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

Sample Info & Protocols
Name: ID-W 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:
17

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

Mascot refseq_human

Protein 1: serum albumin preproprotein [Homo sapiens]
Accession: gi|4502027 Score: 1403.0
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 [%]: 57.1

No. of unique Peptides: 30
Quantitation
WD:WU Median: 0.80 CV: 33.46 % No. of Peptides: 13

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

151 7 613.6605 -237.38 2 30.8 67.2 1 35-44 R.FKDLGEENFK.A

514 8 575.2390 -125.46 2 34.9 63.4 0 66-75 K.LVNEVTEFAK.T WD:WU 0.89

345 3 509.1558 -227.88 2 33.4 45.7 0 89-97 K.SLHTLFGDK.L WD:WU 0.61

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

Carbamidomethyl: 8

144 1 666.2970 -26.44 3 30.7 28.6 1 123-138 R.NECFLQHKDDNPNLPR.L Carbamidomethyl: 3 WD:WU 0.65

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

Carbamidomethyl: 10

326 8 464.1239 -272.44 2 32.8 30.1 0 162-168 K.YLYEIAR.R WD:WU 1.28
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

20 4 537.7465 -52.90 2 29.5 44.4 1 206-214 K.LDELRDEGK.A WD:WU 0.60

102 2 696.2880 5.70 3 30.5 50.5 0 265-281 K.VHTECCHGDLLECADDR.A Carbamidomethyl: 5, 6, 13 WD:WU 0.85

15 6 722.3161 -11.90 2 29.1 70.8 0 287-298 K.YICENQDSISSK.L Carbamidomethyl: 3 WD:WU 0.63

75 1 773.8989 -4.03 2 30.2 28.9 1 299-310 K.LKECCEKPLLEK.S Carbamidomethyl: 4, 5 WD:WU 0.62

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

Carbamidomethyl: 3; 
Oxidation: 12

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

Carbamidomethyl: 3

2516 5 820.4094 17.73 2 59.7 54.5 0 348-360 K.DVFLGMFLYEYAR.R Oxidation: 6

42 1 492.7365 -23.11 2 29.7 28.1 0 376-383 K.TYETTLEK.C WD:WU 0.72

8 3 776.7890 -17.37 2 29.1 42.3 0 384-396 K.CCAAADPHECYAK.V Carbamidomethyl: 1, 2, 10

2246 54 682.3456 -35.78 3 56.6 62.3 0 397-413 K.VFDEFKPLVEEPQNLIK.Q

1301 9 829.3216 -70.31 2 45.0 69.3 0 414-426 K.QNCELFEQLGEYK.F Carbamidomethyl: 3 WD:WU 0.81

565 19 480.6987 -179.31 2 35.9 50.6 0 427-434 K.FQNALLVR.Y

783 8 820.4638 -10.68 2 38.6 67.6 1 438-452 K.KVPQVSTPTLVEVSR.N

1019 3 756.4151 -13.09 2 41.5 37.1 0 439-452 K.VPQVSTPTLVEVSR.N WD:WU 0.54

33 3 569.7395 -23.07 2 29.3 55.6 0 500-508 K.CCTESLVNR.R Carbamidomethyl: 1, 2 WD:WU 1.44

1168 2 637.6273 -33.66 3 43.3 58.3 0 509-524 R.RPCFSALEVDETYVPK.E Carbamidomethyl: 3

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

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

Carbamidomethyl: 14

860 13 500.8124 13.72 2 39.6 52.8 0 550-558 K.QTALVELVK.H

2105 11 671.7288 -137.21 2 54.9 98.5 0 570-581 K.AVMDDFAAFVEK.C

15 1 543.2576 19.22 3 29.4 27.1 2 585-598 K.ADDKETCFAEEGKK.L Carbamidomethyl: 7

895 1 571.3207 -52.32 2 39.6 22.1 1 598-609 K.KLVAASQAALGL.- WD:WU 1.39
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Protein 2: hemoglobin subunit beta [Homo sapiens]
Accession: gi|4504349 Score: 728.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.0
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 83.0

No. of unique Peptides: 12
Quantitation
WD:WU Median: 0.67 CV: 60.02 % No. of Peptides: 8

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

47 3 476.7443 -29.87 2 29.8 25.8 0 2-9 M.VHLTPEEK.S WD:WU 0.85

629 11 466.7591 -9.74 2 36.3 58.8 0 10-18 K.SAVTALWGK.V WD:WU 1.30

696 8 657.8312 -7.38 2 37.5 40.3 0 19-31 K.VNVDEVGGEALGR.L WD:WU 0.90

2284 23 637.8143 -81.79 2 56.9 61.8 0 32-41 R.LLVVYPWTQR.F

2307 8 1029.9789 1.35 2 57.1 52.0 0 42-60 R.FFESFGDLSTPDAVMGNPK.V

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

2072 35 599.9066 -155.81 3 54.5 102.5 1 67-83 K.KVLGAFSDGLAHLDNLK.G WD:WU 0.18

2515 93 835.4601 13.21 2 59.7 95.3 0 68-83 K.VLGAFSDGLAHLDNLK.G

595 4 739.7263 -168.37 2 36.3 53.2 0 84-96 K.GTFATLSELHCDK.L Carbamidomethyl: 11 WD:WU 0.58

187 15 563.6579 -226.49 2 31.2 45.5 0 97-105 K.LHVDPENFR.L WD:WU 0.82

563 2 689.7251 -186.44 2 35.9 45.0 0 122-133 K.EFTPPVQAAYQK.V WD:WU 0.82

213 4 575.2065 -233.10 2 31.9 88.0 0 134-145 K.VVAGVANALAHK.Y WD:WU 0.60
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Protein 3: apolipoprotein A-I preproprotein [Homo sapiens]
Accession: gi|4557321 Score: 515.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 39.3
No. of unique Peptides: 11

Quantitation
WD:WU Median: 0.58 CV: 22.73 % No. of Peptides: 4

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

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

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1873 8 731.8942 -48.16 2 52.1 53.6 1 35-47 R.VKDLATVYVDVLK.D

2093 4 618.2734 -120.22 2 54.7 58.3 0 37-47 K.DLATVYVDVLK.D

805 1 908.4284 -0.73 2 38.9 11.7 1 48-64 K.DSGRDYVSQFEGSALGK.Q

893 3 700.8159 -31.87 2 39.6 45.2 0 52-64 R.DYVSQFEGSALGK.Q WD:WU 0.67

1807 11 806.8737 -27.99 2 51.3 94.1 0 70-83 K.LLDNWDSVTSTFSK.L

2426 1 966.9435 -27.92 2 58.6 21.1 0 86-101 R.EQLGPVTQEFWDNLEK.E

497 2 626.6875 -201.93 2 34.7 29.3 0 121-130 K.VQPYLDDFQK.K WD:WU 0.43

257 1 690.8471 -20.89 2 32.0 53.5 1 121-131 K.VQPYLDDFQKK.W WD:WU 0.76

182 2 651.3208 -10.84 2 31.5 40.3 0 185-195 R.THLAPYSDELR.Q WD:WU 0.50

2876 20 615.8555 -4.42 2 64.7 47.2 0 240-250 R.QGLLPVLESFK.V

2300 9 693.8302 -44.61 2 57.2 61.0 0 251-262 K.VSFLSALEEYTK.K
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Protein 4: hemoglobin subunit delta [Homo sapiens]
Accession: gi|4504351 Score: 483.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 59.9

No. of unique Peptides: 2
Quantitation
WD:WU Median: 3.02 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

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

1086 2 761.3593 7.32 2 42.3 31.4 0 84-96 K.GTFSQLSELHCDK.L Carbamidomethyl: 11 WD:WU 3.02
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Protein 5: hemoglobin subunit alpha [Homo sapiens]
Accession: gi|4504345 Score: 453.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 50.7

