 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

459 1 820.1336 90.77 3 35.1 13.3 1 106-126 K.
WSLLMEDIFGKETPSGVTMER.A

Oxidation: 5, 19 MD:MU 0.91



Detailed Protein Report

1173 / 1688

Protein 899: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1096 1 737.2178 -190.33 2 43.3 13.3 0 338-350 R.GHAICVYHMSSIR.A



Detailed Protein Report
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Protein 900: protein PRRC2B [Homo sapiens]
Accession: gi|149192855 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 242.8
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 1
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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

1757 1 897.9578 -24.93 2 51.8 13.3 2 56-71 R.RMPPPANLPSLKSENK.G Oxidation: 2



Detailed Protein Report
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Protein 901: 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
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Protein 902: PREDICTED: group IIF secretory phospholipase A2 isoform X1 [Homo sapiens]
Accession: gi|578799581 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.9
Database Date: 2015-11-30 pI: 10.9
Modification(s): Oxidation Sequence Coverage [%]: 8.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1142 1 509.6230 -255.01 2 43.9 13.3 1 1-10 -.MADGAKANPK.G Oxidation: 1



Detailed Protein Report
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Protein 903: 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 4 955.6427 92.95 2 41.9 13.3 1 149-169 R.INMVGLGLVGGAGAGLVRGAK.W



Detailed Protein Report
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Protein 904: PREDICTED: ankyrin repeat domain-containing protein SOWAHC-like [Homo sapiens]
Accession: gi|341914886 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.7
Database Date: 2015-11-30 pI: 12.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1952 1 661.2554 -170.97 2 54.3 13.3 1 1-12 -.MRSAAFTIPSLK.Q



Detailed Protein Report
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Protein 905: sex-determining region Y protein [Homo sapiens]
Accession: gi|4507225 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.9
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1830 2 1023.8975 40.66 3 52.7 13.2 2 135-162 K.AKMLPKNCSLLPADPASVLCSEVQLDNR.L Carbamidomethyl: 8



Detailed Protein Report
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Protein 906: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1640 1 1044.2554 -244.56 1 50.4 13.2 0 774-783 K.FGAPDGPQQK.T



Detailed Protein Report
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Protein 907: 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
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Protein 908: absent in melanoma 1-like protein [Homo sapiens]
Accession: gi|301069394 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530361198 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  absent  in  melanoma  1-like  protein  isoform  X1  [Homo  
sapiens]

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report
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Cmpds. [ppm] [min]

1638 1 745.8087 -73.79 2 50.2 13.2 2 1-14 -.MEEAGGPMARAKAR.V Oxidation: 1



Detailed Protein Report
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Protein 909: PREDICTED: PR domain zinc finger protein 5 isoform X3 [Homo sapiens]
Accession: gi|530377106 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.6
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1184 1 533.6372 -216.94 2 44.4 13.2 0 338-346 R.HMITHSDPL.- Oxidation: 2



Detailed Protein Report
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Protein 910: PREDICTED: enhancer of polycomb homolog 2 isoform X1 [Homo sapiens]
Accession: gi|578804049 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
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

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 911: 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
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Protein 912: thrombospondin-1 precursor [Homo sapiens]
Accession: gi|40317626 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.3
Database Date: 2015-11-30 pI: 4.6
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

1365 1 817.1004 80.07 3 46.8 13.2 1 461-482 R.LCNSPSPQMNGKPCEGEARETK.A Carbamidomethyl: 2; 
Oxidation: 9



Detailed Protein Report
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Protein 913: coxsackievirus and adenovirus receptor isoform 1 precursor [Homo sapiens]
Accession: gi|4503173 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.0
Database Date: 2015-11-30 pI: 8.6
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

2013 1 687.7835 -110.67 2 55.3 13.2 0 348-360 R.MGAIPVMIPAQSK.D Oxidation: 1, 7



Detailed Protein Report
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Protein 914: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

861 1 736.2893 -94.91 2 40.2 13.2 1 21-34 R.LFTRGGSGGMGYPR.L Oxidation: 10



Detailed Protein Report
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Protein 915: 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
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Protein 916: adenosine 3'-phospho 5'-phosphosulfate transporter 1 isoform f [Homo sapiens]
Accession: gi|557357687 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.6
Database Date: 2015-11-30 pI: 10.4

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

Alias proteins:
Accession Name Description
gi|557357693 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
adenosine  3'-phospho  5'-phosphosulfate  transporter  1  isoform  f  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1312 1 727.2069 -203.76 2 46.0 13.2 1 2-15 M.TRSYGATATSPGER.F



Detailed Protein Report
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Protein 917: PREDICTED: sal-like protein 4 isoform X1 [Homo sapiens]
Accession: gi|530418220 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.9
Database Date: 2015-11-30 pI: 9.3

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

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



Detailed Protein Report
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Protein 918: vitronectin precursor [Homo sapiens]
Accession: gi|88853069 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.3
Database Date: 2015-11-30 pI: 5.5

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

267 1 823.8888 -28.56 2 33.0 13.2 0 198-212 R.DVWGIEGPIDAAFTR.I



Detailed Protein Report
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Protein 919: transcriptional adapter 3 isoform b [Homo sapiens]
Accession: gi|19743894 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.4
Database Date: 2015-11-30 pI: 5.2

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

2846 1 806.4262 -16.33 2 66.0 13.1 1 106-122 K.LEGKAGHGPGPGPGRPK.S



Detailed Protein Report
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Protein 920: histone deacetylase 9 isoform 1 [Homo sapiens]
Accession: gi|17158039 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

819 1 706.2304 -210.02 2 39.7 13.1 1 1000-
1011

K.IIEIQSMSLKFS.- Oxidation: 7



Detailed Protein Report
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Protein 921: POTE ankyrin domain family member A isoform 1 [Homo sapiens]
Accession: gi|50897294 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2257 1 557.1115 -149.12 3 58.1 13.1 1 24-36 K.MGKWCCCCFPCCR.G Carbamidomethyl: 5, 11; 
Oxidation: 1



Detailed Protein Report
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Protein 922: transport and Golgi organization protein 6 homolog [Homo sapiens]
Accession: gi|153791502 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.7
Database Date: 2015-11-30 pI: 5.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2043 1 698.2867 -131.01 2 55.4 13.1 0 112-124 R.LAANFNPGKPNPR.T



Detailed Protein Report
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Protein 923: PREDICTED: FYVE, RhoGEF and PH domain-containing protein 6 isoform X1 [Homo 
sapiens]

Accession: gi|530400569 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.9
Database Date: 2015-11-30 pI: 7.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

867 1 819.8514 -51.08 2 40.4 13.0 0 739-752 K.SVTSLCAPEYENIR.H Carbamidomethyl: 6



Detailed Protein Report
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Protein 924: PREDICTED: coiled-coil domain-containing protein 150 isoform X1 [Homo sapiens]
Accession: gi|578804109 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.4
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

533 1 524.1612 -224.39 2 36.3 13.0 1 493-501 R.CNLEKELAK.N



Detailed Protein Report
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Protein 925: PREDICTED: glutamate receptor ionotropic, kainate 2 isoform X2 [Homo sapiens]
Accession: gi|530383627 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.9
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

2002 1 704.2753 -62.09 2 55.1 13.0 0 615-627 R.MESPIDSADDLAK.Q Oxidation: 1



Detailed Protein Report
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Protein 926: 6-phosphogluconate dehydrogenase, decarboxylating [Homo sapiens]
Accession: gi|40068518 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.1
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2781 1 1080.6827 110.97 2 65.2 13.0 0 88-107 K.LVPLLDTGDIIIDGGNSEYR.D



Detailed Protein Report
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Protein 927: PREDICTED: transmembrane protein 50A isoform X2 [Homo sapiens]
Accession: gi|530360988 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.0
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 21.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1914 1 1023.9081 23.01 3 53.8 13.0 1 94-120 K.DIVYPGIAVFFQNAFIFFGGLVFKFGR.T



Detailed Protein Report
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Protein 928: 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
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Protein 929: PREDICTED: neurobeachin isoform X6 [Homo sapiens]
Accession: gi|578824845 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.6
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.6

No. of unique Peptides: 1
Quantitation
MD:MU Median: 0.47 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

1961 1 710.2813 -128.66 2 54.4 13.0 1 1470-
1481

R.QCLRLVCCVAVR.N Carbamidomethyl: 8 MD:MU 0.47



Detailed Protein Report
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Protein 930: PREDICTED: eukaryotic translation initiation factor 5B isoform X1 [Homo sapiens]
Accession: gi|530368915 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.6
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

129 1 680.3267 -74.77 2 31.0 13.0 2 765-777 K.KSPDSDVAATLKK.Q



Detailed Protein Report
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Protein 931: 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
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Protein 932: stromal interaction molecule 2 isoform 2 precursor [Homo sapiens]
Accession: gi|281182822 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
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

1585 1 942.4058 -100.34 2 49.7 13.0 1 661-677 K.SMIFSPASKVYNGILEK.S



Detailed Protein Report
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Protein 933: 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
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Protein 934: protein AATF [Homo sapiens]
Accession: gi|7657013 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.1
Database Date: 2015-11-30 pI: 4.7

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

501 1 599.6854 22.13 3 35.9 12.9 1 229-243 K.NQIALWDQLLEGRIK.L



Detailed Protein Report
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Protein 935: PREDICTED: ligand-dependent nuclear receptor-interacting factor 1 isoform X2 
[Homo sapiens]

Accession: gi|578799447 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.2
Database Date: 2015-11-30 pI: 10.3
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

451 1 562.6268 -261.41 2 35.0 12.9 0 354-363 K.DNALVMFNGK.V Oxidation: 6



Detailed Protein Report

1214 / 1688

Protein 936: PREDICTED: run domain Beclin-1 interacting and cysteine-rich containing protein 
isoform X5 [Homo sapiens]

Accession: gi|578807915 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578807917 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  run  domain  Beclin-1  interacting  and  cysteine-rich  
containing protein isoform X6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1246 1 660.7639 71.36 3 45.2 12.9 2 678-693 K.LLNQVRLLRVQLCHMK.N Oxidation: 15



Detailed Protein Report

1215 / 1688

Protein 937: transformer-2 protein homolog beta isoform 2 [Homo sapiens]
Accession: gi|345197228 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 10.5
Modification(s): Oxidation Sequence Coverage [%]: 11.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578807655 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transformer-2 protein homolog beta isoform X2 [Homo 
sapiens]

gi|530375128 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: transformer-2 protein homolog beta isoform X1 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

237 1 1202.1810 60.23 2 32.7 12.9 1 98-118 K.RPHTPTPGIYMGRPTYGSSRR.R Oxidation: 11



Detailed Protein Report

1216 / 1688

Protein 938: protein FAM71C [Homo sapiens]
Accession: gi|23503301 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 10.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1606 1 1052.1622 9.14 3 49.8 12.9 2 216-241 K.EQFRISRLHMNAEMFGSTYCDYTIEI.-



Detailed Protein Report

1217 / 1688

Protein 939: 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

1218 / 1688

Protein 940: PREDICTED: autoimmune regulator isoform X1 [Homo sapiens]
Accession: gi|530419216 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.5
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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



Detailed Protein Report

1219 / 1688

Protein 941: PREDICTED: solute carrier family 35 member B1 isoform X2 [Homo sapiens]
Accession: gi|578830240 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.2
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2847 1 1080.8719 -36.05 3 66.0 12.9 2 72-98 K.MTRVGPLLVLPDACKQPIRPRPWCHSR.N Carbamidomethyl: 14, 24



Detailed Protein Report

1220 / 1688

Protein 942: 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
MD:MU 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

1899 1 612.7833 -24.65 2 53.8 12.9 1 419-429 K.YAWSKAPSLSD.- MD:MU 0.87



Detailed Protein Report
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Protein 943: sodium/potassium-transporting ATPase subunit alpha-2 proprotein [Homo sapiens]
Accession: gi|4502271 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.2
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

26 1 803.7093 34.59 3 29.6 12.9 1 891-909 R.TMNDLEDSYGQEWTYEQRK.V Oxidation: 2



Detailed Protein Report

1222 / 1688

Protein 944: tudor domain-containing protein 5 isoform 3 [Homo sapiens]
Accession: gi|312283653 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.1
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

673 1 1106.2391 51.93 3 38.0 12.9 2 63-90 R.RCYSNQLVSDRYVMPECFIQPGHLCCVR.I



Detailed Protein Report

1223 / 1688

Protein 945: 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

1224 / 1688

Protein 946: RING finger protein 122 [Homo sapiens]
Accession: gi|38045931 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.5
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 18.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1390 1 1030.1245 -39.83 3 47.1 12.9 0 128-155 R.CVCPMCNKPIASPSEATQNIGILLDELV.- Carbamidomethyl: 1, 3; 
Oxidation: 5



Detailed Protein Report
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Protein 947: vesicular, overexpressed in cancer, prosurvival protein 1 isoform 3 [Homo sapiens]
Accession: gi|546231038 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.9
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 11.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1673 1 1101.4440 -101.03 2 50.7 12.9 0 1-20 -.MLSETLGYLSSVLLQCTEAK.K Oxidation: 1



Detailed Protein Report

1226 / 1688

Protein 948: RNA-binding protein 47 isoform b [Homo sapiens]
Accession: gi|148833511 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530376680 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: RNA-binding protein 47 isoform X9 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1602 1 781.3841 36.49 2 49.8 12.9 1 110-121 K.NRGYAFVMYCHK.H Carbamidomethyl: 10; 
Oxidation: 8



Detailed Protein Report
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Protein 949: 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

1228 / 1688

Protein 950: ataxin-3 isoform o [Homo sapiens]
Accession: gi|258614025 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.3
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 14.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1220 1 1019.1330 50.19 2 44.8 12.9 2 126-148 K.LGKQTAAKAATAAAAAAAGGPIR.T



Detailed Protein Report
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Protein 951: myogenic factor 6 [Homo sapiens]
Accession: gi|4505299 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2534 1 841.8750 -46.34 2 61.7 12.9 0 157-170 K.MQELGVDPFSYRPK.Q Oxidation: 1



Detailed Protein Report

1230 / 1688

Protein 952: tripartite motif-containing protein 66 [Homo sapiens]
Accession: gi|209977097 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.6
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 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

862 1 942.1586 54.56 3 40.3 12.8 1 1098-
1121

K.DPAHYTTPEEVVSDVRLMFWNCAK.F Oxidation: 18



Detailed Protein Report
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Protein 953: 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

1232 / 1688

Protein 954: sestrin-2 [Homo sapiens]
Accession: gi|13899299 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.5
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