No. of unique Peptides: 8
Quantitation
WD:WU Median: 2.18 CV: 58.48 % No. of Peptides: 4

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

39 2 586.3399 3.78 2 29.7 55.0 1 2-12 M.VLSPADKTNVK.A WD:WU 2.39

111 10 765.3757 6.39 2 30.7 80.1 0 18-32 K.VGAHAGEYGAEALER.M

1126 3 544.1344 -264.30 2 42.3 39.7 0 33-41 R.MFLSFPTTK.T Oxidation: 1 WD:WU 1.65

1845 35 536.1590 -227.09 2 51.4 57.9 0 33-41 R.MFLSFPTTK.T

1032 5 917.4300 -21.34 2 41.7 79.5 0 42-57 K.TYFPHFDLSHGSAQVK.G WD:WU 1.16

446 2 544.2062 -202.71 2 34.1 32.4 1 92-100 K.LRVDPVNFK.L WD:WU 5.00

1648 44 626.8403 -33.03 2 48.9 80.4 0 129-140 K.FLASVSTVLTSK.Y
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Protein 6: alpha-2-macroglobulin precursor [Homo sapiens]
Accession: gi|66932947 Score: 380.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.2
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.9

No. of unique Peptides: 13
Quantitation
WD:WU Median: 0.91 CV: 30.93 % No. of Peptides: 9

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1683 6 802.8311 -117.18 2 49.7 41.2 0 175-188 R.IAQWQSFQLEGGLK.Q WD:WU 0.76

2299 2 924.9110 -35.46 2 57.0 20.1 0 189-204 K.QFSFPLSSEPFQGSYK.V

2052 4 574.7391 -130.69 2 54.0 26.2 0 361-370 R.QGIPFFGQVR.L

898 2 542.6752 -250.41 2 39.6 25.9 0 522-531 K.GHFSISIPVK.S WD:WU 0.97

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

174 1 636.8164 -37.15 2 31.0 23.9 0 587-598 R.VTAAPQSVCALR.A Carbamidomethyl: 9 WD:WU 0.62

WD:WU 0.98
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

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

305 1 558.6600 -261.38 2 32.5 48.3 0 854-863 R.QTVSWAVTPK.S WD:WU 1.34

189 1 605.6838 -232.96 2 31.2 17.9 0 935-945 K.LPPNVVEESAR.A WD:WU 0.64

2462 1 669.8332 5.93 2 59.1 43.0 0 1123-
1133

R.NALFCLESAWK.T Carbamidomethyl: 5 WD:WU 1.62

1151 1 796.4102 8.78 3 43.1 23.4 0 1241-
1263

K.
QQNAQGGFSSTQDTVVALHALSK.
Y

WD:WU 0.78

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

R.TEVSSNHVLIYLDK.V WD:WU 0.90
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Protein 7: keratin, type II cytoskeletal 6C [Homo sapiens]
Accession: gi|155969697 Score: 324.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.0
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 15.4
No. of unique Peptides: 7

Quantitation
WD:WU Median: 0.90 CV: 54.88 % No. of Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

709 1 602.2745 -78.87 2 37.7 32.3 0 195-204 K.WTLLQEQGTK.T

2908 5 945.9990 10.55 2 65.1 35.8 0 208-222 R.QNLEPLFEQYINNLR.R

1994 4 704.2662 -132.28 2 53.6 55.7 0 288-299 K.ADTLTDEINFLR.A WD:WU 0.91

2923 16 665.3592 -11.18 2 65.3 86.6 0 327-338 R.NLDLDSIIAEVK.A

145 2 583.2816 -24.68 2 31.1 63.8 0 360-369 K.YEELQVTAGR.H WD:WU 0.49

1680 1 632.3373 -21.31 2 49.3 33.5 0 456-466 K.LALDVEIATYR.K WD:WU 0.74

359 1 724.3637 -37.90 2 33.6 16.6 0 534-550 R.AIGGGLSSVGGGSSTIK.Y WD:WU 2.01
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Protein 8: keratin, type I cytoskeletal 13 isoform a [Homo sapiens]
Accession: gi|131412225 Score: 313.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 16.6

No. of unique Peptides: 6
Quantitation
WD:WU Median: 0.87 CV: 31.32 % No. of Peptides: 6

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

260 1 651.3006 -49.51 2 32.4 59.5 0 124-135 R.ALEEANADLEVK.I WD:WU 0.89

539 1 521.6610 -263.02 2 35.6 53.1 0 176-184 R.VILEIDNAR.L WD:WU 0.48

342 2 624.7261 -199.84 2 33.4 46.8 1 192-201 R.LKYENELALR.Q WD:WU 0.86

101 1 725.3298 -7.92 2 30.2 62.2 0 343-355 K.AGLENTVAETECR.Y Carbamidomethyl: 12 WD:WU 0.92

258 1 690.3402 -39.52 2 32.4 52.8 1 396-406 K.TRLEQEIATYR.S WD:WU 0.90

17 1 1001.9627 -17.06 2 29.4 39.4 0 430-450 R.STSVTTTSSASVTTTSNASGR.
R

WD:WU 1.38
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Protein 9: serotransferrin precursor [Homo sapiens]
Accession: gi|4557871 Score: 308.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.0
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.9

No. of unique Peptides: 8
Quantitation
WD:WU Median: 0.65 CV: 59.99 % No. of Peptides: 6

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

172 2 761.3492 -29.85 2 31.0 78.7 1 372-384 R.LKCDEWSVNSVGK.I Carbamidomethyl: 3

708 2 625.2611 -72.75 2 37.7 48.9 0 454-464 K.SASDLTWDNLK.G WD:WU 0.24

817 1 789.3225 -12.58 2 39.0 49.5 0 495-508 R.FDEFFSEGCAPGSK.K Carbamidomethyl: 9 WD:WU 0.71

448 1 642.1562 -205.50 2 34.1 34.3 0 531-541 K.EGYYGYTGAFR.C WD:WU 1.50

1439 1 783.3662 -47.33 2 46.8 10.9 1 647-659 K.DLLFRDDTVCLAK.L Carbamidomethyl: 10 WD:WU 0.58

232 2 500.6172 -271.08 2 32.1 36.9 0 669-676 K.YLGEEYVK.A WD:WU 0.58

915 2 766.3408 -8.88 2 40.2 24.0 0 684-696 K.CSTSSLLEACTFR.R Carbamidomethyl: 1, 10 WD:WU 0.91
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Protein 10: alpha-1-antitrypsin precursor [Homo sapiens]
Accession: gi|50363217 Score: 228.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 5.3

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

Quantitation
WD:WU Median: 0.95 CV: 65.16 % No. of Peptides: 3

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

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

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

alpha-1-antitrypsin precursor [Homo sapiens]

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

alpha-1-antitrypsin precursor [Homo sapiens]

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

alpha-1-antitrypsin precursor [Homo sapiens]

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

alpha-1-antitrypsin precursor [Homo sapiens]

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

alpha-1-antitrypsin precursor [Homo sapiens]

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

alpha-1-antitrypsin precursor [Homo sapiens]

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

alpha-1-antitrypsin precursor [Homo sapiens]

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

alpha-1-antitrypsin precursor [Homo sapiens]

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

alpha-1-antitrypsin precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

722 1 729.3434 -11.09 3 37.9 16.3 1 161-179 K.LYHSEAFTVNFGDTEEAKK.Q

762 1 601.9916 0.24 3 38.4 25.3 0 284-298 K.LQHLENELTHDIITK.F WD:WU 0.63

725 2 555.8033 -4.33 2 37.9 69.3 0 315-324 K.LSITGTYDLK.S WD:WU 0.61

1068 2 508.1796 -258.32 2 42.1 41.2 0 325-334 K.SVLGQLGITK.V WD:WU 2.19
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Protein 11: keratin, type I cytoskeletal 14 [Homo sapiens]
Accession: gi|15431310 Score: 208.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.6
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 11.7