255 1 530.8805 -180.66 3 32.6 12.8 1 464-477 R.MQAALLYALRAITR.Y



Detailed Protein Report

1233 / 1688

Protein 955: PREDICTED: fibroblast growth factor receptor substrate 3 isoform X1 [Homo sapiens]
Accession: gi|578811367 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 7.0

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

2113 1 899.3324 -89.81 2 56.6 12.8 1 64-78 R.RYGYDSNLFSFESGR.R



Detailed Protein Report

1234 / 1688

Protein 956: pre-mRNA-processing factor 17 [Homo sapiens]
Accession: gi|7706657 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.5
Database Date: 2015-11-30 pI: 6.7
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

2547 1 885.0863 167.56 2 62.3 12.8 1 239-252 K.TILHVKEMYDYQGR.S Oxidation: 8



Detailed Protein Report
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Protein 957: 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
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Protein 958: cytoplasmic FMR1-interacting protein 1 isoform b [Homo sapiens]
Accession: gi|74271907 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.4
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.34 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

199 1 797.8837 -38.98 2 32.2 12.8 1 436-448 R.TVLPFSQEFQRDK.Q MD:MU 1.34



Detailed Protein Report

1237 / 1688

Protein 959: PREDICTED: protein SON isoform X3 [Homo sapiens]
Accession: gi|578836658 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 228.0
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1



Detailed Protein Report

1238 / 1688



Detailed Protein Report

1239 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1493 1 513.1115 -200.27 2 48.3 12.8 0 1073-
1081

R.SMMSPMADR.S



Detailed Protein Report
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Protein 960: chorionic somatomammotropin hormone-like 1 isoform 3 [Homo sapiens]
Accession: gi|38201628 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.9
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1804 1 898.8338 -109.46 2 52.4 12.8 2 96-109 K.NYGLLHCFRKDMDK.V Carbamidomethyl: 7



Detailed Protein Report
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Protein 961: ankyrin repeat and zinc finger domain-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|544346294 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.5
Database Date: 2015-11-30 pI: 10.3

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

922 1 529.2971 18.15 2 41.1 12.8 0 67-76 R.DLLAGPSWAK.A



Detailed Protein Report
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Protein 962: anaphase-promoting complex subunit 2 [Homo sapiens]
Accession: gi|7019327 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.8
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

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 963: 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

1244 / 1688

Protein 964: SLAM family member 5 isoform 1 precursor [Homo sapiens]
Accession: gi|296434285 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.8
Database Date: 2015-11-30 pI: 6.7

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

1955 1 899.3551 -106.90 2 54.3 12.8 1 253-268 R.QGRIFPEGSCLNTFTK.N



Detailed Protein Report
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Protein 965: 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
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Protein 966: 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
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Protein 967: PREDICTED: protein FAM189A2 isoform X4 [Homo sapiens]
Accession: gi|530391776 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.0
Database Date: 2015-11-30 pI: 8.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2134 1 788.3187 -168.98 2 56.6 12.8 0 271-284 R.VEAERPHSLIGVIR.E



Detailed Protein Report
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Protein 968: PREDICTED: neuroblastoma breakpoint family member 20 isoform X3 [Homo sapiens]
Accession: gi|530429910 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.1
Database Date: 2015-11-30 pI: 4.5

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530433897 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  neuroblastoma  breakpoint  family  member  20  isoform  
X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2087 1 958.8549 -151.09 2 56.0 12.7 2 182-198 K.VLESSAPREVQKTEESK.V



Detailed Protein Report
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Protein 969: 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
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Protein 970: PREDICTED: apoptosis-enhancing nuclease isoform X4 [Homo sapiens]
Accession: gi|578827297 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 12.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

677 1 752.8492 -44.65 2 38.0 12.7 2 69-83 R.RAVGAGLARACGSCR.L Carbamidomethyl: 11



Detailed Protein Report
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Protein 971: kelch-like protein 14 [Homo sapiens]
Accession: gi|55741643 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.7
Database Date: 2015-11-30 pI: 6.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2525 1 1155.0426 -61.91 2 61.5 12.7 1 204-222 K.LANKYLVEDVLLLNFEEMR.A



Detailed Protein Report
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Protein 972: 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

1253 / 1688

Protein 973: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

447 1 820.3791 -11.73 3 34.9 12.7 1 276-296 R.EKPYECNECGKAFIQMSNLVR.H



Detailed Protein Report

1254 / 1688

Protein 974: 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

1255 / 1688



Detailed Protein Report

1256 / 1688

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

1257 / 1688

Protein 975: PREDICTED: sphingosine-1-phosphate phosphatase 1 isoform X1 [Homo sapiens]
Accession: gi|578826162 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.6
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

1865 1 682.2712 -143.24 3 53.4 12.7 1 356-373 K.ITIPLACKIFNIPCDDIR.K



Detailed Protein Report

1258 / 1688

Protein 976: 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

1259 / 1688

Protein 977: 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

1260 / 1688

Protein 978: 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

1261 / 1688

Protein 979: PREDICTED: kinesin-like protein KIF3C isoform X1 [Homo sapiens]
Accession: gi|578802893 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.3
Database Date: 2015-11-30 pI: 9.0

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

2412 1 679.1732 -204.17 2 60.5 12.6 0 527-537 R.NIMDHTNEQQK.M



Detailed Protein Report

1262 / 1688

Protein 980: 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

1263 / 1688

Protein 981: 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

1264 / 1688

Protein 982: U3 small nucleolar RNA-associated protein 15 homolog isoform 2 [Homo sapiens]
Accession: gi|548923952 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.3
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

609 1 661.9075 142.03 2 37.2 12.6 1 60-70 R.FKDTAYCATFR.Q



Detailed Protein Report

1265 / 1688

Protein 983: 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

1266 / 1688

Protein 984: cadherin EGF LAG seven-pass G-type receptor 1 precursor [Homo sapiens]
Accession: gi|7656967 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 329.3
Database Date: 2015-11-30 pI: 5.5

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



Detailed Protein Report

1267 / 1688



Detailed Protein Report

1268 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

155 1 855.3273 -115.70 2 31.7 12.6 0 715-730 R.DANSVITYQLTGGNTR.N



Detailed Protein Report

1269 / 1688

Protein 985: zinc finger protein 329 [Homo sapiens]
Accession: gi|71037407 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.7
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 2.8

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



Detailed Protein Report

1270 / 1688

Protein 986: PREDICTED: tau-tubulin kinase 2 isoform X5 [Homo sapiens]
Accession: gi|578826647 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.8
Database Date: 2015-11-30 pI: 6.5
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

1491 1 626.6231 -220.31 2 48.3 12.6 0 312-321 K.DVWEEMDANK.N Oxidation: 6



Detailed Protein Report

1271 / 1688

Protein 987: 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

1272 / 1688

Protein 988: spermatogenesis-associated protein 4 [Homo sapiens]
Accession: gi|31543825 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.7
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 6.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2620 1 973.0041 -42.64 2 62.8 12.5 2 261-279 K.RGRVVPVLPNIGSGGSSHR.E



Detailed Protein Report

1273 / 1688

Protein 989: PREDICTED: zinc finger protein 688 isoform X2 [Homo sapiens]
Accession: gi|530407669 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.4
Database Date: 2015-11-30 pI: 10.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2232 1 1129.1831 83.97 2 57.8 12.5 0 1-21 -.MAPPPAPLLAPRPGETRPGCR.K Carbamidomethyl: 20; 
Oxidation: 1



Detailed Protein Report

1274 / 1688

Protein 990: 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
Quantitation
MD:MU Median: 0.77 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

919 1 662.1519 -199.14 2 40.9 12.5 0 2-15 M.PSCGACTCGAAAVR.L Carbamidomethyl: 3 MD:MU 0.77



Detailed Protein Report

1275 / 1688

Protein 991: 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

1276 / 1688

Protein 992: potassium voltage-gated channel subfamily A member 1 [Homo sapiens]
Accession: gi|119395748 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.4
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2837 1 673.3628 89.35 2 65.9 12.5 0 119-129 K.FYELGEEAMEK.F



Detailed Protein Report

1277 / 1688

Protein 993: PREDICTED: uncharacterized protein C1orf194 isoform X4 [Homo sapiens]
Accession: gi|578798360 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1672 1 881.8269 -144.73 2 50.7 12.5 2 22-36 R.SAERSLCSPRSFLPR.G Carbamidomethyl: 7



Detailed Protein Report

1278 / 1688

Protein 994: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

476 1 599.1470 -198.93 2 35.3 12.5 1 92-102 R.YCAGSCPRGAR.T Carbamidomethyl: 6



Detailed Protein Report

1279 / 1688

Protein 995: 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

1280 / 1688

Protein 996: 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

1281 / 1688

Protein 997: PREDICTED: ras guanyl-releasing protein 3 isoform X2 [Homo sapiens]
Accession: gi|530367447 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.9
Database Date: 2015-11-30 pI: 7.0

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

Quantitation
MD:MU Median: 1.33 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2795 1 958.9896 34.46 2 65.4 12.4 1 98-113 R.MTEEFREVASQLGYEK.H MD:MU 1.33



Detailed Protein Report

1282 / 1688

Protein 998: TBC1 domain family member 22A isoform b [Homo sapiens]
Accession: gi|546231127 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1413 1 816.3918 26.50 2 47.3 12.4 0 124-138 K.SVSESHTSCPAEELR.R



Detailed Protein Report

1283 / 1688

Protein 999: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

890 1 622.8509 51.55 2 40.6 12.4 0 1-11 -.MQAAALPEEIR.W Oxidation: 1



Detailed Protein Report

1284 / 1688

Protein 1000: PREDICTED: nuclear pore membrane glycoprotein 210-like isoform X1 [Homo sapiens]
Accession: gi|578801695 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.6
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1389 1 816.1017 158.52 2 47.0 12.4 1 903-918 R.ATTIGQTTLVAIAKDK.M



Detailed Protein Report

1285 / 1688

Protein 1001: seizure 6-like protein 2 isoform 4 precursor [Homo sapiens]
Accession: gi|166235140 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.8
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2089 2 862.3060 -159.34 2 56.0 12.4 0 247-263 R.IVSPEPGGAVGPNLTCR.W Carbamidomethyl: 16



Detailed Protein Report

1286 / 1688

Protein 1002: 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



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

411 2 537.6424 -263.75 2 34.5 12.4 0 19-28 R.SSMSGLHLVK.Q Oxidation: 3



Detailed Protein Report

1289 / 1688

Protein 1003: PREDICTED: uncharacterized protein LOC100996412 [Homo sapiens]
Accession: gi|530355840 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.5
Database Date: 2015-11-30 pI: 11.0

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

348 1 718.8478 -67.63 2 34.0 12.4 0 122-134 K.AVSHLPITSDQIR.T MD:MU 0.35



Detailed Protein Report

1290 / 1688

Protein 1004: PREDICTED: glycerol-3-phosphate acyltransferase 2, mitochondrial isoform X7 [Homo 
sapiens]

Accession: gi|530368526 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.5
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578803790 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  glycerol-3-phosphate  acyltransferase  2,  mitochondrial  
isoform X21 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

637 1 824.1210 -2.68 3 37.5 12.4 1 245-268 R.KLGGLFLPPEASLSLDSSEGLLAR.A



Detailed Protein Report

1291 / 1688

Protein 1005: 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

1292 / 1688

Protein 1006: Usher syndrome type-1G protein isoform 2 [Homo sapiens]
Accession: gi|542133068 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.9
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

343 2 624.6712 -183.62 2 33.6 12.3 1 2-12 M.AAMKGHMECVR.Y Oxidation: 7



Detailed Protein Report

1293 / 1688

Protein 1007: AT-rich interactive domain-containing protein 1A isoform b [Homo sapiens]
Accession: gi|21264575 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 218.2
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1



Detailed Protein Report

1294 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



Detailed Protein Report

1295 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2386 1 1023.7784 0.96 3 59.7 12.3 1 1817-
1840

K.EEEQDQGVSCNKVEWWWDCLEMLR.E Carbamidomethyl: 19



Detailed Protein Report
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Protein 1008: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1426 1 1011.7261 221.55 1 47.6 12.3 1 44-50 R.WGHRHYR.S



Detailed Protein Report
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Protein 1009: tensin-like C1 domain-containing phosphatase isoform 3 [Homo sapiens]
Accession: gi|38787970 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.7
Database Date: 2015-11-30 pI: 7.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2463 1 701.7422 -179.06 2 60.7 12.3 0 1194-
1206

K.VSAQGITLTDNQR.K



Detailed Protein Report
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Protein 1010: 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 1011: 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 1012: uncharacterized protein C10orf120 [Homo sapiens]
Accession: gi|58218975 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.2
Database Date: 2015-11-30 pI: 10.2

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

1753 1 835.2741 -159.16 2 51.9 12.3 1 314-326 K.TYSLEEESIWKER.M



Detailed Protein Report

1301 / 1688

Protein 1013: sperm-specific antigen 2 isoform 4 [Homo sapiens]
Accession: gi|566559898 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.1
Database Date: 2015-11-30 pI: 5.1
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

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 1014: PREDICTED: sprT-like domain-containing protein Spartan isoform X3 [Homo sapiens]
Accession: gi|578802337 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.2
Database Date: 2015-11-30 pI: 9.4

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

2692 1 848.1258 170.69 2 64.9 12.3 1 302-318 R.GVNGSPRISVTVGNIPK.N



Detailed Protein Report

1303 / 1688

Protein 1015: PREDICTED: afadin isoform X15 [Homo sapiens]
Accession: gi|578812779 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 185.3
Database Date: 2015-11-30 pI: 6.0

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

1199 1 533.6590 -250.21 2 44.6 12.3 0 1502-
1510

R.DLQYITVSK.E



Detailed Protein Report

1304 / 1688

Protein 1016: PREDICTED: serine/threonine-protein kinase ULK2 isoform X1 [Homo sapiens]
Accession: gi|578830126 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.3
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2561 1 913.4770 71.20 2 62.0 12.3 0 721-739 R.TTSVGPSNSGGSLCAMSGR.V Carbamidomethyl: 14



Detailed Protein Report
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Protein 1017: potassium voltage-gated channel subfamily KQT member 2 isoform c [Homo sapiens]
Accession: gi|26051260 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.0
Database Date: 2015-11-30 pI: 10.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1678 1 938.9348 -60.69 2 50.7 12.2 2 398-414 K.DPPPEPSPSQKVSLKDR.V



Detailed Protein Report
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Protein 1018: 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