No. of unique Peptides: 3
Quantitation
WD:WU Median: 0.77 CV: 16.45 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

1027 2 636.9803 -7.37 3 41.6 10.2 0 337-352 R.TMQNLEIELQSQLSMK.A Oxidation: 15 WD:WU 0.65

134 1 512.5910 -45.89 3 30.6 20.2 2 406-417 K.TRLEQEIATYRR.L WD:WU 0.90
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Protein 12: keratin, type II cytoskeletal 75 [Homo sapiens]
Accession: gi|153791158 Score: 195.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 8.7

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

Quantitation
WD:WU Median: 0.76 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

300 1 678.9411 74.83 2 32.5 11.4 1 413-424 K.LVDLEEALQKAK.Q WD:WU 0.76
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Protein 13: haptoglobin isoform 2 preproprotein [Homo sapiens]
Accession: gi|186910296 Score: 169.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.7

No. of unique Peptides: 3
Quantitation
WD:WU Median: 0.91 CV: 32.14 % No. of Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

136 2 854.8916 -43.33 2 31.0 42.7 1 58-72 K.LRTEGDGVYTLNNEK.Q WD:WU 0.63

73 2 619.9745 -5.86 3 29.9 61.3 1 78-94 K.AVGDKLPECEAVCGKPK.N Carbamidomethyl: 9, 13 WD:WU 1.35

1754 4 645.8334 -54.84 2 50.3 65.3 0 157-168 K.DIAPTLTLYVGK.K WD:WU 0.87
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Protein 14: annexin A1 [Homo sapiens]
Accession: gi|4502101 Score: 145.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.7
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 13.9

No. of unique Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

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

2959 5 851.9284 -21.25 2 65.8 81.3 0 129-144 K.GLGTDEDTLIEILASR.T

2388 2 775.8834 -37.22 2 58.2 36.2 0 215-228 K.GTDVNVFNTILTTR.S
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Protein 15: fibrinogen gamma chain isoform gamma-A precursor [Homo sapiens]
Accession: gi|70906437 Score: 139.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 5.7

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

Quantitation
WD:WU Median: 0.89 CV: 12.14 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

127 2 757.2233 -190.62 2 30.5 61.4 0 135-146 R.YLQEIYNSNNQK.I WD:WU 1.00

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

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

329 1 559.1487 -212.08 2 33.2 28.9 0 274-282 R.VELEDWNGR.T WD:WU 0.79
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Protein 16: titin isoform N2-A [Homo sapiens]
Accession: gi|291045225 Score: 136.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 3711.3
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.4

No. of unique Peptides: 10
Quantitation
WD:WU Median: 0.95 CV: 23.37 % No. of Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

K.EVTIMEEKER.A Oxidation: 5 WD:WU 0.85

881 2 555.3353 87.65 2 39.8 14.2 0 11321-
11331

K.GTAIFACDIAK.D WD:WU 1.31

627 8 481.1600 -205.16 2 36.2 13.1 0 13135-
13142

K.TWVLATDR.A

1108 1 540.7821 22.96 2 42.5 15.6 1 15065-
15073

K.EIREGADYK.L

2888 1 900.4707 -22.65 2 64.8 13.7 0 15435-
15450

K.NETVIEKPTDALQITK.E

2673 3 813.4051 24.69 2 61.8 13.6 0 17073-
17085

R.VPDLLEGCQYEFR.V Carbamidomethyl: 8

2745 1 656.8669 67.42 2 62.7 10.9 0 28426-
28437

K.YTLTVENNSGSK.S

98 1 529.8207 -183.86 3 30.5 11.1 1 30355-
30368

K.DDGGSRVTGYYIER.K

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

R.MPYDVPEPRK.Y

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

K.TNLQFMGQAFKSIHEKVSK.I WD:WU 0.77
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Protein 17: heat shock protein beta-1 [Homo sapiens]
Accession: gi|4504517 Score: 113.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.8
Database Date: 2015-11-30 pI: 6.0

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

Quantitation
WD:WU 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

1772 4 582.3088 -9.00 2 50.5 62.7 0 28-37 R.LFDQAFGLPR.L

1666 1 953.4317 -71.06 2 49.5 35.6 0 172-188 K.LATQSNEITIPVTFESR.A WD:WU 0.49

2886 2 822.4678 63.76 2 64.8 15.6 1 189-205 R.AQLGGPEAAKSDETAAK.-
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Protein 18: PREDICTED: POTE ankyrin domain family member E isoform X1 [Homo sapiens]
Accession: gi|578804361 Score: 106.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 7.0
No. of unique Peptides: 3

Quantitation
WD:WU Median: 0.44 CV: 20.64 % No. of Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1146 1 984.4853 -59.25 2 43.0 11.3 0 396-413 R.VAPEEHPILLTEAPLNPK.A WD:WU 0.47

1411 4 895.9110 -43.08 2 46.4 42.4 0 539-554 K.SYELPDGQVITIGNER.F WD:WU 0.54

74 2 758.8545 -0.57 2 30.1 53.0 0 660-672 K.QEYDESGPSIVHR.K WD:WU 0.33
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Protein 19: complement C3 precursor [Homo sapiens]
Accession: gi|115298678 Score: 79.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.0
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 4
Quantitation
WD:WU Median: 4.52 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2933 1 940.0026 13.02 2 65.4 22.8 0 226-241 K.EYVLPSFEVIVEPTEK.F
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

1782 5 1086.9427 -40.31 2 50.9 20.1 2 1505-
1522

K.LCRDELCRCAEENCFIQK.S WD:WU 4.52

192 1 650.8121 22.36 2 31.2 19.9 0 1536-
1546

K.ACEPGVDYVYK.T Carbamidomethyl: 2
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Protein 20: hemoglobin subunit epsilon [Homo sapiens]
Accession: gi|4885393 Score: 77.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.2
Database Date: 2015-11-30 pI: 9.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2297 8 596.8075 -111.81 2 57.0 16.1 0 134-145 K.LVSAVAIALAHK.Y
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Protein 21: glyceraldehyde-3-phosphate dehydrogenase isoform 2 [Homo sapiens]
Accession: gi|378404908 Score: 77.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.7

No. of unique Peptides: 3
Quantitation
WD:WU Median: 1.30 CV: 5.57 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

703 1 917.4101 -58.22 2 37.6 39.4 0 104-120 K.IISNASCTTNCLAPLAK.V Carbamidomethyl: 7, 11 WD:WU 1.23

904 2 706.3818 -24.09 2 40.1 26.3 0 159-173 R.GALQNIIPASTGAAK.A WD:WU 1.37

1642 1 882.2784 -143.30 2 48.8 12.0 0 268-281 K.LISWYDNEFGYSNR.V



Detailed Protein Report

27 / 1431

Protein 22: immunoglobulin lambda-like polypeptide 5 isoform 2 [Homo sapiens]
Accession: gi|372466586 Score: 76.9
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

Quantitation
WD:WU Median: 0.70 CV: 7.71 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1500 1 1022.0151 -8.03 2 47.1 12.8 0 38-56 K.ANPTVTLFPPSSEELQANK.A WD:WU 0.65

1789 11 872.4180 -17.25 2 50.7 64.0 0 99-113 K.YAASSYLSLTPEQWK.S WD:WU 0.76
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Protein 23: transthyretin precursor [Homo sapiens]
Accession: gi|4507725 Score: 76.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 8.8
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.69 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1401 2 683.8722 -15.95 2 45.9 76.1 0 42-54 R.GSPAINVAVHVFR.K WD:WU 1.69
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Protein 24: c-myc promoter-binding protein-1 isoform MBP-1 [Homo sapiens]
Accession: gi|319996655 Score: 71.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.9