1307 / 1688

Protein 1019: 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

1308 / 1688

Protein 1020: PREDICTED: uncharacterized protein LOC101928647 [Homo sapiens]
Accession: gi|530368444 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.5
Database Date: 2015-11-30 pI: 12.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

27 1 1182.5709 -22.85 2 29.6 12.2 1 84-103 R.IWVSSCFPCLVTRPVCRGQR.R Carbamidomethyl: 9



Detailed Protein Report
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Protein 1021: glutaredoxin-like protein C5orf63 isoform 2 [Homo sapiens]
Accession: gi|256773203 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.4
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 14.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2192 1 701.3305 -32.95 3 57.6 12.2 0 79-95 K.FDIPVFHLNGQFLMMHR.V



Detailed Protein Report

1310 / 1688

Protein 1022: oxygen-regulated protein 1 [Homo sapiens]
Accession: gi|5454016 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.5
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 0.3
No. of unique Peptides: 1



Detailed Protein Report

1311 / 1688



Detailed Protein Report

1312 / 1688

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



Detailed Protein Report

1313 / 1688

Protein 1023: 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

1314 / 1688

Protein 1024: 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 1025: 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

1316 / 1688

Protein 1026: 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 1027: tumor necrosis factor receptor superfamily member 25 isoform 12 precursor [Homo 
sapiens]

Accession: gi|89142745 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.4
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1768 1 897.9818 53.60 2 51.9 12.2 1 43-58 K.IGLFCCRGCPAGHYLK.A Carbamidomethyl: 9



Detailed Protein Report

1318 / 1688

Protein 1028: PREDICTED: sodium/iodide cotransporter isoform X1 [Homo sapiens]
Accession: gi|530415091 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.4
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1609 1 685.7648 -134.19 2 49.8 12.2 0 369-380 K.KPPGFLPTNEDR.L



Detailed Protein Report

1319 / 1688

Protein 1029: 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

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

1826 1 740.3072 -124.40 2 52.9 12.2 1 312-325 R.LDPGLALGPGERER.L



Detailed Protein Report
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Protein 1030: 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 1031: 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
Quantitation
MD:MU Median: 3.40 CV: 0.00 % No. of 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 Ratios

558 1 786.7320 -166.72 2 36.3 12.1 2 1-13 -.MRRCSLCAFDAAR.G Carbamidomethyl: 4; 
Oxidation: 1

MD:MU 3.40



Detailed Protein Report
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Protein 1032: PREDICTED: kinesin-like protein KIF21A isoform X9 [Homo sapiens]
Accession: gi|530400550 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 179.8
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

383 1 625.4008 133.02 2 34.4 12.1 1 759-768 K.LQQDVMEMKK.T



Detailed Protein Report

1323 / 1688

Protein 1033: dexamethasone-induced Ras-related protein 1 isoform 2 [Homo sapiens]
Accession: gi|317008582 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 1
Quantitation
MD:MU Median: 2.15 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

574 1 469.1205 -305.92 2 36.8 12.1 1 1-8 -.MKLAAMIK.K Oxidation: 1, 6 MD:MU 2.15



Detailed Protein Report

1324 / 1688

Protein 1034: PREDICTED: NADH-cytochrome b5 reductase 2 isoform X4 [Homo sapiens]
Accession: gi|530395471 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 10.4
Modification(s): Oxidation Sequence Coverage [%]: 7.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

13 1 1018.9359 -82.25 2 29.7 12.1 0 239-258 R.MSLIFANQAGSTAQASLLPT.- Oxidation: 1



Detailed Protein Report

1325 / 1688

Protein 1035: 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 1036: PREDICTED: 1-acyl-sn-glycerol-3-phosphate acyltransferase delta isoform X4 [Homo 
sapiens]

Accession: gi|530383876 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.3
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.33 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578812839 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  1-acyl-sn-glycerol-3-phosphate  acyltransferase  delta  
isoform X8 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

862 1 945.8909 -77.27 2 40.2 12.1 1 169-183 K.YFFLIHCEGTRFTEK.K MD:MU 1.33



Detailed Protein Report
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Protein 1037: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

244 1 938.4223 1.97 2 32.4 12.1 1 912-926 R.MLRGYNHQQMSEGHR.Q Oxidation: 1, 10



Detailed Protein Report
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Protein 1038: 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 1039: 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 1040: glutamate receptor ionotropic, NMDA 2A isoform 2 precursor [Homo sapiens]
Accession: gi|197313638 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.3
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2193 1 952.8178 -94.66 2 57.3 12.1 0 1216-
1231

R.SCLSNMPTYSGHFTMR.S Carbamidomethyl: 2; 
Oxidation: 6



Detailed Protein Report
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Protein 1041: 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

1332 / 1688

Protein 1042: PREDICTED: kinesin-like protein KIF24 isoform X3 [Homo sapiens]
Accession: gi|578816480 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.6
Database Date: 2015-11-30 pI: 8.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2259 1 1023.8759 66.82 3 58.1 12.0 2 446-474 R.AALDHSCSPSKGPVDWSRENSTSSGPSPR.D Carbamidomethyl: 7



Detailed Protein Report

1333 / 1688

Protein 1043: 28S ribosomal protein S31, mitochondrial [Homo sapiens]
Accession: gi|186928854 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.3
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

1539 1 660.8309 -18.83 2 48.9 12.0 1 385-395 K.DILKESNIQFN.-



Detailed Protein Report

1334 / 1688

Protein 1044: PREDICTED: multidrug resistance-associated protein 1 isoform X6 [Homo sapiens]
Accession: gi|578828091 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 156.6
Database Date: 2015-11-30 pI: 6.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1249 1 863.6787 164.53 2 45.2 12.0 2 372-386 R.IKLMNEILNGIKVLK.L



Detailed Protein Report

1335 / 1688

Protein 1045: 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

1336 / 1688

Protein 1046: PREDICTED: zinc finger CCCH domain-containing protein 14 isoform X2 [Homo 
sapiens]

Accession: gi|530404628 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.0
Database Date: 2015-11-30 pI: 7.2
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1725 1 1003.7849 -111.00 2 51.4 12.0 0 425-440 K.NQDYYDMESMVHADTR.S Oxidation: 7, 10



Detailed Protein Report

1337 / 1688

Protein 1047: thioredoxin domain-containing protein 16 isoform 2 precursor [Homo sapiens]
Accession: gi|237648961 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.0
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1399 1 720.3692 81.20 2 47.1 12.0 1 762-773 K.CMKETDVQENDK.E



Detailed Protein Report
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Protein 1048: 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 1049: PREDICTED: actin cytoskeleton-regulatory complex protein PAN1-like [Homo sapiens]
Accession: gi|578844820 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.1
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1202 1 863.1498 168.34 2 44.6 12.0 1 150-165 R.AVLAALVEKQQQALSR.F



Detailed Protein Report

1340 / 1688

Protein 1050: PREDICTED: RING finger protein 32 isoform X5 [Homo sapiens]
Accession: gi|578813915 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.1
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2582 1 834.4528 52.62 2 62.8 12.0 2 164-176 K.TCPLCRKNQYQTR.V Carbamidomethyl: 2



Detailed Protein Report

1341 / 1688

Protein 1051: uncharacterized protein C2orf74 isoform 2 [Homo sapiens]
Accession: gi|221139896 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.2
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 11.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530367535 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  C2orf74  isoform  X4  [Homo  
sapiens]

gi|530367533 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  C2orf74  isoform  X3  [Homo  
sapiens]

gi|530367531 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  C2orf74  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

209 1 797.8984 85.12 2 32.3 12.0 0 33-45 R.DMEAEEENQINEK.Q Oxidation: 2



Detailed Protein Report

1342 / 1688

Protein 1052: 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

1343 / 1688

Protein 1053: 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

1344 / 1688



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

970 1 752.3863 -19.92 3 41.7 11.9 2 1021-
1038

R.ERHLFLFEMSLVFSKEVK.D Oxidation: 9



Detailed Protein Report

1346 / 1688

Protein 1054: helicase SRCAP [Homo sapiens]
Accession: gi|146219843 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.3
Database Date: 2015-11-30 pI: 5.6

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



Detailed Protein Report

1347 / 1688



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

1273 1 863.9281 -68.36 2 45.5 11.9 2 3195-
3209

R.RLVGTTNQGDQRILR.S



Detailed Protein Report

1349 / 1688

Protein 1055: kinesin-like protein KIF1C [Homo sapiens]
Accession: gi|40254834 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.9
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.6
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



Detailed Protein Report
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Protein 1056: 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

1351 / 1688

Protein 1057: 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

1352 / 1688

Protein 1058: glutamate receptor 3 isoform 2 precursor [Homo sapiens]
Accession: gi|163659858 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.0
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2723 2 840.9077 -17.43 2 64.4 11.9 2 213-225 R.QEKRYLIDCEVER.I



Detailed Protein Report

1353 / 1688

Protein 1059: PREDICTED: sushi domain-containing protein 3 isoform X1 [Homo sapiens]
Accession: gi|578817174 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.9
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

589 1 697.2029 -172.10 2 36.9 11.9 1 1-12 -.MPQCLREGTCAK.L Carbamidomethyl: 10



Detailed Protein Report
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Protein 1060: transmembrane channel-like protein 1 [Homo sapiens]
Accession: gi|21071070 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.7
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1300 1 1061.6254 28.57 3 45.9 11.9 2 363-389 R.FLRFLANFFVFLTLGGSGYLIFWAVKR.S



Detailed Protein Report

1355 / 1688

Protein 1061: PREDICTED: chromobox protein homolog 7 isoform X1 [Homo sapiens]
Accession: gi|530419688 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.9
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 11.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2341 1 1002.7057 145.46 2 59.1 11.9 2 2-19 M.ELSAIGEQVFAVESIRKK.R



Detailed Protein Report
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Protein 1062: leucine-rich repeat and WD repeat-containing protein KIAA1239 [Homo sapiens]
Accession: gi|222418587 Score: 11.9
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 [%]: 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

1455 1 829.0640 130.95 2 48.0 11.9 2 575-587 R.KMCSQVLKHQLLR.V Carbamidomethyl: 3; 
Oxidation: 2



Detailed Protein Report
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Protein 1063: 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

1358 / 1688

Protein 1064: 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 1065: PREDICTED: HAUS augmin-like complex subunit 5 isoform X2 [Homo sapiens]
Accession: gi|578834213 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.7
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1924 1 902.3552 -97.62 2 53.9 11.9 0 89-103 R.AEIQELDQSLELMER.D



Detailed Protein Report
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Protein 1066: PREDICTED: LOW QUALITY PROTEIN: armadillo repeat-containing protein 4-like 
[Homo sapiens]

Accession: gi|578818723 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.5
Database Date: 2015-11-30 pI: 10.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2526 1 410.2347 36.76 2 61.5 11.9 1 60-67 K.DISGSGKR.S



Detailed Protein Report
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Protein 1067: ras-related protein Rab-5C isoform a [Homo sapiens]
Accession: gi|41393545 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.5
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|41393614 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ras-related protein Rab-5C isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2013 1 698.2912 -157.69 2 55.1 11.8 0 122-135 R.QASPNIVIALAGNK.A



Detailed Protein Report

1362 / 1688

Protein 1068: zinc finger protein 48 isoform 2 [Homo sapiens]
Accession: gi|333805600 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.0
Database Date: 2015-11-30 pI: 11.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

139 1 707.7910 -32.11 2 31.5 11.8 1 99-112 K.CGICGKGFGDSSAR.I Carbamidomethyl: 1



Detailed Protein Report

1363 / 1688

Protein 1069: 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

1364 / 1688

Protein 1070: MAD2L1-binding protein isoform 2 [Homo sapiens]
Accession: gi|7661918 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1913 1 599.9134 -68.59 3 53.8 11.8 1 220-233 R.NCGEDWFRPKLNYR.V



Detailed Protein Report

1365 / 1688

Protein 1071: 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

1366 / 1688

Protein 1072: PREDICTED: ral GTPase-activating protein subunit alpha-1 isoform X15 [Homo 
sapiens]

Accession: gi|578825686 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.2
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 0.7

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.27 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z z Rt
[min]

Score P Range Sequence Modification Ratios



Detailed Protein Report

1367 / 1688

[ppm]

800 1 709.3960 15.98 2 39.5 11.8 2 1-12 -.MFSKKPHGDVKK.S Oxidation: 1 MD:MU 1.27



Detailed Protein Report

1368 / 1688

Protein 1073: transmembrane protein 126A isoform 1 [Homo sapiens]
Accession: gi|14150017 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.5
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 14.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1779 1 1011.6290 57.94 3 52.1 11.8 2 57-84 R.ILNVTKARIAAGLPMAGIPFLTTDLTYR.C Oxidation: 15



Detailed Protein Report
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Protein 1074: 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

1370 / 1688

Protein 1075: 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
Quantitation
MD:MU Median: 2.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1525 1 648.1346 -228.79 2 48.9 11.8 0 457-466 R.SFCHPEPHER.D Carbamidomethyl: 3 MD:MU 2.06



Detailed Protein Report

1371 / 1688

Protein 1076: PREDICTED: bcl-2-binding component 3-like [Homo sapiens]
Accession: gi|578822726 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.5
Database Date: 2015-11-30 pI: 12.2

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

880 1 647.6499 -213.56 2 40.5 11.8 0 97-110 K.ESGGAGGCLTAESR.A



Detailed Protein Report

1372 / 1688

Protein 1077: 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
MD:MU Median: 2.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1981 1 766.2302 -146.68 2 54.9 11.8 2 1-11 -.MNRKCFEEDFR.I Carbamidomethyl: 5 MD:MU 2.06



Detailed Protein Report

1373 / 1688

Protein 1078: TBC1 domain family member 16 isoform d [Homo sapiens]
Accession: gi|427918115 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1
Quantitation
MD:MU Median: 2.19 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

909 1 756.2387 -174.82 2 40.8 11.8 1 3-15 K.VAPDKTCMQFSIR.R Oxidation: 8 MD:MU 2.19



Detailed Protein Report

1374 / 1688

Protein 1079: PREDICTED: myb/SANT-like DNA-binding domain-containing protein 2 isoform X4 
[Homo sapiens]

Accession: gi|530398384 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578822380 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: myb/SANT-like DNA-binding domain-containing protein 
2 isoform X8 [Homo sapiens]

gi|578822376 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: myb/SANT-like DNA-binding domain-containing protein 
2 isoform X6 [Homo sapiens]

gi|578822374 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: myb/SANT-like DNA-binding domain-containing protein 
2 isoform X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

975 1 955.7195 -97.68 3 41.8 11.7 1 269-294 K.TFSKDWVGINGFLSQNCIVDPGVSPK.S Carbamidomethyl: 17



Detailed Protein Report

1375 / 1688

Protein 1080: SH2 domain-containing protein 4B isoform 2 [Homo sapiens]
Accession: gi|224591408 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 7.9

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

Quantitation
MD:MU Median: 1.37 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1450 1 783.3926 -44.00 2 47.8 11.7 1 194-208 R.AIQKGTVAGLSSMFR.E MD:MU 1.37



Detailed Protein Report

1376 / 1688

Protein 1081: 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

1377 / 1688

Protein 1082: 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

1378 / 1688

Protein 1083: dyslexia-associated protein KIAA0319 isoform b [Homo sapiens]
Accession: gi|270265853 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.0
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2035 1 939.3035 -136.81 2 55.6 11.7 2 4-20 R.LGWPSPCCARKQCSEGR.T



Detailed Protein Report

1379 / 1688

Protein 1084: PREDICTED: bone morphogenetic protein 5 isoform X3 [Homo sapiens]
Accession: gi|530382406 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.5
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2529 1 941.9279 -93.60 2 61.6 11.7 1 298-313 K.QPFMVAFFKASEVLLR.S



Detailed Protein Report

1380 / 1688

Protein 1085: Krueppel-related zinc finger protein 1 [Homo sapiens]
Accession: gi|32401441 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.1
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

952 1 584.2074 -228.39 2 41.5 11.7 1 564-572 R.QKPNLFRHK.R



Detailed Protein Report

1381 / 1688

Protein 1086: 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

1382 / 1688

Protein 1087: glutathione peroxidase 3 precursor [Homo sapiens]
Accession: gi|6006001 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.6
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 7.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2604 1 973.9996 -12.90 2 62.6 11.7 1 186-201 K.FLVGPDGIPIMRWHHR.T Oxidation: 11



Detailed Protein Report

1383 / 1688

Protein 1088: 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

1384 / 1688



Detailed Protein Report

1385 / 1688

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

1386 / 1688

Protein 1089: 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

1387 / 1688

Protein 1090: putative sodium-coupled neutral amino acid transporter 10 isoform b [Homo sapiens]
Accession: gi|20070376 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.3
Database Date: 2015-11-30 pI: 5.8
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

2229 1 701.2999 -60.69 3 57.7 11.7 0 275-293 R.VGFMMSVAVGFPMMILPCR.Q Oxidation: 13



Detailed Protein Report

1388 / 1688

Protein 1091: 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

1389 / 1688

Protein 1092: zinc finger protein 721 [Homo sapiens]
Accession: gi|119120877 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.4
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1666 1 938.9110 -24.87 2 50.6 11.7 2 223-238 K.CKECGKAFMHSSHLNK.H Carbamidomethyl: 1



Detailed Protein Report

1390 / 1688

Protein 1093: HHIP-like protein 1 isoform b precursor [Homo sapiens]
Accession: gi|187936953 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.8
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1490 1 670.7423 81.50 3 48.3 11.7 0 209-225 R.FFVAEQVGLVWAYLPDR.S



Detailed Protein Report

1391 / 1688

Protein 1094: zinc finger protein ZIC 5 [Homo sapiens]
Accession: gi|118766337 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.4
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2142 1 1052.3280 -209.35 1 57.0 11.7 2 531-539 R.KFANSSDRK.K



Detailed Protein Report

1392 / 1688

Protein 1095: PREDICTED: protein Mpv17 isoform X2 [Homo sapiens]
Accession: gi|530367613 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.7
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 14.6

No. of unique Peptides: 1
Quantitation
MD:MU 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

40 1 712.6492 -92.66 3 30.2 11.6 0 102-119 R.LAVVQCVAVIWNSYLSWK.A Carbamidomethyl: 6 MD:MU 1.06



Detailed Protein Report

1393 / 1688

Protein 1096: PREDICTED: protein naked cuticle homolog 1 isoform X1 [Homo sapiens]
Accession: gi|530424451 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.9
Database Date: 2015-11-30 pI: 9.8

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

961 1 984.1419 -57.78 3 41.5 11.6 2 92-117 K.RSVLVNQADLQSARPRAETKPTEDLR.S



Detailed Protein Report

1394 / 1688

Protein 1097: 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

1395 / 1688

Protein 1098: PREDICTED: neuronal PAS domain-containing protein 2 isoform X8 [Homo sapiens]
Accession: gi|530368679 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.1
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

169 1 492.6415 18.04 3 31.8 11.6 1 111-123 K.TTVLEKVIGFLQK.H



Detailed Protein Report

1396 / 1688

Protein 1099: peptidyl-prolyl cis-trans isomerase FKBP14 precursor [Homo sapiens]
Accession: gi|8923659 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.2
Database Date: 2015-11-30 pI: 5.7
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

1519 1 949.1468 106.56 2 48.7 11.6 2 29-43 K.IEVLQKPFICHRKTK.G Carbamidomethyl: 10



Detailed Protein Report

1397 / 1688

Protein 1100: 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

1398 / 1688

Protein 1101: rhomboid-related protein 1 isoform 1 [Homo sapiens]
Accession: gi|523704585 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1780 1 898.8434 -152.71 2 52.1 11.6 1 86-102 R.ALPRDGPLDEPGLGVYK.R



Detailed Protein Report

1399 / 1688

Protein 1102: 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

1400 / 1688

Protein 1103: 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
MD:MU Median: 2.15 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

539 1 469.1399 -214.38 2 36.1 11.6 0 1130-
1138

K.GATVYSPSR.Y MD:MU 2.15



Detailed Protein Report

1401 / 1688

Protein 1104: 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



Detailed Protein Report

1402 / 1688



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

1404 1 816.5863 183.79 1 47.3 11.6 0 1984-
1990

K.VFTHQGK.V



Detailed Protein Report

1404 / 1688

Protein 1105: V-type proton ATPase subunit E 1 isoform c [Homo sapiens]
Accession: gi|87159818 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.7
Database Date: 2015-11-30 pI: 7.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

428 1 645.8393 -21.26 2 35.0 11.5 2 106-115 R.CRKQDFPLVK.A Carbamidomethyl: 1



Detailed Protein Report

1405 / 1688

Protein 1106: Krueppel-like factor 9 [Homo sapiens]
Accession: gi|4557375 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.2
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.5

No. of unique Peptides: 1
Quantitation
MD:MU Median: 5.20 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

344 1 646.6642 -214.55 2 34.0 11.5 2 142-152 K.RHKCPYSGCGK.V Carbamidomethyl: 4 MD:MU 5.20



Detailed Protein Report

1406 / 1688

Protein 1107: protein RRP5 homolog [Homo sapiens]
Accession: gi|70980549 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.6
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1880 1 835.3213 -94.03 2 53.4 11.5 0 72-85 K.FEILSVESLCEGMR.I Carbamidomethyl: 10



Detailed Protein Report

1408 / 1688

Protein 1108: PREDICTED: adenylate cyclase type 10 isoform X2 [Homo sapiens]
Accession: gi|530365058 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.1
Database Date: 2015-11-30 pI: 6.5

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

249 1 679.3367 30.50 2 32.5 11.5 0 469-480 K.VMFGMACLICNR.K



Detailed Protein Report

1409 / 1688

Protein 1109: syntaxin-10 isoform 3 [Homo sapiens]
Accession: gi|410110902 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 5.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2650 1 686.8825 94.84 2 63.2 11.5 0 219-231 K.VSHMTSGESPQGR.G



Detailed Protein Report

1410 / 1688

Protein 1110: 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

1411 / 1688

Protein 1111: arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 1 [Homo 
sapiens]

Accession: gi|7661880 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.5
Database Date: 2015-11-30 pI: 8.7
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

1185 1 984.5174 36.04 2 44.4 11.5 2 1-16 -.MTVKLDFEECLKDSPR.F Carbamidomethyl: 10



Detailed Protein Report

1412 / 1688

Protein 1112: 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

1413 / 1688

Protein 1113: long-chain-fatty-acid--CoA ligase 6 isoform f [Homo sapiens]
Accession: gi|327412329 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.2
Database Date: 2015-11-30 pI: 7.8

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

631 1 766.4842 76.45 2 37.4 11.5 0 188-200 K.LIILMDPFEEALK.E



Detailed Protein Report

1414 / 1688

Protein 1114: 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

1415 / 1688

Protein 1115: presqualene diphosphate phosphatase [Homo sapiens]
Accession: gi|66773040 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.2
Database Date: 2015-11-30 pI: 11.2

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

97 1 767.6746 -69.94 3 30.9 11.5 2 189-207 R.RRRPAHNQMDMFVTLSVDK.Y



Detailed Protein Report

1416 / 1688

Protein 1116: PREDICTED: protein PRRC2C isoform X16 [Homo sapiens]
Accession: gi|530364444 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 296.8
Database Date: 2015-11-30 pI: 9.4

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



Detailed Protein Report

1417 / 1688



Detailed Protein Report

1418 / 1688

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



Detailed Protein Report

1419 / 1688

Protein 1117: Lebercilin [Homo sapiens]
Accession: gi|170650670 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.5
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530383030 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: Lebercilin isoform X2 [Homo sapiens]

gi|170650672 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

Lebercilin [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

96 1 820.3387 -82.67 3 30.9 11.5 1 621-644 K.SSDPNSVASSKGDIDPLNFLPGNK.G



Detailed Protein Report

1420 / 1688

Protein 1118: 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

1421 / 1688

Protein 1119: PREDICTED: collagen alpha-1(III) chain-like [Homo sapiens]
Accession: gi|530436794 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.9
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

355 1 528.6942 -187.78 2 34.1 11.5 0 257-267 R.GSVPAALASQR.H



Detailed Protein Report

1422 / 1688

Protein 1120: epithelial splicing regulatory protein 1 isoform 5 [Homo sapiens]
Accession: gi|170763533 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.2
Database Date: 2015-11-30 pI: 6.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2627 1 863.9392 -38.81 2 62.9 11.5 1 247-264 K.GLNIAKGGAALCLNAQGR.R



Detailed Protein Report

1423 / 1688

Protein 1121: PREDICTED: signal-induced proliferation-associated 1-like protein 2 isoform X8 
[Homo sapiens]

Accession: gi|578802290 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 188.3
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1759 1 1057.1731 7.31 3 51.8 11.5 0 40-73 K.AINGNMGPTTSLNASNSNETGGGGPANGTPAVPK.M Oxidation: 6



Detailed Protein Report

1424 / 1688

Protein 1122: 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

1425 / 1688

Protein 1123: sorting nexin-5 isoform b [Homo sapiens]
Accession: gi|540344544 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.9
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2099 1 938.3578 -137.94 2 56.1 11.5 1 192-206 R.YYMLNIEAAKDLLYR.R



Detailed Protein Report

1426 / 1688

Protein 1124: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

730 1 683.3948 125.77 2 38.5 11.5 0 233-244 K.SHVYSLEGQDCK.Y



Detailed Protein Report

1427 / 1688

Protein 1125: PREDICTED: zinc finger protein 638 isoform X4 [Homo sapiens]
Accession: gi|530367482 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.5
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

450 1 658.3852 -7.72 2 35.3 11.4 1 809-819 K.VNDVLIVPYRK.E



Detailed Protein Report

1428 / 1688

Protein 1126: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

507 1 809.7240 -171.17 2 35.7 11.4 1 307-320 R.QTWSRFHCPGQGSQ.-



Detailed Protein Report

1429 / 1688

Protein 1127: PREDICTED: A-kinase anchor protein 13 isoform X16 [Homo sapiens]
Accession: gi|530407008 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.7
Database Date: 2015-11-30 pI: 6.5

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

2281 1 557.4292 158.24 3 58.4 11.4 2 239-252 R.VLGDVVRRPPIHRR.S



Detailed Protein Report

1430 / 1688

Protein 1128: coilin [Homo sapiens]
Accession: gi|4758024 Score: 11.4
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

1773 1 835.3568 -43.51 2 52.0 11.4 2 132-144 K.HWKSRENNNNNEK.V



Detailed Protein Report

1431 / 1688

Protein 1129: zinc finger and BTB domain-containing protein 10 isoform c [Homo sapiens]
Accession: gi|460417313 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.9
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1822 1 861.7800 -131.73 2 52.6 11.4 2 505-519 R.HGSRRYGVCVDCADK.S Carbamidomethyl: 12



Detailed Protein Report

1432 / 1688

Protein 1130: cytoplasmic tRNA 2-thiolation protein 1 [Homo sapiens]
Accession: gi|222537719 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 11.5
Modification(s): Oxidation Sequence Coverage [%]: 8.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1669 1 1061.1845 -12.16 3 50.6 11.4 1 105-132 R.QAARWELPLTVVAYEDLFGGWTMDAVAR.S Oxidation: 23



Detailed Protein Report

1433 / 1688

Protein 1131: 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

1434 / 1688

Protein 1132: PREDICTED: persulfide dioxygenase ETHE1, mitochondrial isoform X3 [Homo 
sapiens]

Accession: gi|530416070 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.5

No. of unique Peptides: 1
Quantitation
MD:MU 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

197 1 903.9342 -44.66 2 32.2 11.4 1 87-101 R.TLNPRLTLSCEEFVK.I Carbamidomethyl: 10 MD:MU 0.60



Detailed Protein Report

1435 / 1688

Protein 1133: amiloride-sensitive sodium channel subunit beta [Homo sapiens]
Accession: gi|124301196 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.6
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1807 1 568.7511 -2.30 2 52.6 11.4 0 389-397 R.SCFQDHMIR.N



Detailed Protein Report

1436 / 1688

Protein 1134: dnaJ homolog subfamily C member 14 [Homo sapiens]
Accession: gi|119943096 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.5
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1599 1 820.8799 15.70 2 49.7 11.4 2 552-564 R.EPKSARYCAECNR.L Carbamidomethyl: 8, 11 MD:MU 1.03



Detailed Protein Report
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Protein 1135: PREDICTED: multiple epidermal growth factor-like domains protein 6 isoform X4 
[Homo sapiens]

Accession: gi|578798522 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

1769 1 682.2402 -68.51 3 52.1 11.4 0 704-721 R.GTFCEHACPAGFFGLDCR.S Carbamidomethyl: 4, 17



Detailed Protein Report

1438 / 1688

Protein 1136: putative protein FAM47C [Homo sapiens]
Accession: gi|61966919 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.3
Database Date: 2015-11-30 pI: 6.8
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