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.81 CV: 20.36 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1599 2 713.3423 -34.09 2 48.3 38.9 0 177-188 R.YISPDQLADLYK.S WD:WU 0.67

584 1 817.3947 -24.01 2 36.2 33.0 0 251-265 K.VNQIGSVTESLQACK.L Carbamidomethyl: 14 WD:WU 1.00
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Protein 25: stAR-related lipid transfer protein 9 [Homo sapiens]
Accession: gi|270265793 Score: 69.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 516.0
Database Date: 2015-11-30 pI: 5.9

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

Quantitation
WD:WU Median: 0.73 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2859 3 648.3692 122.78 2 64.5 15.6 1 134-145 R.EKDCASLPSSCR.I

2847 1 665.3691 57.41 2 64.1 17.6 0 2192-
2202

R.EFTNTSLHPQR.M

405 1 565.3234 16.33 2 34.1 11.7 0 2310-
2319

R.QETVSPLLSR.T

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

K.KVVAALPSQAPYDDPR.V WD:WU 0.73
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Protein 26: keratin, type II cytoskeletal 1 [Homo sapiens]
Accession: gi|119395750 Score: 69.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.0
Database Date: 2015-11-30 pI: 8.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

2843 2 651.8509 -15.86 2 64.1 16.0 0 344-355 R.SLDLDSIIAEVK.A
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Protein 27: endothelin-2 preproprotein [Homo sapiens]
Accession: gi|4503463 Score: 57.5
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: 3
Quantitation
WD:WU 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

2946 1 1051.5610 95.12 2 65.6 10.9 2 95-112 R.RCQCSSARDPACATFCLR.R Carbamidomethyl: 4, 12

2155 1 1051.4608 -0.17 2 55.5 16.2 2 95-112 R.RCQCSSARDPACATFCLR.R Carbamidomethyl: 12, 16

587 1 459.6056 -275.62 2 35.7 17.8 1 160-166 K.RQQEAMR.E WD:WU 0.64
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Protein 28: keratin, type II cytoskeletal 4 [Homo sapiens]
Accession: gi|331999954 Score: 57.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 3.3
No. of unique Peptides: 2

Quantitation
WD:WU Median: 0.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

365 1 678.3483 -55.17 2 33.6 39.9 1 401-412 K.RVELEAALQQAK.E WD:WU 0.82

1796 1 599.9815 -22.51 3 51.1 17.3 1 402-417 R.VELEAALQQAKEELAR.M
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Protein 29: centromere protein F [Homo sapiens]
Accession: gi|55770834 Score: 56.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 357.3
Database Date: 2015-11-30 pI: 4.9

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

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

K.KQLCVLQQLK.E
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Protein 30: PREDICTED: nebulin isoform X22 [Homo sapiens]
Accession: gi|530370465 Score: 56.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 961.5
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 0.6

No. of unique Peptides: 4
Quantitation
WD:WU Median: 0.74 CV: 5.98 % 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

415 4 544.7701 86.52 2 34.2 12.0 0 646-654 K.SMNYCETPK.Y Oxidation: 2

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

R.KAYDLQSDNLYK.S WD:WU 0.69

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

K.VKDEVSDLKYK.E WD:WU 0.78

2801 1 994.5013 20.67 2 63.5 13.2 1 8000-
8015

K.LNQENFSSVLYKENMR.K Oxidation: 15



Detailed Protein Report

42 / 1431

Protein 31: PREDICTED: splicing factor, proline- and glutamine-rich isoform X5 [Homo sapiens]
Accession: gi|530363148 Score: 54.9
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
WD:WU Median: 1.47 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

378 2 678.1836 -200.95 2 33.8 28.3 1 268-279 R.SEEKISDSEGFK.A

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

Oxidation: 2, 10

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

Oxidation: 4, 12 WD:WU 1.47
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Protein 32: CDK5 regulatory subunit-associated protein 2 isoform c [Homo sapiens]
Accession: gi|440309853 Score: 54.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.5
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 4
Quantitation
WD:WU Median: 0.89 CV: 5.29 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

93 1 529.5810 3.65 3 30.1 13.6 1 271-283 K.ERETEAAQMEHQK.E WD:WU 0.84
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2305 1 937.4652 -77.24 2 57.1 11.9 1 708-723 R.LPILIKPSRSLGNMYR.L Oxidation: 14

268 3 501.1673 -209.52 2 32.1 13.8 1 1391-
1399

K.EQLARGAEK.A WD:WU 0.94

578 1 575.8071 -12.69 2 36.1 15.6 1 1558-
1566

K.LTLEEAYRR.L
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Protein 33: PREDICTED: ceruloplasmin isoform X4 [Homo sapiens]
Accession: gi|578807068 Score: 54.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2949 1 735.4039 -26.64 2 65.6 54.0 0 188-201 K.DIASGLIGPLIICK.K Carbamidomethyl: 13
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Protein 34: cadherin EGF LAG seven-pass G-type receptor 3 precursor [Homo sapiens]
Accession: gi|145309304 Score: 53.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 358.0
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.2
No. of unique Peptides: 3
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1390 1 942.4814 27.90 2 46.2 11.4 1 232-250 R.RNCLPGASGSGPELDSAPR.T

2841 1 648.3701 87.56 1 64.1 13.5 0 1513-
1518

R.CEVAAR.S

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

R.MEHPSSPR.G
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Protein 35: testis-specific serine/threonine-protein kinase 2 [Homo sapiens]
Accession: gi|194294513 Score: 52.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.3

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.95 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

174 3 642.2924 -49.65 2 31.4 20.1 2 293-302 K.YRAECKLDTK.T Carbamidomethyl: 5 WD:WU 0.95



Detailed Protein Report

50 / 1431

Protein 36: glycerol-3-phosphate dehydrogenase, mitochondrial precursor [Homo sapiens]
Accession: gi|285002231 Score: 51.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.8
Database Date: 2015-11-30 pI: 8.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 4
Quantitation
WD:WU Median: 0.94 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530370176 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  glycerol-3-phosphate  dehydrogenase,  mitochondrial  
isoform X1 [Homo sapiens]

gi|285002233 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

glycerol-3-phosphate dehydrogenase, mitochondrial precursor [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

810 2 491.6440 -225.52 2 38.5 17.3 0 34-41 K.QMNLAYVK.A Oxidation: 2 WD:WU 0.94

1028 1 863.9268 -97.49 2 41.6 10.0 2 114-128 K.LIHGGVRYLQKAIMK.L

2820 1 676.8699 33.04 2 63.9 12.5 0 179-190 K.LYDLVAGSNCLK.S Carbamidomethyl: 10

29 1 706.3122 -81.53 3 29.6 11.9 1 179-197 K.LYDLVAGSNCLKSSYVLSK.S Carbamidomethyl: 10
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Protein 37: Fanconi anemia group I protein isoform 1 [Homo sapiens]
Accession: gi|164607124 Score: 51.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.2
Database Date: 2015-11-30 pI: 6.3

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

426 4 658.3901 11.29 2 34.4 22.4 2 780-791 K.KLSDILNEKAGK.A

1909 2 918.3239 -154.66 2 52.5 13.3 1 945-960 R.EDADVSVTQRTAFQIR.Q

13 1 814.3623 -84.24 2 29.4 15.2 1 1165-
1178

K.DLCKMYTTLTALVR.Y
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Protein 38: peroxiredoxin-2 [Homo sapiens]
Accession: gi|32189392 Score: 50.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 5.6

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

Quantitation
WD:WU Median: 3.50 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