2436 1 822.6843 -57.00 3 60.8 11.4 0 567-588 R.MYSLRPEPPDTGVSHLCPEPPK.T Oxidation: 1



Detailed Protein Report

1439 / 1688

Protein 1137: 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

1440 / 1688

Protein 1138: PREDICTED: cell death activator CIDE-A isoform X1 [Homo sapiens]
Accession: gi|578832070 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.7
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 10.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1540 1 699.3756 -6.91 2 48.9 11.4 1 25-36 R.SGIARVTFDLYR.L



Detailed Protein Report

1441 / 1688

Protein 1139: 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

1442 / 1688

Protein 1140: spindle and kinetochore-associated protein 3 isoform 2 [Homo sapiens]
Accession: gi|260763912 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.9
Database Date: 2015-11-30 pI: 4.7

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

1798 1 716.2952 -131.52 3 52.3 11.4 1 367-383 K.IPEDILQKFQWIYPTQK.L



Detailed Protein Report

1443 / 1688

Protein 1141: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1627 1 698.3584 -25.47 2 50.2 11.4 1 372-383 K.SRELNNVHTAVR.S



Detailed Protein Report

1444 / 1688

Protein 1142: 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

1445 / 1688

Protein 1143: PREDICTED: coiled-coil domain-containing protein 9 isoform X4 [Homo sapiens]
Accession: gi|578834259 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.34 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

795 1 848.9510 49.56 2 39.5 11.4 1 243-259 R.RAGLGSAGDMTLSMTGR.E Oxidation: 14 MD:MU 1.34



Detailed Protein Report

1446 / 1688

Protein 1144: 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

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

758 1 647.6599 -226.81 2 38.8 11.4 0 820-830 K.AAMCKPLMQNR.G Oxidation: 3, 8



Detailed Protein Report

1447 / 1688

Protein 1145: deoxyribonuclease-1-like 1 precursor [Homo sapiens]
Accession: gi|5803007 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.9
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530430464 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: deoxyribonuclease-1-like 1 isoform X1 [Homo sapiens]

gi|58430946 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

deoxyribonuclease-1-like 1 precursor [Homo sapiens]

gi|58430944 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

deoxyribonuclease-1-like 1 precursor [Homo sapiens]

gi|58430942 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

deoxyribonuclease-1-like 1 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

35 1 1080.5173 4.02 2 30.1 11.3 2 220-237 R.ASTHCTYDRVVLHGERCR.S Carbamidomethyl: 5



Detailed Protein Report

1448 / 1688

Protein 1146: 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

1449 / 1688

Protein 1147: tripartite motif-containing protein 46 isoform 6 [Homo sapiens]
Accession: gi|538260579 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.7
Database Date: 2015-11-30 pI: 10.0
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

1266 1 1023.3521 -106.79 2 45.5 11.3 0 2-19 M.AEGEDMQTFTSIMDALVR.I Oxidation: 6, 13



Detailed Protein Report

1450 / 1688

Protein 1148: 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

1451 / 1688

Protein 1149: putative tyrosine-protein phosphatase auxilin isoform 3 [Homo sapiens]
Accession: gi|379030617 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.6
Database Date: 2015-11-30 pI: 7.1
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

1549 1 1052.1533 -35.54 3 49.1 11.3 2 108-133 K.FHSRVSECSWPIRQAPSLHNLFAVCR.N Carbamidomethyl: 8, 25



Detailed Protein Report

1452 / 1688

Protein 1150: PREDICTED: phosphatidylinositide phosphatase SAC2 isoform X2 [Homo sapiens]
Accession: gi|578819140 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 8.5

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

Quantitation
MD:MU 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

1347 1 727.4089 -26.13 2 46.5 11.3 1 371-383 K.KQVIINLVDQAGR.E MD:MU 1.10



Detailed Protein Report

1453 / 1688

Protein 1151: 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

Quantitation
MD:MU Median: 1.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1556 1 853.3369 -142.17 2 49.3 11.3 1 205-222 R.GGALNRALAAANAAPDPR.A MD:MU 1.30



Detailed Protein Report

1454 / 1688

Protein 1152: alpha-synuclein isoform NACP112 [Homo sapiens]
Accession: gi|6806898 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.4
Database Date: 2015-11-30 pI: 9.0

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

Quantitation
MD:MU Median: 3.93 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

2558 1 648.3654 21.74 2 62.0 11.3 0 46-58 K.EGVVHGVATVAEK.T MD:MU 3.93



Detailed Protein Report

1455 / 1688

Protein 1153: macrophage scavenger receptor types I and II isoform type 2 [Homo sapiens]
Accession: gi|4505259 Score: 11.3
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

2549 1 913.4434 -93.02 2 61.8 11.3 2 242-257 K.GEVKVLNNITNDLRLK.D



Detailed Protein Report

1456 / 1688

Protein 1154: prostate-specific antigen isoform 4 preproprotein [Homo sapiens]
Accession: gi|71834855 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.7
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 11.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

801 1 1419.2740 37.23 2 39.6 11.3 1 69-94 R.KPGDDSSHDLMLLRLSEPAELTDAVK.V



Detailed Protein Report

1457 / 1688

Protein 1155: PREDICTED: 5'-AMP-activated protein kinase catalytic subunit alpha-1 isoform X1 
[Homo sapiens]

Accession: gi|578809939 Score: 11.3
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
MD:MU 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

174 1 424.2184 0.90 3 31.6 11.3 1 157-166 K.HMLQVDPMKR.A Oxidation: 8 MD:MU 0.75



Detailed Protein Report

1458 / 1688

Protein 1156: 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

1459 / 1688

Protein 1157: PREDICTED: transmembrane channel-like protein 6 isoform X4 [Homo sapiens]
Accession: gi|530411463 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.8
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

300 1 646.8066 -31.67 4 33.4 11.3 1 145-167 R.VGSTSGIHAITVFCSWDYKVTQK.R Carbamidomethyl: 14



Detailed Protein Report

1460 / 1688

Protein 1158: short-chain dehydrogenase/reductase family 42E member 1 [Homo sapiens]
Accession: gi|116268111 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.3
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 4.8
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530424544 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  short-chain  dehydrogenase/reductase  family  42E  
member 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2676 1 1045.0263 -17.77 2 63.6 11.3 2 5-23 K.RSQKESVLITGGSGYFGFR.L



Detailed Protein Report

1461 / 1688

Protein 1159: elongator complex protein 1 [Homo sapiens]
Accession: gi|38569394 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 150.2
Database Date: 2015-11-30 pI: 5.6

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

2081 1 938.3438 -121.46 2 56.2 11.3 0 53-70 K.NEVSLVAEGFLPEDGSGR.I



Detailed Protein Report

1462 / 1688

Protein 1160: PREDICTED: nuclear receptor subfamily 2 group C member 2 isoform X1 [Homo 
sapiens]

Accession: gi|530373071 Score: 11.2
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

1237 1 695.9289 -62.05 2 45.1 11.2 2 540-551 R.LARILVRLPALR.L



Detailed Protein Report

1463 / 1688

Protein 1161: 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

1464 / 1688

Protein 1162: 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

1465 / 1688

Protein 1163: PREDICTED: serine/threonine-protein kinase TAO3 isoform X4 [Homo sapiens]
Accession: gi|578823854 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.7
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1644 1 803.6077 180.34 2 50.3 11.2 2 478-490 R.RQHQKQLIALENK.L



Detailed Protein Report

1466 / 1688

Protein 1164: matrin-3 isoform c [Homo sapiens]
Accession: gi|533112484 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2783 1 973.5180 13.43 2 65.2 11.2 2 54-69 K.GRVETSRVVHIMDFQR.G Oxidation: 12



Detailed Protein Report

1467 / 1688

Protein 1165: 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

1468 / 1688

Protein 1166: 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

1469 / 1688

Protein 1167: xin actin-binding repeat-containing protein 2 isoform 5 [Homo sapiens]
Accession: gi|312433988 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.8
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.75 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

2325 1 805.7815 -141.84 2 58.9 11.2 0 94-107 K.IDVHGTEMVSHLEK.H Oxidation: 8 MD:MU 1.75



Detailed Protein Report

1470 / 1688

Protein 1168: 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

1471 / 1688

Protein 1169: 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

1472 / 1688

Protein 1170: fatty aldehyde dehydrogenase isoform 1 [Homo sapiens]
Accession: gi|73466520 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.6
Database Date: 2015-11-30 pI: 9.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1203 1 661.1025 -12.99 3 44.6 11.2 1 464-482 K.LGLLLLTFLGIVAAVLVKK.Y



Detailed Protein Report

1473 / 1688

Protein 1171: mitogen-activated protein kinase 4 [Homo sapiens]
Accession: gi|89276769 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.9
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530413856 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  mitogen-activated  protein  kinase  4  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1554 1 977.3310 -137.30 2 49.1 11.2 0 209-226 K.AIDMWAAGCILAEMLTGR.M Oxidation: 4, 14



Detailed Protein Report

1474 / 1688

Protein 1172: 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

1475 / 1688

Protein 1173: 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

1476 / 1688

Protein 1174: COP9 signalosome complex subunit 4 isoform 2 [Homo sapiens]
Accession: gi|384367993 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2784 1 696.7062 37.74 3 65.2 11.2 1 255-271 R.CQQLAAYGILEKMYLDR.I Carbamidomethyl: 1; 
Oxidation: 13



Detailed Protein Report

1477 / 1688

Protein 1175: PREDICTED: guanylate-binding protein 6 isoform X2 [Homo sapiens]
Accession: gi|530361969 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.1
Database Date: 2015-11-30 pI: 6.0

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

1393 1 927.1317 -42.53 3 47.0 11.2 1 2-25 M.STINHQALEQLHYVTELTELIKAK.S



Detailed Protein Report

1478 / 1688

Protein 1176: pentatricopeptide repeat domain-containing protein 3, mitochondrial precursor [Homo 
sapiens]

Accession: gi|38683855 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.5
Database Date: 2015-11-30 pI: 6.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1587 1 820.8460 -154.50 2 49.6 11.2 1 345-358 R.FHVFARSPALQVLR.E



Detailed Protein Report

1479 / 1688

Protein 1177: 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

1480 / 1688

Protein 1178: RNA-binding protein 40 [Homo sapiens]
Accession: gi|40538732 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1430 1 955.9503 -90.67 2 47.5 11.1 2 257-272 R.MNKLMELANLQPKRPK.T



Detailed Protein Report

1481 / 1688

Protein 1179: dickkopf-related protein 3 precursor [Homo sapiens]
Accession: gi|40548389 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 4.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.4

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578820415 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: dickkopf-related protein 3 isoform X2 [Homo sapiens]

gi|66346689 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

dickkopf-related protein 3 precursor [Homo sapiens]

gi|40548393 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

dickkopf-related protein 3 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2160 1 1045.4020 -30.23 3 56.9 11.1 2 176-201 R.MLCTRDSECCGDQLCVWGHCTKMATR.G Carbamidomethyl: 3, 15, 
20; Oxidation: 23



Detailed Protein Report

1482 / 1688

Protein 1180: PREDICTED: uncharacterized protein LOC102723865 [Homo sapiens]
Accession: gi|578795329 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.3
Database Date: 2015-11-30 pI: 12.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578843767 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC102723865  [Homo  
sapiens]

gi|578810067 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  LOC102723865  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2508 1 701.6144 -172.95 2 61.3 11.1 0 222-232 K.HYGADQCTCCM.- Carbamidomethyl: 7, 9, 10



Detailed Protein Report

1483 / 1688

Protein 1181: PREDICTED: rho GTPase-activating protein 29 isoform X1 [Homo sapiens]
Accession: gi|578800119 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.7
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 0.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

626 1 512.1199 -274.76 2 37.2 11.1 1 995-1004 R.KDAATTVCSK.F



Detailed Protein Report

1484 / 1688

Protein 1182: 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

1485 / 1688

Protein 1183: 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

1486 / 1688

Protein 1184: tyrosine-protein kinase CSK [Homo sapiens]
Accession: gi|4758078 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.7
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530405396 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: tyrosine-protein kinase CSK isoform X1 [Homo sapiens]

gi|187475373 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tyrosine-protein kinase CSK [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1966 2 616.2745 -102.45 2 54.5 11.1 0 57-67 R.EGIIPANYVQK.R



Detailed Protein Report

1487 / 1688

Protein 1185: spermatogenesis-associated protein 31D1 [Homo sapiens]
Accession: gi|48717285 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.5
Database Date: 2015-11-30 pI: 10.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1691 1 900.9255 -88.98 2 50.9 11.1 1 95-111 K.LLSLLKSFGPPVSCSPR.G



Detailed Protein Report

1488 / 1688

Protein 1186: PREDICTED: zinc finger protein 608 isoform X4 [Homo sapiens]
Accession: gi|530380059 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.1
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 1
Quantitation
MD:MU 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

205 1 635.8021 -29.77 2 32.3 11.1 0 112-122 K.TYVGTLLDCTK.H Carbamidomethyl: 9 MD:MU 0.75



Detailed Protein Report

1489 / 1688

Protein 1187: 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

Quantitation
MD:MU Median: 0.36 CV: 0.00 % No. of 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 Ratios

1218 1 695.7632 -135.29 2 44.9 11.0 1 310-322 R.QQEPFKAAGTSAR.V MD:MU 0.36



Detailed Protein Report

1490 / 1688

Protein 1188: muscarinic acetylcholine receptor M3 [Homo sapiens]
Accession: gi|4502819 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.1
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.33 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578802131 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  muscarinic  acetylcholine  receptor  M3  isoform  X5  
[Homo sapiens]

gi|530366001 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  muscarinic  acetylcholine  receptor  M3  isoform  X4  
[Homo sapiens]

gi|530365999 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  muscarinic  acetylcholine  receptor  M3  isoform  X3  
[Homo sapiens]

gi|530365997 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  muscarinic  acetylcholine  receptor  M3  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

943 1 630.8946 -151.26 3 41.3 11.0 2 405-422 K.ADKLQAQKSVDDGGSFPK.S MD:MU 1.33



Detailed Protein Report

1491 / 1688

Protein 1189: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1019 1 700.1280 -288.50 1 42.3 11.0 0 506-510 R.FEYNK.E



Detailed Protein Report

1492 / 1688

Protein 1190: calcium-activated chloride channel regulator 2 precursor [Homo sapiens]
Accession: gi|5729769 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.9
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1242 1 786.5105 159.93 2 45.1 11.0 0 410-424 K.AYGSVMILVTSGDDK.L Oxidation: 6



Detailed Protein Report

1493 / 1688

Protein 1191: unconventional myosin-VIIa isoform 2 [Homo sapiens]
Accession: gi|189083802 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 250.1
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1



Detailed Protein Report

1494 / 1688



Detailed Protein Report

1495 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1136 1 985.2085 56.47 3 43.8 11.0 1 1959-
1983

K.LWTTTVPGKDPMADSIFHYYQELPK.Y Oxidation: 12



Detailed Protein Report

1496 / 1688

Protein 1192: 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

1497 / 1688

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

1498 / 1688

Protein 1193: transthyretin precursor [Homo sapiens]
Accession: gi|4507725 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 9.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

456 1 762.0068 189.66 2 35.3 11.0 1 55-68 R.KAADDTWEPFASGK.T



Detailed Protein Report

1499 / 1688

Protein 1194: 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

1500 / 1688

Protein 1195: cyclin-dependent kinase 15 isoform 3 [Homo sapiens]
Accession: gi|21040235 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.5
Database Date: 2015-11-30 pI: 7.2

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

Alias proteins:
Accession Name Description
gi|530370812 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cyclin-dependent kinase 15 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2792 1 1079.9998 -45.87 2 65.3 11.0 2 306-324 R.VPEAEDLASQMLKGFPRDR.V



Detailed Protein Report

1501 / 1688

Protein 1196: PREDICTED: myoferlin isoform X3 [Homo sapiens]
Accession: gi|578819249 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 221.1
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1



Detailed Protein Report

1502 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1791 1 1011.5611 83.52 3 52.2 11.0 1 938-967 K.MAPSETHGAAAIFKLEGALGADTTEDGDEK.S



Detailed Protein Report

1503 / 1688

Protein 1197: 28S ribosomal protein S9, mitochondrial [Homo sapiens]
Accession: gi|33188463 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

598 1 700.7029 -188.45 2 37.0 11.0 0 2-15 M.AAPCVSYGGAVSYR.L



Detailed Protein Report

1504 / 1688

Protein 1198: Holliday junction recognition protein isoform c [Homo sapiens]
Accession: gi|545478902 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.3
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

2872 1 703.3612 11.34 2 66.4 11.0 1 429-441 R.CLPKSDSSSSLPK.T Carbamidomethyl: 1



Detailed Protein Report

1505 / 1688

Protein 1199: PREDICTED: transcription factor TFIIIB component B'' homolog isoform X1 [Homo 
sapiens]

Accession: gi|530430749 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 289.2
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578810462 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  transcription  factor  TFIIIB  component  B''  homolog  
isoform X4 [Homo sapiens]



Detailed Protein Report

1506 / 1688



Detailed Protein Report

1507 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2728 1 806.1966 -169.47 2 65.4 11.0 0 2392-
2404

R.DDCQEYTTEVHSK.E Carbamidomethyl: 3



Detailed Protein Report

1508 / 1688

Protein 1200: PREDICTED: supervillin isoform X15 [Homo sapiens]
Accession: gi|578818557 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 209.9
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1



Detailed Protein Report

1509 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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



Detailed Protein Report

1510 / 1688

Protein 1201: PREDICTED: serpin B13 isoform X1 [Homo sapiens]
Accession: gi|530414214 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.3
Database Date: 2015-11-30 pI: 5.5

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

1011 1 645.1242 -416.49 1 42.2 11.0 1 78-83 R.IKAEGK.E



Detailed Protein Report

1511 / 1688

Protein 1202: 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
MD:MU Median: 2.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1264 1 650.6734 -151.14 2 45.5 11.0 1 831-842 K.KLADMYGGGEED.- Oxidation: 5 MD:MU 2.35



Detailed Protein Report

1512 / 1688

Protein 1203: 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

1513 / 1688

Protein 1204: myelin transcription factor 1 [Homo sapiens]
Accession: gi|17975763 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.3
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

302 1 1074.7296 122.86 1 33.5 11.0 1 50-59 R.SLQSCPLAKK.R



Detailed Protein Report

1514 / 1688

Protein 1205: UBX domain-containing protein 7 [Homo sapiens]
Accession: gi|149944496 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.8
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1719 1 916.3061 -159.59 2 51.3 10.9 1 106-120 R.SIFDGFRDFQTETIR.Q



Detailed Protein Report

1515 / 1688

Protein 1206: RIMS-binding protein 2 [Homo sapiens]
Accession: gi|140561070 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.0
Database Date: 2015-11-30 pI: 5.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

665 1 639.3437 13.28 2 37.9 10.9 1 339-349 K.ETRMNLTLGSR.T



Detailed Protein Report

1516 / 1688

Protein 1207: group 3 secretory phospholipase A2 precursor [Homo sapiens]
Accession: gi|142976884 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.1
Database Date: 2015-11-30 pI: 10.8

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

2728 1 741.8636 -14.06 2 64.4 10.9 2 461-472 R.RHQLQDKGTDER.Q



Detailed Protein Report

1517 / 1688

Protein 1208: polycystic kidney disease protein 1-like 2 isoform d [Homo sapiens]
Accession: gi|509155833 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.3
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report

1518 / 1688

Cmpds. [ppm] [min]

2032 1 616.2737 -47.55 2 55.3 10.9 1 891-901 K.DPAEQKMDLGK.I



Detailed Protein Report

1519 / 1688

Protein 1209: zinc finger CCHC domain-containing protein 24 [Homo sapiens]
Accession: gi|223633947 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2518 1 1013.8383 -110.40 2 61.4 10.9 1 178-194 R.KWMSGNSWANMGQECIK.C Carbamidomethyl: 15



Detailed Protein Report

1520 / 1688

Protein 1210: 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

1521 / 1688

Protein 1211: G2/mitotic-specific cyclin-B3 isoform 3 [Homo sapiens]
Accession: gi|90669307 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.8
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1755 1 1011.7658 -30.21 3 51.8 10.9 2 535-560 K.KKCTTQEMMSICPELLDFQDMIGEDK.N



Detailed Protein Report

1522 / 1688

Protein 1212: amphiregulin preproprotein [Homo sapiens]
Accession: gi|4502199 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.9
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 6.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1180 1 977.2721 -136.69 2 44.3 10.9 0 144-160 K.NPCNAEFQNFCIHGECK.Y



Detailed Protein Report

1523 / 1688

Protein 1213: E3 ubiquitin-protein ligase MSL2 isoform 2 [Homo sapiens]
Accession: gi|224028284 Score: 10.9
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

350 1 635.5383 -107.67 3 33.7 10.9 2 407-422 R.CPCYSNRKACLDCICR.G Carbamidomethyl: 1



Detailed Protein Report

1524 / 1688

Protein 1214: PREDICTED: type II inositol 3,4-bisphosphate 4-phosphatase isoform X9 [Homo 
sapiens]

Accession: gi|578809595 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.3
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2038 1 945.8225 -108.23 2 55.4 10.9 1 551-569 K.LIERDGGSEGSGGNNDGEK.E



Detailed Protein Report

1525 / 1688

Protein 1215: 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

1526 / 1688

Protein 1216: 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

1527 / 1688

Protein 1217: 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

1528 / 1688

Protein 1218: PREDICTED: 1,5-anhydro-D-fructose reductase isoform X4 [Homo sapiens]
Accession: gi|578818599 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.1
Database Date: 2015-11-30 pI: 6.4
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

1457 1 960.4393 -73.19 2 47.9 10.9 1 180-195 K.ENIQVCYTLRGNAILR.Q Carbamidomethyl: 6



Detailed Protein Report

1529 / 1688

Protein 1219: ribonucleoside-diphosphate reductase subunit M2 isoform 1 [Homo sapiens]
Accession: gi|260064013 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.1
Database Date: 2015-11-30 pI: 6.1
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

462 1 690.4221 146.85 2 35.4 10.9 1 1-13 -.MGRVGGMAQPMGR.A Oxidation: 7, 11



Detailed Protein Report

1530 / 1688

Protein 1220: bcl-2-like protein 12 isoform 2 [Homo sapiens]
Accession: gi|542133130 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.1
Database Date: 2015-11-30 pI: 12.2

Sequence Coverage [%]: 10.8
No. of unique Peptides: 1

Quantitation
MD:MU 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

320 2 846.3697 -9.38 2 33.7 10.9 1 158-176 R.EGSHTAEAGGPAGGGGRSH.- MD:MU 0.41



Detailed Protein Report

1531 / 1688

Protein 1221: 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

1532 / 1688

Protein 1222: laminin subunit gamma-2 isoform b precursor [Homo sapiens]
Accession: gi|157419140 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.5
Database Date: 2015-11-30 pI: 6.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2722 1 772.4355 47.96 2 65.3 10.8 0 653-665 R.MQQAEQALQDILR.D



Detailed Protein Report

1533 / 1688

Protein 1223: 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

1534 / 1688

Protein 1224: 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
MD:MU Median: 0.64 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

647 1 675.6947 -212.61 2 37.4 10.8 0 279-290 R.HCESLRPGAAPR.D Carbamidomethyl: 2 MD:MU 0.64



Detailed Protein Report

1535 / 1688

Protein 1225: calcium/calmodulin-dependent protein kinase kinase 2 isoform 6 [Homo sapiens]
Accession: gi|27437023 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 7.0

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

2098 1 966.7709 -4.81 3 56.4 10.8 0 370-394 K.ALDVWAMGVTLYCFVFGQCPFMDER.I



Detailed Protein Report

1536 / 1688

Protein 1226: arylsulfatase A isoform b [Homo sapiens]
Accession: gi|146229327 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.9
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2659 1 741.3515 -11.91 2 63.3 10.8 2 205-218 R.MSRGGCSGLLRCGK.G Carbamidomethyl: 6



Detailed Protein Report

1537 / 1688

Protein 1227: calcium-binding and coiled-coil domain-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|219521893 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.5
Database Date: 2015-11-30 pI: 4.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

903 1 678.9131 43.92 2 40.8 10.8 1 148-159 R.VQELERALATAR.Q



Detailed Protein Report

1538 / 1688

Protein 1228: 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

1539 / 1688

Protein 1229: 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

1540 / 1688



Detailed Protein Report

1541 / 1688

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

1542 / 1688

Protein 1230: sister chromatid cohesion protein PDS5 homolog A isoform 3 [Homo sapiens]
Accession: gi|155030220 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.0
Database Date: 2015-11-30 pI: 6.7

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2709 1 735.9193 133.23 2 64.2 10.8 0 525-538 K.QPTSEANCSAMFGK.L



Detailed Protein Report

1543 / 1688

Protein 1231: M-phase inducer phosphatase 2 isoform 7 [Homo sapiens]
Accession: gi|566559982 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.7
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|566559984 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
M-phase inducer phosphatase 2 isoform 7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2473 1 812.2434 -170.71 2 60.8 10.8 2 64-80 R.RKSEAGSGAASSSGEDK.E



Detailed Protein Report

1544 / 1688

Protein 1232: 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

1545 / 1688

Protein 1233: 4-trimethylaminobutyraldehyde dehydrogenase [Homo sapiens]
Accession: gi|115387104 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.3
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2653 1 701.8506 76.61 2 63.2 10.8 0 506-518 K.TVCVEMGDVESAF.- Oxidation: 6



Detailed Protein Report

1546 / 1688

Protein 1234: sodium-dependent phosphate transport protein 2B isoform b [Homo sapiens]
Accession: gi|295789158 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

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



Detailed Protein Report

1547 / 1688

Protein 1235: neuronal acetylcholine receptor subunit alpha-4 isoform 1 precursor [Homo sapiens]
Accession: gi|4502827 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 6.9

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1862 1 917.8422 -125.92 2 53.3 10.8 1 98-112 K.LRWDPADYENVTSIR.I



Detailed Protein Report

1548 / 1688

Protein 1236: 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

1549 / 1688

Protein 1237: PREDICTED: ubiquitin carboxyl-terminal hydrolase 45 isoform X6 [Homo sapiens]
Accession: gi|530384124 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.0
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

331 1 847.0323 -20.10 3 33.5 10.7 0 257-278 K.ECSIQSCLYQFTSMELLMGNNK.L



Detailed Protein Report

1550 / 1688

Protein 1238: PREDICTED: mucin-19-like isoform X15 [Homo sapiens]
Accession: gi|578797289 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1877 1 599.5609 -112.71 3 53.3 10.7 0 1-17 -.MEVGAQGLQVNGGVEHR.N Oxidation: 1



Detailed Protein Report

1551 / 1688

Protein 1239: 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

1552 / 1688

Protein 1240: PREDICTED: AP-3 complex subunit beta-2 isoform X2 [Homo sapiens]
Accession: gi|578827454 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578827456 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  AP-3  complex  subunit  beta-2  isoform  X3  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2291 1 974.3360 -251.91 1 58.9 10.7 1 17-25 R.IVAMIARGK.N Oxidation: 4



Detailed Protein Report

1553 / 1688

Protein 1241: PREDICTED: cyclin-dependent kinase 12 isoform X3 [Homo sapiens]
Accession: gi|530412415 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1432 1 959.7733 -9.76 3 47.5 10.7 1 1022-
1045

K.DVELSKMAPPDLPHWQDCHELWSK.K Oxidation: 7



Detailed Protein Report

1554 / 1688

Protein 1242: PREDICTED: putative protein FAM157B-like [Homo sapiens]
Accession: gi|578813822 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 12.2

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.39 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578844171 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: putative protein FAM157B-like [Homo sapiens]

gi|578840953 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: putative protein FAM157B-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1583 1 798.3796 -14.25 2 49.5 10.7 0 2-16 M.GGGQRPMGLGSEFFR.L MD:MU 1.39



Detailed Protein Report

1555 / 1688

Protein 1243: 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

1556 / 1688

Protein 1244: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

872 1 736.7983 -61.16 2 40.4 10.7 2 318-329 R.KEMEIMADSKMK.A Oxidation: 6, 11



Detailed Protein Report

1557 / 1688

Protein 1245: uncharacterized protein C17orf98 [Homo sapiens]
Accession: gi|122937325 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.6
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 7.1
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.49 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

372 1 675.8993 38.72 2 34.3 10.7 2 129-139 R.FGYRRNTPALR.Q MD:MU 0.49



Detailed Protein Report

1558 / 1688

Protein 1246: SH3 and multiple ankyrin repeat domains protein 2 isoform 2 [Homo sapiens]
Accession: gi|254911082 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2084 2 840.7946 -147.22 2 55.9 10.7 1 708-721 K.KNMLIDIMDTSQQK.S Oxidation: 3