766 1 606.3268 -23.04 2 38.4 50.1 0 140-150 R.QITVNDLPVGR.S WD:WU 3.50
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Protein 39: PREDICTED: serine/threonine-protein kinase 31 isoform X3 [Homo sapiens]
Accession: gi|578813577 Score: 49.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.7
Database Date: 2015-11-30 pI: 4.8
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 3
Quantitation
WD:WU 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

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

181 7 592.2959 31.07 2 31.1 21.2 0 581-591 K.GYSVDVDTEAK.V WD:WU 0.61

1907 1 734.2871 -85.93 2 52.2 10.5 2 822-833 K.TENLDKCMEKTR.N
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Protein 40: fibrillin-1 precursor [Homo sapiens]
Accession: gi|281485550 Score: 49.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 312.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 3
Quantitation
WD:WU Median: 0.75 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

25 1 796.8073 -13.58 2 29.5 12.2 0 166-179 R.CACTYGFTGPQCER.D Carbamidomethyl: 1 WD:WU 0.75

2800 1 913.4636 99.50 2 63.5 13.3 0 1178-
1192

K.YQCACNPGYHSTPDR.L Carbamidomethyl: 3, 5

748 6 635.3242 75.75 2 37.8 23.9 1 2482-
2492

R.SCKDLDECATK.Q Carbamidomethyl: 8



Detailed Protein Report

57 / 1431

Protein 41: PREDICTED: ankyrin repeat domain-containing protein 11 isoform X3 [Homo sapiens]
Accession: gi|578828957 Score: 48.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 293.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 2.1

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

2918 1 1155.0468 -67.97 2 65.2 13.4 2 50-71 R.KAGLLFGMGLSGIRAGYPLSER.Q Oxidation: 8

462 1 475.6124 -248.29 2 34.3 11.4 1 1227-
1235

K.SSRSADAEK.S

2267 1 937.3359 -108.02 2 56.7 10.6 1 1527-
1542

R.EKLLGDGDLMMTSFER.M Oxidation: 10, 11
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Protein 42: neurogenic locus notch homolog protein 1 preproprotein [Homo sapiens]
Accession: gi|148833508 Score: 48.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 272.3
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1878 2 716.0566 111.85 3 52.1 10.3 1 1331-
1350

R.GFICKCPAGFEGATCENDAR.T Carbamidomethyl: 6

1825 2 715.9982 30.20 3 51.5 11.6 1 1331-
1350

R.GFICKCPAGFEGATCENDAR.T Carbamidomethyl: 4

1618 4 697.0380 98.52 3 48.9 15.1 1 1331-
1350

R.GFICKCPAGFEGATCENDAR.T

2039 1 698.2787 -136.84 2 54.1 11.8 0 1992-
2004

R.MHDGTTPLILAAR.L
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Protein 43: PREDICTED: neurobeachin-like protein 1 isoform X8 [Homo sapiens]
Accession: gi|578804777 Score: 48.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 305.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 3
Quantitation
WD:WU Median: 0.18 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

2060 1 899.3817 -81.00 2 54.1 19.6 0 713-730 R.TSFGGILSSASWGGTIEK.S WD:WU 0.18

864 1 471.1407 -120.89 2 39.2 13.3 0 1269-
1276

K.NMSTEDTK.K Oxidation: 2
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Protein 44: PREDICTED: pleckstrin homology domain-containing family A member 4 isoform X3 
[Homo sapiens]

Accession: gi|530416942 Score: 47.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.5
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 9.6
No. of unique Peptides: 4

Quantitation
WD:WU 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

361 1 711.1755 -208.54 2 33.6 11.6 1 151-163 R.ASRAEGDDYGQPR.S WD:WU 0.98

375 1 603.6767 -228.84 2 33.8 10.1 0 300-312 R.GPPSEAGGGKPPR.S

20 1 706.3988 42.59 2 29.2 15.0 2 412-424 R.EAGAPGRAWGRQR.L

1037 1 945.4829 -32.03 2 41.7 11.1 2 565-582 R.ASSPEGRHLPSPQLGTKK.Y
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Protein 45: protein FAM45A [Homo sapiens]
Accession: gi|46275835 Score: 47.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.5
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.4

No. of unique Peptides: 4

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2766 1 804.4142 11.70 3 63.0 10.7 2 46-65 R.KCCLTDENKLLHPFVFGQYR.R

837 1 491.6643 -76.81 2 38.9 11.9 0 47-54 K.CCLTDENK.L Carbamidomethyl: 1

917 2 491.6624 -80.76 2 40.3 12.6 0 47-54 K.CCLTDENK.L Carbamidomethyl: 2

2881 2 973.5257 3.04 2 64.8 12.2 1 85-101 K.VTHFSIVLTAKDFNPEK.Y
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Protein 46: pyruvate kinase PKM isoform d [Homo sapiens]
Accession: gi|332164777 Score: 46.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.9
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 5.3
No. of unique Peptides: 2

Quantitation
WD:WU 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

721 1 599.3228 -7.49 2 37.8 35.2 0 33-43 R.LDIDSPPITAR.N WD:WU 0.70

2063 1 731.7933 -161.16 2 54.4 11.5 0 100-112 K.IYVDDGLISLQVK.Q
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Protein 47: alpha-1-acid glycoprotein 2 precursor [Homo sapiens]
Accession: gi|4505529 Score: 46.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.6
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.59 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1023 3 617.8379 -30.01 2 41.5 46.2 0 114-123 R.EHVAHLLFLR.D WD:WU 1.59
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Protein 48: tetratricopeptide repeat protein 37 [Homo sapiens]
Accession: gi|7662078 Score: 45.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.4
Database Date: 2015-11-30 pI: 8.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.4

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.52 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1224 1 533.6546 -167.61 2 44.0 14.5 1 113-120 K.QKWCDVCK.K Carbamidomethyl: 7 WD:WU 0.52

728 1 705.9560 -25.50 2 37.6 14.3 1 1440-
1452

K.LSSLLRLALLALK.V
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Protein 49: serine/threonine-protein kinase Nek1 isoform 5 [Homo sapiens]
Accession: gi|313661434 Score: 45.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

894 1 946.4617 -25.43 3 40.0 16.1 1 411-440 R.NVLSAGGSGEVKAPFLGSGGTIAPSSFSSR.G
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Protein 50: transitional endoplasmic reticulum ATPase [Homo sapiens]
Accession: gi|6005942 Score: 45.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.3
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl 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

2051 4 1051.4305 -44.06 2 54.3 14.5 1 678-696 K.MTNGFSGADLTEICQRACK.L Carbamidomethyl: 18

1970 4 1051.4242 -50.05 2 53.3 20.7 1 678-696 K.MTNGFSGADLTEICQRACK.L Carbamidomethyl: 14
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Protein 51: PREDICTED: zinc finger protein 665 isoform X5 [Homo sapiens]
Accession: gi|578834915 Score: 45.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.9

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2293 1 937.4457 -16.78 2 57.0 19.3 0 1-18 -.MVCPCSGLLLAVGGMPPR.C Carbamidomethyl: 3; 
Oxidation: 15

1877 2 1057.5274 21.10 3 52.1 10.3 2 453-480 K.CNDCGKVFTQNSHLASHRGIHSGEKPYK.C Carbamidomethyl: 4

1830 2 1057.5034 -1.56 3 51.5 15.7 2 453-480 K.CNDCGKVFTQNSHLASHRGIHSGEKPYK.C Carbamidomethyl: 1
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Protein 52: PREDICTED: pyridine nucleotide-disulfide oxidoreductase domain-containing protein 
2 isoform X1 [Homo sapiens]

Accession: gi|578819959 Score: 45.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.0
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 8.6

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

2482 1 836.1552 175.38 2 59.3 13.8 2 196-210 R.MRSLSTLKPLLKAGR.I

2198 1 905.3670 -138.71 2 56.0 17.3 1 335-350 R.SKMVLSNTSPQITFLK.L Oxidation: 3
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Protein 53: PREDICTED: rootletin-like [Homo sapiens]
Accession: gi|578805488 Score: 44.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 147.5
Database Date: 2015-11-30 pI: 5.5

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

2904 4 973.5046 -21.62 2 65.1 13.6 2 479-495 R.EKETLSLTLAEEKEVAR.C

1510 1 899.4718 8.92 2 47.2 10.7 1 666-685 K.QNEIAKLGAAGGGGGGGVER.A
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Protein 54: PREDICTED: nesprin-2 isoform X6 [Homo sapiens]
Accession: gi|530403362 Score: 44.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 795.8
Database Date: 2015-11-30 pI: 5.1

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

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

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

K.SLKAGLDYNR.S
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Protein 55: PREDICTED: chromodomain-helicase-DNA-binding protein 4 isoform X6 [Homo 
sapiens]

Accession: gi|578822562 Score: 44.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 216.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

K.CCNHPYLFPVAAMEAPK.M Carbamidomethyl: 2

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

K.CCNHPYLFPVAAMEAPK.M Carbamidomethyl: 1
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Protein 56: voltage-dependent P/Q-type calcium channel subunit alpha-1A isoform 3 [Homo 
sapiens]

Accession: gi|187828880 Score: 43.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 256.6
Database Date: 2015-11-30 pI: 9.3

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

35 1 796.7935 -124.10 2 29.4 12.9 0 12-31 R.YGGGGSGAAAGVVVGSGGGR.G

2300 2 822.4329 20.49 2 57.1 15.3 1 1124-
1139

R.RTPNNPGNPSNPGPPK.T

2837 1 913.4693 21.67 1 64.1 15.5 1 1869-
1876

K.CPHRVACK.R
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Protein 57: serine/arginine repetitive matrix protein 2 [Homo sapiens]
Accession: gi|118572613 Score: 43.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 299.4
Database Date: 2015-11-30 pI: 12.6

Sequence Coverage [%]: 1.4
No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578828051 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  serine/arginine  repetitive  matrix  protein  2  isoform  X6  
[Homo sapiens]

gi|530407855 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  serine/arginine  repetitive  matrix  protein  2  isoform  X1  
[Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2951 7 703.3519 -15.42 2 65.6 16.8 1 833-845 R.QSHSSSSPHPKVK.S

2324 1 841.5088 116.64 2 57.3 10.3 1 1614-
1630

R.AQSGSDSSPEPKAPAPR.A

873 1 491.7878 51.39 2 39.7 16.0 1 1866-
1874

R.SRASPATHR.R
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Protein 58: fibrillin-2 precursor [Homo sapiens]
Accession: gi|66346695 Score: 43.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 314.6
Database Date: 2015-11-30 pI: 4.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 3
Quantitation
WD:WU Median: 1.22 CV: 20.64 % No. of Peptides: 2
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

186 1 806.9057 27.18 2 31.2 11.0 0 49-64 R.SATAGSEGGFLAPEYR.E WD:WU 0.99

2112 1 600.2270 -134.67 3 54.8 15.6 2 77-92 R.RGQQDVLRGPNVCGSR.F Carbamidomethyl: 13

291 2 642.2098 -115.38 2 32.8 16.5 1 2529-
2539

K.TCKDLDECQTK.Q WD:WU 1.50
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Protein 59: PREDICTED: AP-3 complex subunit beta-2 isoform X2 [Homo sapiens]
Accession: gi|578827454 Score: 43.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.4
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 3
Quantitation
WD:WU Median: 1.35 CV: 0.00 % No. of 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 Ratios

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

619 1 677.3962 18.75 2 36.6 11.7 1 77-88 K.DPNQLIRASALR.V

768 2 495.2668 -4.57 2 38.4 20.2 1 392-400 R.CATNIGRVR.D WD:WU 1.35
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Protein 60: PREDICTED: methylcytosine dioxygenase TET3 isoform X1 [Homo sapiens]
Accession: gi|530367326 Score: 43.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.6
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 2

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

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2885 1 1129.0588 22.81 2 64.8 17.8 0 24-45 R.QVMVGSFPGSGLSMAGSESQLR.G Oxidation: 3, 14

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

R.QEEAARLGLGQQEAKLYGK.K
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Protein 61: ATP-binding cassette sub-family A member 3 [Homo sapiens]
Accession: gi|116734710 Score: 42.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.2
Database Date: 2015-11-30 pI: 8.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 2
Quantitation
WD:WU Median: 1.60 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

448 1 607.1484 -239.81 2 34.6 32.5 0 988-998 K.DALQAEGQEPR.E WD:WU 1.60
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Protein 62: glutathione S-transferase P [Homo sapiens]
Accession: gi|4504183 Score: 42.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.3
Database Date: 2015-11-30 pI: 5.3

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

Quantitation
WD:WU Median: 0.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1632 2 942.4899 12.06 2 49.1 42.5 0 56-71 K.FQDGDLTLYQSNTILR.H WD:WU 0.72
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Protein 63: serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B beta isoform 
isoform e [Homo sapiens]

Accession: gi|430727947 Score: 42.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.5
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1632 1 1073.5401 -40.07 2 48.7 20.8 1 29-49 R.VSALAPAAAPCPAPRQLPYPR.L
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Protein 64: E3 ubiquitin-protein ligase BRE1A [Homo sapiens]
Accession: gi|34878777 Score: 42.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.6
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

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

1957 2 918.3405 -92.02 2 52.8 13.9 2 956-971 R.KCPKCNAAFGANDFHR.I Carbamidomethyl: 5
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Protein 65: frizzled-10 precursor [Homo sapiens]
Accession: gi|6005762 Score: 42.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1958 2 655.2730 -62.48 2 52.8 10.4 0 281-292 R.LFAGAESIACDR.D Carbamidomethyl: 10

2186 1 928.7350 -68.15 3 55.7 17.1 1 483-507 K.MNNQTKTLDCLMAASIPAVEIFMVK.I Oxidation: 23
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Protein 66: PREDICTED: dynein heavy chain 12, axonemal isoform X1 [Homo sapiens]
Accession: gi|578805765 Score: 42.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 454.9
Database Date: 2015-11-30 pI: 5.5

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

Quantitation
WD:WU Median: 0.56 CV: 15.68 % 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

1482 1 681.7771 64.45 3 47.3 18.6 2 267-284 K.VINLFTKKEALEGVKPEK.L WD:WU 0.65

1201 1 1070.0173 -20.70 2 43.7 12.3 1 583-600 K.INPIFDENDELIENAKHK.K WD:WU 0.48
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Protein 67: PREDICTED: tetratricopeptide repeat protein 13 isoform X7 [Homo sapiens]
Accession: gi|578802328 Score: 41.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.4
Database Date: 2015-11-30 pI: 9.3

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

1682 2 820.8728 -97.18 2 49.4 15.9 1 234-247 R.SLSRGFNNHINLIR.G
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Protein 68: DNA-directed RNA polymerase, mitochondrial precursor [Homo sapiens]
Accession: gi|110618253 Score: 41.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 138.5
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

125 2 793.8591 -42.14 2 30.8 18.8 1 107-121 K.VQMGAKDATPVPCGR.W Carbamidomethyl: 13
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Protein 69: sarcoplasmic/endoplasmic reticulum calcium ATPase 2 isoform a [Homo sapiens]
Accession: gi|4502285 Score: 41.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.6
Database Date: 2015-11-30 pI: 5.1
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

1921 1 781.2702 -187.08 2 52.7 14.2 0 219-234 K.AMGVVVATGVNTEIGK.I Oxidation: 2

1931 1 709.7683 -152.59 2 52.8 13.6 1 511-523 K.MFVKGAPEGVIDR.C
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Protein 70: dynein heavy chain 6, axonemal [Homo sapiens]
Accession: gi|194353966 Score: 41.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 475.7
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578802753 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  dynein  heavy  chain  6,  axonemal  isoform  X1  [Homo  
sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2264 1 1011.7667 170.21 1 56.8 10.2 1 2148-
2157