Detailed Protein Report

1559 / 1688

Protein 1247: 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

1560 / 1688

Protein 1248: carcinoembryonic antigen-related cell adhesion molecule 16 precursor [Homo 
sapiens]

Accession: gi|291190766 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2150 1 820.7952 -138.29 2 56.7 10.7 0 242-255 K.VDFNTSLTLWCVSR.S



Detailed Protein Report

1561 / 1688

Protein 1249: 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

1562 / 1688

Protein 1250: 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

1563 / 1688

Protein 1251: PREDICTED: ankyrin repeat domain-containing protein 42 isoform X6 [Homo sapiens]
Accession: gi|530396729 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.6
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 11.1
No. of unique Peptides: 1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

28 1 1103.5007 -1.58 2 30.0 10.6 1 1-22 -.
MPGVANSGPSTSSRETANPCSR.
K

MD:MU 0.55



Detailed Protein Report

1564 / 1688

Protein 1252: PREDICTED: CAD protein isoform X4 [Homo sapiens]
Accession: gi|530368098 Score: 10.6
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 [%]: 1.3

No. of unique Peptides: 1



Detailed Protein Report

1565 / 1688



Detailed Protein Report

1566 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1509 1 1061.8026 -76.29 3 48.7 10.6 2 1369-
1397

K.CTKLFVEALGQIGPAPPLKVHVDCMTSQK.L Carbamidomethyl: 1; 
Oxidation: 25



Detailed Protein Report

1567 / 1688

Protein 1253: bone morphogenetic protein 1 isoform 3 precursor [Homo sapiens]
Accession: gi|5453579 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.2
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 0.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2126 1 1131.3250 -234.65 1 56.8 10.6 1 978-986 K.FQDTLHSRK.-



Detailed Protein Report

1568 / 1688

Protein 1254: rho GTPase-activating protein 11A isoform 3 [Homo sapiens]
Accession: gi|557128992 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

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

2141 1 682.5590 -125.36 3 57.0 10.6 0 386-404 K.HNSNITSSPLSGDENNMTK.E



Detailed Protein Report

1569 / 1688

Protein 1255: 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

1570 / 1688

Protein 1256: PREDICTED: EF-hand calcium-binding domain-containing protein 7 isoform X1 [Homo 
sapiens]

Accession: gi|530363476 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.1
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1835 1 835.2818 -104.41 2 52.8 10.6 0 462-475 R.QGFMDLNLMEANDR.E Oxidation: 4



Detailed Protein Report

1571 / 1688

Protein 1257: 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

1572 / 1688

Protein 1258: 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

1573 / 1688

Protein 1259: PREDICTED: HMG domain-containing protein 3 isoform X3 [Homo sapiens]
Accession: gi|578810822 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2375 1 682.2879 -67.35 3 59.6 10.6 0 474-492 K.GGQNSLAGPQECWLLTASR.L Carbamidomethyl: 12



Detailed Protein Report

1574 / 1688

Protein 1260: E3 ubiquitin-protein ligase HECTD3 [Homo sapiens]
Accession: gi|157738609 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.1
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2262 1 682.8045 -92.58 2 58.2 10.6 0 75-90 R.VGAAGPAPGTGSGPLR.A



Detailed Protein Report

1575 / 1688

Protein 1261: WAP four-disulfide core domain protein 8 precursor [Homo sapiens]
Accession: gi|153946387 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530418513 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  WAP  four-disulfide  core  domain  protein  8  isoform  X1  
[Homo sapiens]

gi|153946389 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

WAP four-disulfide core domain protein 8 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

288 1 881.8216 102.87 3 33.3 10.6 1 127-150 R.GCEGNANNFLNEDACRTACMLIVK.D Carbamidomethyl: 15



Detailed Protein Report

1576 / 1688

Protein 1262: ubiquitin-like-conjugating enzyme ATG3 isoform 2 [Homo sapiens]
Accession: gi|523704487 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2808 1 973.5062 -99.59 2 65.5 10.6 2 296-311 R.LVAKWLLTIFFLRNLV.-



Detailed Protein Report

1577 / 1688

Protein 1263: 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

1578 / 1688

Protein 1264: mitochondrial ribonuclease P protein 1 precursor [Homo sapiens]
Accession: gi|117647226 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.3
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Quantitation
MD:MU Median: 1.11 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

1651 1 494.2802 79.88 2 50.4 10.6 0 87-95 K.DEDPLAATR.E MD:MU 1.11



Detailed Protein Report

1579 / 1688

Protein 1265: 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

1580 / 1688

Protein 1266: uncharacterized protein C14orf105 isoform 5 [Homo sapiens]
Accession: gi|545687738 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.0
Database Date: 2015-11-30 pI: 10.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

128 1 930.2523 -305.66 1 31.3 10.5 1 113-120 K.KTLQSTPR.N



Detailed Protein Report

1581 / 1688

Protein 1267: liprin-beta-2 isoform 3 [Homo sapiens]
Accession: gi|375151575 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.1
Database Date: 2015-11-30 pI: 9.3

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

2318 1 938.4698 -37.91 2 59.3 10.5 2 154-168 K.DRRIEELTGLLNQYR.K



Detailed Protein Report

1582 / 1688

Protein 1268: 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

1583 / 1688

Protein 1269: 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

1584 / 1688



Detailed Protein Report

1585 / 1688

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

1586 / 1688

Protein 1270: 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

1587 / 1688



Detailed Protein Report

1588 / 1688

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

1589 / 1688

Protein 1271: succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial precursor [Homo 
sapiens]

Accession: gi|11321583 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.3
Database Date: 2015-11-30 pI: 7.7

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

Quantitation
MD:MU Median: 2.03 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1749 1 785.8811 -26.88 2 51.7 10.5 2 275-287 K.INFDSNSAYRQKK.I MD:MU 2.03



Detailed Protein Report

1590 / 1688

Protein 1272: ral GTPase-activating protein subunit beta isoform 2 [Homo sapiens]
Accession: gi|544711150 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.4
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2029 1 682.2615 -118.35 3 55.3 10.5 0 85-101 K.YCVDVYTDWIMALVLPK.D Oxidation: 11



Detailed Protein Report

1591 / 1688

Protein 1273: phosphatidylinositol 3-kinase catalytic subunit type 3 [Homo sapiens]
Accession: gi|34761064 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.5
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2742 2 703.3679 -39.75 2 65.6 10.5 2 178-189 K.LTKAHRQGHMVK.V



Detailed Protein Report

1592 / 1688

Protein 1274: 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

1593 / 1688

Protein 1275: zinc finger protein 668 isoform a [Homo sapiens]
Accession: gi|289547677 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.9
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|289547684 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 668 isoform a [Homo sapiens]

gi|289547680 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 668 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2114 1 900.3727 -52.43 3 56.3 10.5 2 161-185 R.GHTGERPYACADCGKSFADPSVFRK.H



Detailed Protein Report

1594 / 1688

Protein 1276: 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

1595 / 1688

Protein 1277: zinc finger protein 486 [Homo sapiens]
Accession: gi|150170665 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.6
Database Date: 2015-11-30 pI: 10.1
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

1341 1 699.4714 135.76 2 46.5 10.5 1 327-339 K.CGKAFISSSILSK.H Carbamidomethyl: 1



Detailed Protein Report

1596 / 1688

Protein 1278: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

386 1 587.1707 -251.58 2 34.2 10.5 0 1-12 -.MSVSVLAPAGNK.L



Detailed Protein Report

1597 / 1688

Protein 1279: 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

1598 / 1688

Protein 1280: 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

1599 / 1688

Protein 1281: 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

1600 / 1688

Protein 1282: 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

1601 / 1688

Protein 1283: 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

1602 / 1688

Protein 1284: dnaJ homolog subfamily C member 11 [Homo sapiens]
Accession: gi|217035105 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.2
Database Date: 2015-11-30 pI: 9.2

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

2184 1 873.3319 -125.21 2 57.2 10.4 2 85-98 R.GLEMEGWEVVERRR.T



Detailed Protein Report

1603 / 1688

Protein 1285: exocyst complex component 4 isoform a [Homo sapiens]
Accession: gi|82546830 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2395 1 724.8481 15.80 2 59.8 10.4 0 651-662 K.SLPNWMNMAQPK.Q Oxidation: 6, 8



Detailed Protein Report

1604 / 1688

Protein 1286: ATP-dependent DNA helicase PIF1 isoform b [Homo sapiens]
Accession: gi|557357747 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.1
Database Date: 2015-11-30 pI: 11.7

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1593 1 685.8528 -16.87 2 49.6 10.4 0 696-707 K.LLFQGINSVWGH.-



Detailed Protein Report

1605 / 1688

Protein 1287: tetratricopeptide repeat protein 12 [Homo sapiens]
Accession: gi|90669931 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.7
Database Date: 2015-11-30 pI: 5.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2058 1 1051.3794 -99.24 2 55.9 10.4 0 300-319 R.CFSTAGNDAVEEMVCVSVLK.L



Detailed Protein Report

1606 / 1688

Protein 1288: cGMP-specific 3',5'-cyclic phosphodiesterase isoform 1 [Homo sapiens]
Accession: gi|61744435 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.9
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1989 1 616.7715 -62.66 2 54.8 10.4 1 2-12 M.ERAGPSFGQQR.Q



Detailed Protein Report

1607 / 1688

Protein 1289: zinc finger and SCAN domain-containing protein 26 isoform d [Homo sapiens]
Accession: gi|566006134 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 10.4

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

2244 1 1061.7676 -92.40 3 58.3 10.4 1 95-122 K.IHLGEKPYQCNECGKVFSQNAGLLEHLR.I



Detailed Protein Report

1608 / 1688

Protein 1290: G-protein coupled receptor 64 isoform 6 precursor [Homo sapiens]
Accession: gi|296317297 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.3
Database Date: 2015-11-30 pI: 8.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1967 1 862.3053 -65.50 2 54.5 10.4 1 933-946 K.QHMFNEKEDSCNGK.G Carbamidomethyl: 11



Detailed Protein Report

1609 / 1688

Protein 1291: 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

1610 / 1688

Protein 1292: PREDICTED: uncharacterized protein C4orf50 [Homo sapiens]
Accession: gi|530358255 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.6
Database Date: 2015-11-30 pI: 5.4

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

1506 1 1058.4824 21.34 2 48.5 10.4 1 202-220 R.GWQCSASACRGENWSFAQK.W



Detailed Protein Report

1611 / 1688

Protein 1293: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

390 1 704.6907 -199.27 2 34.2 10.4 0 336-350 K.DGNGTTSGIGSSVEK.Y



Detailed Protein Report

1612 / 1688

Protein 1294: melanopsin isoform 1 [Homo sapiens]
Accession: gi|15150803 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.6
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
MD:MU 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

831 1 711.9280 96.72 2 39.9 10.4 0 439-451 R.SLYGQGLEDLEAK.A MD:MU 1.63



Detailed Protein Report

1613 / 1688

Protein 1295: von Willebrand factor preproprotein [Homo sapiens]
Accession: gi|89191868 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 309.1
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

1614 / 1688



Detailed Protein Report

1615 / 1688

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

99 1 845.3517 -47.80 3 31.0 10.4 1 2289-
2311

K.VNCTTQPCPTAKAPTCGLCEVAR.L Carbamidomethyl: 8, 16, 19



Detailed Protein Report

1616 / 1688

Protein 1296: lysine-specific demethylase 4C isoform 3 [Homo sapiens]
Accession: gi|226442893 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

168 1 855.2417 -169.95 2 31.8 10.4 1 748-761 K.RNAWTAECCLCNLR.G Carbamidomethyl: 8



Detailed Protein Report

1617 / 1688

Protein 1297: PREDICTED: histone H2A deubiquitinase MYSM1 isoform X4 [Homo sapiens]
Accession: gi|578798291 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.9
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

189 1 614.3478 6.42 2 32.1 10.4 2 535-544 R.REEEKGRPVK.S



Detailed Protein Report

1618 / 1688

Protein 1298: PREDICTED: nuclear receptor coactivator 5 isoform X2 [Homo sapiens]
Accession: gi|530418236 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.2
Database Date: 2015-11-30 pI: 10.1

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

163 1 896.0924 148.95 2 31.8 10.4 0 192-207 R.FDAERPVDCSVIVVNK.Q



Detailed Protein Report

1619 / 1688

Protein 1299: 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

Quantitation
MD:MU Median: 0.91 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1056 1 770.2315 -318.65 1 42.8 10.4 1 21-27 K.ELPGVKK.Y MD:MU 0.91



Detailed Protein Report

1620 / 1688

Protein 1300: inter-alpha-trypsin inhibitor heavy chain H6 precursor [Homo sapiens]
Accession: gi|38348336 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.1
Database Date: 2015-11-30 pI: 9.6

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

451 1 690.4270 102.42 2 35.3 10.3 0 452-463 R.IYEDTDAALQLK.G



Detailed Protein Report

1621 / 1688

Protein 1301: PREDICTED: SH3 and PX domain-containing protein 2A isoform X5 [Homo sapiens]
Accession: gi|530394650 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 9.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2762 1 665.3756 -3.39 2 64.9 10.3 1 768-779 R.VQALNTVNQSKK.A



Detailed Protein Report

1622 / 1688

Protein 1302: 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

1623 / 1688

Protein 1303: porphobilinogen deaminase isoform 4 [Homo sapiens]
Accession: gi|384551656 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.2
Database Date: 2015-11-30 pI: 9.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1460 1 620.0760 74.02 3 47.9 10.3 2 10-26 R.KSQLARIQTDSVVATLK.A



Detailed Protein Report

1624 / 1688

Protein 1304: transcription factor HIVEP2 [Homo sapiens]
Accession: gi|110347463 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.9
Database Date: 2015-11-30 pI: 6.5

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

Alias proteins:
Accession Name Description
gi|530383649 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transcription factor HIVEP2 isoform X2 [Homo sapiens]



Detailed Protein Report

1625 / 1688



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

2332 1 869.4368 43.79 2 59.0 10.3 0 1276-
1291

K.EQTYPCYSGASGLHPK.N



Detailed Protein Report

1627 / 1688

Protein 1305: tumor suppressor candidate gene 1 protein [Homo sapiens]
Accession: gi|51944974 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.4
Database Date: 2015-11-30 pI: 11.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.5

No. of unique Peptides: 1
Quantitation
MD:MU Median: 1.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1612 1 853.3687 3.55 2 49.9 10.3 2 14-31 R.RGSCCGGDGAADGRGPGR.S Carbamidomethyl: 5 MD:MU 1.30



Detailed Protein Report

1628 / 1688

Protein 1306: 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

1629 / 1688

Protein 1307: PREDICTED: receptor-type tyrosine-protein phosphatase U isoform X5 [Homo 
sapiens]

Accession: gi|578798179 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.6
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
MD:MU Median: 0.97 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1388 1 844.8990 -55.98 2 47.0 10.3 0 354-368 R.GAPISVYQVIVEEER.A MD:MU 0.97



Detailed Protein Report

1630 / 1688

Protein 1308: tectonin beta-propeller repeat-containing protein 1 [Homo sapiens]
Accession: gi|32698704 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.6
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530385707 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tectonin  beta-propeller  repeat-containing  protein  1  
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2289 1 840.8066 -136.06 2 58.5 10.3 1 1096-
1110

K.VQGSHSLSRGTVCHR.T Carbamidomethyl: 13



Detailed Protein Report

1631 / 1688

Protein 1309: 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
MD:MU Median: 2.07 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 MD:MU 2.07



Detailed Protein Report

1632 / 1688

Protein 1310: 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

1633 / 1688

Protein 1311: 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

Quantitation
MD:MU Median: 0.27 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

2405 1 665.1991 -138.24 2 60.4 10.3 1 129-140 R.ERCGVPFSCCTK.D MD:MU 0.27



Detailed Protein Report

1634 / 1688

Protein 1312: 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

1635 / 1688

Protein 1313: PREDICTED: zinc finger protein 197 isoform X2 [Homo sapiens]
Accession: gi|578805510 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.1
Database Date: 2015-11-30 pI: 10.1

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

926 1 539.7356 -166.84 2 41.1 10.3 2 312-320 K.CQKAFILKK.S



Detailed Protein Report

1636 / 1688

Protein 1314: PREDICTED: EH domain-binding protein 1 isoform X4 [Homo sapiens]
Accession: gi|530367409 Score: 10.3
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
MD:MU Median: 2.07 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

192 1 688.2999 -17.82 2 32.1 10.3 0 558-569 K.HNTNTATPFCNR.Q MD:MU 2.07



Detailed Protein Report

1637 / 1688

Protein 1315: 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

1638 / 1688

Protein 1316: voltage-dependent T-type calcium channel subunit alpha-1G isoform 14 [Homo 
sapiens]

Accession: gi|38505268 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.8
Database Date: 2015-11-30 pI: 6.7

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

Quantitation
MD:MU Median: 0.57 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1639 / 1688



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 MD:MU 0.57



Detailed Protein Report

1641 / 1688

Protein 1317: desmoglein-1 preproprotein [Homo sapiens]
Accession: gi|119703744 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.7
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1256 1 1018.4750 6.63 3 45.3 10.3 1 651-677 R.MTGFELTEGVKTSGMPEICQEYSGTLR.R Carbamidomethyl: 19; 
Oxidation: 1, 15



Detailed Protein Report

1642 / 1688

Protein 1318: PREDICTED: cytochrome P450 2F1 isoform X2 [Homo sapiens]
Accession: gi|578834042 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.6
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

868 1 697.7757 -98.23 2 40.4 10.3 1 110-122 K.GNGIAFSSGDRWK.V



Detailed Protein Report

1643 / 1688

Protein 1319: UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 9 precursor [Homo 
sapiens]

Accession: gi|111160385 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.7
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1444 1 960.1132 -52.99 3 47.7 10.3 1 302-327 R.LAGACAQVELFPIDDVFLGMCLQRLR.L



Detailed Protein Report

1644 / 1688

Protein 1320: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

623 1 675.6771 -160.57 2 37.1 10.3 0 804-813 R.NMYCIDIYCR.S Carbamidomethyl: 9



Detailed Protein Report

1645 / 1688

Protein 1321: neuroendocrine convertase 1 isoform 3 [Homo sapiens]
Accession: gi|295424145 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.3
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1440 1 1018.7851 270.23 1 47.7 10.3 0 119-128 K.NGAGLMVNSR.F



Detailed Protein Report

1646 / 1688

Protein 1322: sodium/hydrogen exchanger 4 precursor [Homo sapiens]
Accession: gi|148727259 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.8
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530368639 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  sodium/hydrogen  exchanger  4  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

534 1 451.4647 -195.32 3 36.3 10.3 0 730-741 R.NTSQEEYLGGVR.R



Detailed Protein Report

1647 / 1688

Protein 1323: 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

1648 / 1688

Protein 1324: 60S ribosomal protein L23 [Homo sapiens]
Accession: gi|4506605 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.9
Database Date: 2015-11-30 pI: 11.2
Modification(s): Oxidation Sequence Coverage [%]: 14.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2050 1 1044.4446 -106.91 2 55.5 10.3 2 47-66 K.GRLNRLPAAGVGDMVMATVK.K Oxidation: 14, 16



Detailed Protein Report

1649 / 1688

Protein 1325: 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
MD:MU Median: 1.31 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

276 1 591.6792 -242.16 2 32.8 10.3 0 338-348 K.FGNTPLHVAAR.Y MD:MU 1.31



Detailed Protein Report

1650 / 1688

Protein 1326: PREDICTED: TANK-binding kinase 1-binding protein 1 isoform X5 [Homo sapiens]
Accession: gi|578831704 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2713 1 840.4021 -18.66 2 64.2 10.3 1 398-412 R.RSPVPPSCQSPSPQR.R Carbamidomethyl: 8



Detailed Protein Report

1651 / 1688

Protein 1327: PREDICTED: potassium channel subfamily T member 2 isoform X3 [Homo sapiens]
Accession: gi|578800878 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.7
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
MD:MU Median: 2.06 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2024 1 766.2746 -155.24 2 55.2 10.3 1 1-12 -.MFSRQDHQTILR.A MD:MU 2.06



Detailed Protein Report

1652 / 1688

Protein 1328: OCIA domain-containing protein 1 isoform 3 [Homo sapiens]
Accession: gi|119874209 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.7
Database Date: 2015-11-30 pI: 8.9

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

2534 1 742.5453 172.78 2 62.1 10.2 1 65-78 K.GILSSHPKYGSIPK.L



Detailed Protein Report

1653 / 1688

Protein 1329: 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

1654 / 1688

Protein 1330: 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

1655 / 1688

Protein 1331: regulator of G-protein signaling 4 isoform 4 [Homo sapiens]
Accession: gi|164664490 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 18.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

388 1 588.2883 -35.27 3 34.5 10.2 2 1-17 -.MCKGLAGLPASCLRSAK.D Carbamidomethyl: 12



Detailed Protein Report

1656 / 1688

Protein 1332: uncharacterized protein LOC400863 [Homo sapiens]
Accession: gi|572871229 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.6
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

930 1 770.6913 -164.74 2 41.2 10.2 1 27-40 R.RSCEEEASGGSESR.R Carbamidomethyl: 3



Detailed Protein Report

1657 / 1688

Protein 1333: 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
MD:MU 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

248 1 795.3819 1.58 2 32.5 10.2 2 452-464 K.DPEEKKEVTEEEK.T MD:MU 0.71



Detailed Protein Report

1658 / 1688

Protein 1334: kelch-like protein 4 isoform 1 [Homo sapiens]
Accession: gi|17017982 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1263 1 857.8774 -59.82 2 45.4 10.2 1 425-441 R.KSTVGALYAVGGMDAMK.G Oxidation: 16



Detailed Protein Report

1659 / 1688

Protein 1335: 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
MD:MU Median: 0.35 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

314 1 718.8197 -61.19 2 33.3 10.2 2 16-29 K.GSRTAATASDSTRR.V MD:MU 0.35



Detailed Protein Report

1660 / 1688

Protein 1336: 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

1661 / 1688

Protein 1337: uncharacterized protein LOC101928436 [Homo sapiens]
Accession: gi|558757363 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.5
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 18.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578798182 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC101928436  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2094 1 1023.8994 -81.91 2 56.1 10.1 2 2-20 M.RCVKSMAMDANSLCVSGFK.Q



Detailed Protein Report

1662 / 1688

Protein 1338: myosin light chain kinase 2, skeletal/cardiac muscle [Homo sapiens]
Accession: gi|14993776 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.6
Database Date: 2015-11-30 pI: 6.7

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

2087 1 1022.8994 -78.95 2 56.2 10.1 1 62-82 K.GDGTLAQPSTSSQGPKGEGDR.G



Detailed Protein Report

1663 / 1688

Protein 1339: 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
MD:MU Median: 0.37 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 MD:MU 0.37



Detailed Protein Report

1664 / 1688

Protein 1340: F-box only protein 8 [Homo sapiens]
Accession: gi|48928044 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.0
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

750 1 848.7476 -154.71 2 38.9 10.1 1 238-251 K.FSHRFCACNPDLMR.E



Detailed Protein Report

1665 / 1688

Protein 1341: PREDICTED: gamma-glutamyltransferase light chain 2 isoform X6 [Homo sapiens]
Accession: gi|578837507 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 1
Quantitation
MD:MU Median: 0.44 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

906 1 598.1145 -237.25 2 40.9 10.1 1 1-12 -.MAGGGRGGSCNR.Y Carbamidomethyl: 10; 
Oxidation: 1

MD:MU 0.44



Detailed Protein Report

1666 / 1688

Protein 1342: centrosomal protein of 112 kDa isoform b [Homo sapiens]
Accession: gi|82880654 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.5
Database Date: 2015-11-30 pI: 9.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2475 1 701.6910 -200.17 2 60.9 10.1 0 89-100 K.EENSQQQLAAER.R



Detailed Protein Report

1667 / 1688

Protein 1343: 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

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

315 1 881.3242 -98.81 3 33.3 10.1 1 1-24 -.MSGELAVCRVTEGASCMSELAVWR.V Carbamidomethyl: 8



Detailed Protein Report

1668 / 1688

Protein 1344: dual specificity protein kinase CLK2 [Homo sapiens]
Accession: gi|47717134 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1198 1 985.2519 -184.18 1 44.6 10.1 1 55-62 R.SRSSYDDR.S



Detailed Protein Report

1669 / 1688

Protein 1345: collagen alpha-1(XXV) chain isoform 3 [Homo sapiens]
Accession: gi|366392941 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.3
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1307 1 835.3650 -11.55 2 45.9 10.1 1 113-128 R.EAPSECNCPAGPPGKR.G Carbamidomethyl: 8



Detailed Protein Report

1670 / 1688

Protein 1346: 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

1671 / 1688

Protein 1347: CUB domain-containing protein 2 precursor [Homo sapiens]
Accession: gi|72384339 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.7
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 2.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1336 1 727.1974 -170.25 2 46.3 10.1 0 431-443 R.LDGTAPACFHYCR.A



Detailed Protein Report

1672 / 1688

Protein 1348: putative ATP-dependent RNA helicase DHX30 isoform 1 [Homo sapiens]
Accession: gi|20336294 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 133.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 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

60 1 1220.0412 -85.90 2 30.1 10.1 2 26-48 R.LPPMCVNPTPGGTISRASRDLLK.E Oxidation: 4



Detailed Protein Report

1673 / 1688

Protein 1349: 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

1674 / 1688

Protein 1350: 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

1675 / 1688

Protein 1351: 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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

692 1 454.6453 -240.71 2 38.0 10.1 0 812-818 K.IQTLMFR.N



Detailed Protein Report

1676 / 1688

Protein 1352: 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

1677 / 1688

Protein 1353: homeobox protein TGIF1 isoform d [Homo sapiens]
Accession: gi|28178851 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 6.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530424923 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: homeobox protein TGIF1 isoform X2 [Homo sapiens]

gi|522838246 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

homeobox protein TGIF1 isoform d [Homo sapiens]

gi|28178857 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

homeobox protein TGIF1 isoform d [Homo sapiens]

gi|28178855 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

homeobox protein TGIF1 isoform d [Homo sapiens]

gi|28178853 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

homeobox protein TGIF1 isoform d [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1081 1 751.8650 -38.72 2 43.1 10.1 1 2-16 M.DIPLDLSSSAGSGKR.R



Detailed Protein Report
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Protein 1354: retinoic acid receptor responder protein 3 [Homo sapiens]
Accession: gi|149588791 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.2
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2835 1 826.4327 34.55 2 65.9 10.0 1 112-124 R.NCEHFVTQLRYGK.S Carbamidomethyl: 2



Detailed Protein Report
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Protein 1355: PREDICTED: F-box/WD repeat-containing protein 1A isoform X1 [Homo sapiens]
Accession: gi|530394581 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.0
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1902 1 1023.9142 -73.12 2 53.7 10.0 2 1-16 -.MTIESNWRCGRHSLQR.I Carbamidomethyl: 9; 
Oxidation: 1



Detailed Protein Report
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Protein 1356: PREDICTED: zinc finger and SCAN domain-containing protein 12 isoform X3 [Homo 
sapiens]

Accession: gi|578812153 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.7
Database Date: 2015-11-30 pI: 6.2

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

Quantitation
MD:MU Median: 0.49 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

224 1 666.0908 127.27 3 32.5 10.0 0 422-438 K.AFVYNSSLVSHQEIHHK.E MD:MU 0.49



Detailed Protein Report
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Protein 1357: 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
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Protein 1358: kell blood group glycoprotein [Homo sapiens]
Accession: gi|4557691 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.8
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 1.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

941 1 593.7466 -114.09 2 41.3 10.0 0 171-180 R.QVIEELGGWR.I



Detailed Protein Report
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Protein 1359: PREDICTED: binder of sperm protein homolog 1 isoform X2 [Homo sapiens]
Accession: gi|578833811 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.3
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2210 1 1044.3865 -105.22 2 57.5 10.0 2 96-112 R.RLIYWECTDDGEAFGKK.W Carbamidomethyl: 7



Detailed Protein Report
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Protein 1360: PREDICTED: protoporphyrinogen oxidase isoform X6 [Homo sapiens]
Accession: gi|530364988 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.5
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 9.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578801162 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  protoporphyrinogen  oxidase  isoform  X11  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2164 1 1131.3015 31.86 3 56.9 10.0 2 1-32 -.MRLCTVLPSAALDLSPSLTLKVASLAMDSLCR.G Oxidation: 27



Detailed Protein Report
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Protein 1361: 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.-



Detailed Protein Report
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Protein 1362: 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
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Protein 1363: BTB/POZ domain-containing protein KCTD18 [Homo sapiens]
Accession: gi|45387953 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 2.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530369815 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  BTB/POZ  domain-containing  protein  KCTD18  isoform  
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

588 1 472.1621 -200.95 2 36.9 10.0 1 322-330 K.AAQRSAPSR.A



Detailed Protein Report
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Protein 1364: 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