R.KNILGAPGNK.R

1872 1 973.5013 -53.30 2 51.7 13.0 2 2694-
2710

K.NGLTKLLETNILVDKMK.L Oxidation: 16

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

K.LRAAQAELDITMATLREK.Q
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Protein 71: PREDICTED: LOW QUALITY PROTEIN: ubiquitin carboxyl-terminal hydrolase 17-like 
protein 20 [Homo sapiens]

Accession: gi|578843530 Score: 41.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.1
Database Date: 2015-11-30 pI: 9.8

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

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

1491 1 981.6005 60.92 2 47.4 15.8 1 264-279 R.ALLVCQISQWKYRPTR.T
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Protein 72: PREDICTED: WD repeat-containing protein 88 isoform X1 [Homo sapiens]
Accession: gi|578833944 Score: 41.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.7

No. of unique Peptides: 3
Quantitation
WD:WU Median: 0.74 CV: 25.19 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

573 1 472.1766 -62.66 2 36.0 10.2 0 7-14 R.CSPTAHDR.E Carbamidomethyl: 1

2091 1 757.2566 -151.54 2 54.7 16.0 0 18-32 K.LPPPSAPASEYCPGK.L WD:WU 0.95

1628 1 882.4156 -3.95 2 48.7 14.8 1 185-199 R.YDTFIVSCKFSPDGK.Y Carbamidomethyl: 8 WD:WU 0.58
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Protein 73: protein scribble homolog isoform b [Homo sapiens]
Accession: gi|355390315 Score: 40.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 174.8
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

707 1 450.6514 -240.33 2 37.3 16.3 2 838-845 R.ERRGGGLR.L

92 2 696.1357 141.31 3 30.4 24.5 2 861-880 R.HVACLARSERGLGFSIAGGK.G Carbamidomethyl: 4
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Protein 74: Alstrom syndrome protein 1 [Homo sapiens]
Accession: gi|110349786 Score: 40.7
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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

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

R.LIQAFGHERVCLSPR.R
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Protein 75: PREDICTED: ADAMTS-like protein 3 isoform X3 [Homo sapiens]
Accession: gi|530406914 Score: 40.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 186.1
Database Date: 2015-11-30 pI: 9.6
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

445 1 475.6547 -114.30 2 34.1 10.8 0 774-782 R.TCGGGTQNR.R Carbamidomethyl: 2
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Protein 76: kinesin-like protein KIF3B [Homo sapiens]
Accession: gi|4758646 Score: 40.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.1
Database Date: 2015-11-30 pI: 7.8

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

850 1 911.1296 -3.32 3 39.4 14.3 2 178-201 K.DLSSFVTKSVKEIEHVMNVGNQNR.S

182 2 795.4018 9.53 2 31.1 14.3 2 505-516 R.REREIQQQMESR.D
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Protein 77: DNA polymerase zeta catalytic subunit isoform b [Homo sapiens]
Accession: gi|556695361 Score: 40.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.9
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578812913 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  DNA  polymerase  zeta  catalytic  subunit  isoform  X6  
[Homo sapiens]

gi|556695404 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

DNA polymerase zeta catalytic subunit isoform b [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

727 2 517.1500 -168.10 2 37.5 14.5 1 353-360 R.NRMPSPCR.S Carbamidomethyl: 7; 
Oxidation: 3

671 1 648.3571 -103.32 2 36.8 12.0 2 1943-
1954

K.KLPKTKPTGVVK.S

1743 1 786.4023 -29.21 3 50.5 13.6 1 2643-
2664

R.QLGLKLIANVTFGYTSANFSGR.M
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Protein 78: von Willebrand factor preproprotein [Homo sapiens]
Accession: gi|89191868 Score: 40.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 309.1
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 3
Quantitation
WD:WU Median: 0.69 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1145 4 729.1568 -199.23 2 42.6 14.5 0 1944-
1956

R.WTCPCVCTGSSTR.H Carbamidomethyl: 5 WD:WU 0.69

1133 2 729.1918 -151.33 2 42.4 15.1 0 1944-
1956

R.WTCPCVCTGSSTR.H Carbamidomethyl: 3

1951 1 918.3471 -96.34 2 53.1 10.5 2 2365-
2379

K.EECKRVSPPSCPPHR.L Carbamidomethyl: 3, 11
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Protein 79: DNA-dependent protein kinase catalytic subunit isoform 2 [Homo sapiens]
Accession: gi|126032350 Score: 40.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 465.2
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 3
Quantitation
WD:WU Median: 1.65 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

9 1 798.7834 5.94 3 29.1 17.8 2 2314-
2334

K.EVYAAAAEVLGLILRYVMERK.
N

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

K.VCLDIIYK.M Carbamidomethyl: 2 WD:WU 1.65

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

K.FSMKMKMIDSAR.K
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Protein 80: PREDICTED: lethal(3)malignant brain tumor-like protein 4 isoform X7 [Homo sapiens]
Accession: gi|578832232 Score: 40.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.5
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1
Quantitation
WD:WU 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

2406 3 701.3175 -82.26 3 58.4 16.5 1 372-391 K.ILPGQAVCPTPGCRGIGHIR.G Carbamidomethyl: 13 WD:WU 0.55
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Protein 81: zinc finger protein 700 isoform 1 [Homo sapiens]
Accession: gi|55742736 Score: 40.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.2
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2885 1 1023.0269 78.47 2 64.8 13.1 2 212-229 R.HMVMHSGDGTYKCKFCGK.A Oxidation: 2

2660 4 484.7692 71.54 2 61.6 15.8 0 600-608 K.AFSCASNLR.K
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Protein 82: PREDICTED: sphingosine-1-phosphate phosphatase 1 isoform X1 [Homo sapiens]
Accession: gi|578826162 Score: 39.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.6
Database Date: 2015-11-30 pI: 9.9

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

2846 1 626.8511 24.33 2 64.3 11.3 0 91-103 R.NGLAAELGPASPR.R

2736 1 1023.0146 -34.37 2 62.6 14.4 1 356-373 K.ITIPLACKIFNIPCDDIR.K
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Protein 83: RNA polymerase II transcription factor SIII subunit A2 [Homo sapiens]
Accession: gi|45439357 Score: 39.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.9

No. of unique Peptides: 2
Quantitation
WD:WU Median: 1.94 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

687 1 512.1344 -204.56 2 37.4 13.3 1 251-259 R.EKSCGACLR.E Carbamidomethyl: 4 WD:WU 1.94

436 1 734.3141 -70.58 3 34.5 10.6 2 422-440 R.ESWDSAKKLPPVQESQSER.L
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Protein 84: peroxisome biogenesis factor 1 isoform 3 [Homo sapiens]
Accession: gi|544186104 Score: 39.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.5
Database Date: 2015-11-30 pI: 5.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1127 4 1207.8838 99.74 1 42.8 28.3 2 233-242 K.IPRSLKLQPR.E



Detailed Protein Report

130 / 1431

Protein 85: E3 ubiquitin-protein ligase TRIP12 isoform c [Homo sapiens]
Accession: gi|10863903 Score: 39.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 220.3
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.5
No. of unique Peptides: 2

Quantitation
WD:WU Median: 0.74 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1453 1 929.4464 3.04 2 46.5 10.5 1 16-33 R.SQRNTAGAQPQDDSIGGR.S WD:WU 0.74

2056 1 973.8963 -110.34 2 54.1 16.5 2 1067-
1086

R.TAGGSGLARAASKDTISNNR.E
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Protein 86: relaxin receptor 1 isoform 7 [Homo sapiens]
Accession: gi|359279881 Score: 38.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 2
Quantitation
WD:WU Median: 1.34 CV: 79.73 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

386 6 544.1543 -144.04 2 33.4 14.3 0 1-9 -.MVTCTQNMK.A Oxidation: 1, 8 WD:WU 2.71

468 2 572.6830 -105.55 2 34.3 24.6 0 1-9 -.MVTCTQNMK.A Carbamidomethyl: 4; 
Oxidation: 1, 8

WD:WU 0.67
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Protein 87: G2/mitotic-specific cyclin-B3 isoform 3 [Homo sapiens]
Accession: gi|90669307 Score: 38.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.8
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 3.4
No. of unique Peptides: 3

Quantitation
WD:WU Median: 2.71 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

1030 1 670.7981 -53.16 2 41.6 10.6 1 290-300 K.CTIYGKICHFR.K

2723 1 639.3585 -37.42 2 62.4 12.0 2 348-358 K.KSLALQKTNFK.E WD:WU 2.71

1809 2 1011.7628 -33.19 3 51.3 16.1 2 535-560 K.
KKCTTQEMMSICPELLDFQDMIGEDK.
N
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Protein 88: PREDICTED: N-alpha-acetyltransferase 15, NatA auxiliary subunit isoform X1 [Homo 
sapiens]

Accession: gi|530378196 Score: 38.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.1
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2297 1 863.8705 -61.74 2 57.2 20.5 1 316-330 R.MNFSKGCPPVFNTLR.S Oxidation: 1
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Protein 89: probable ATP-dependent RNA helicase DDX20 [Homo sapiens]
Accession: gi|256223453 Score: 38.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.2
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 3.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1828 1 807.3949 -77.75 2 51.2 11.4 2 39-52 R.ILRTAQDLSSPRTR.T

827 1 683.3392 -78.48 2 39.2 27.0 2 178-190 R.LKKCHIAVGSPGR.I
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Protein 90: protein FAM104A isoform 3 [Homo sapiens]
Accession: gi|574956994 Score: 38.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.8
Database Date: 2015-11-30 pI: 12.7

Sequence Coverage [%]: 40.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2165 5 974.4048 -53.21 3 55.4 21.1 2 1-32 -.MGGRGADAGSSGGTGPTEGYSPPAASTRAAAR.A
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Protein 91: small proline-rich protein 2E [Homo sapiens]
Accession: gi|83582817 Score: 38.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 7.8
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 18.1

No. of unique Peptides: 2
Quantitation
WD:WU 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

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

68 2 753.3471 -24.59 2 30.1 26.7 0 10-22 K.QPCQPPPVCPTPK.C Carbamidomethyl: 3, 9 WD:WU 1.04
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Protein 92: DNA repair and recombination protein RAD54B isoform 1 [Homo sapiens]
Accession: gi|6912622 Score: 38.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.9
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation 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

1860 2 599.9988 -42.55 3 51.9 12.1 2 357-372 K.KTLIVTPGSLVNNWKK.E

920 1 945.9532 -58.91 2 39.9 10.3 1 860-875 K.SNSLKPLSMSQLKQWK.H Oxidation: 9
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Protein 93: histone H4 [Homo sapiens]
Accession: gi|4504301 Score: 37.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.4
Database Date: 2015-11-30 pI: 11.8

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

Quantitation
WD:WU Median: 1.43 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

1347 4 495.2734 -38.66 2 45.6 37.9 0 61-68 K.VFLENVIR.D WD:WU 1.43



Detailed Protein Report
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Protein 94: protein FAM115C isoform B [Homo sapiens]
Accession: gi|293651621 Score: 37.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.6
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

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

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



Detailed Protein Report
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Protein 95: PREDICTED: probable E3 ubiquitin-protein ligase MYCBP2 isoform X1 [Homo sapiens]
Accession: gi|530402182 Score: 37.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 521.8
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 1.2

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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



Detailed Protein Report
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Protein 96: unconventional myosin-IXb isoform 2 [Homo sapiens]
Accession: gi|194272142 Score: 37.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 229.0
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.8
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

1465 1 671.4099 1.89 2 47.1 16.6 1 1964-
1974

K.EILIERIQSIK.E



Detailed Protein Report
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Protein 97: PREDICTED: NEDD8 ultimate buster 1 isoform X3 [Homo sapiens]
Accession: gi|530387034 Score: 37.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.7
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2062 2 625.2581 -159.60 2 54.4 16.1 2 330-339 K.KLNLAQKCFK.N Carbamidomethyl: 8
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Protein 98: ubiquitin carboxyl-terminal hydrolase 32 [Homo sapiens]
Accession: gi|22550104 Score: 37.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 181.5
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.4
No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

362 1 539.2298 -162.41 2 33.2 10.4 1 549-557 K.RTPQLIHGR.D

434 3 565.3154 -75.69 2 34.4 15.6 2 1292-
1300

R.WIKSQKIVK.F

2778 1 1023.5416 14.56 2 63.2 11.2 1 1361-
1381

K.SPSSLSANIISSPKGSPSSSR.K
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Protein 99: probable ATP-dependent RNA helicase DDX10 [Homo sapiens]
Accession: gi|13514831 Score: 37.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.8
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 4.6
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1771 5 599.9726 0.40 3 50.8 16.0 1 1-18 -.MGKTANSPGSGARPDPVR.S

2294 1 713.3369 -116.31 2 57.0 10.6 2 638-649 K.VKRHNVFGLDLK.D



Detailed Protein Report
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Protein 100: conserved oligomeric Golgi complex subunit 1 [Homo sapiens]
Accession: gi|21237783 Score: 37.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.9
Database Date: 2015-11-30 pI: 7.1
Modification(s): Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.38 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2917 1 724.8590 4.01 2 65.2 12.8 0 58-70 R.DLIEAADTIGQMR.R Oxidation: 12

1712 1 1045.0032 -51.34 2 49.7 13.3 1 527-545 K.VKLDDLLAYLPSDDSSLPK.D WD:WU 0.38
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Protein 101: PREDICTED: F-box/WD repeat-containing protein 11 isoform X5 [Homo sapiens]
Accession: gi|530380941 Score: 36.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.8
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.7

No. of unique Peptides: 2
Quantitation
WD:WU 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

891 1 630.9500 -54.02 3 39.5 12.1 0 227-243 K.VLTGHTGSVLCLQYDER.V WD:WU 1.09

1138 1 751.8302 130.90 3 42.5 11.7 1 419-438 K.VWDLQAALDPRAPASTLCLR.T Carbamidomethyl: 18
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Protein 102: uncharacterized protein C4orf21 [Homo sapiens]
Accession: gi|254826809 Score: 36.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 236.5
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 3

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

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2940 1 973.5071 -8.25 2 65.5 10.8 1 167-183 K.KDVNNILADPENIVTYK.N

2069 1 698.2854 -192.09 2 54.5 11.7 1 282-294 K.QPQGSLKIATKPK.Y

2882 1 938.5029 -0.62 2 64.8 14.3 1 1419-
1433

R.SQKIPLYEECQLLVR.K Carbamidomethyl: 10



Detailed Protein Report
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Protein 103: apolipoprotein A-II preproprotein [Homo sapiens]
Accession: gi|4502149 Score: 36.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.2
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 22.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2890 2 1193.0548 -39.81 2 64.9 36.7 0 79-100 K.AGTELVNFLSYFVELGTQPATQ.-



Detailed Protein Report
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Protein 104: regulator of G-protein signaling 9 isoform 3 [Homo sapiens]
Accession: gi|260099635 Score: 36.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.7
Database Date: 2015-11-30 pI: 9.8

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

2782 1 681.4961 134.76 2 63.3 19.3 1 436-447 R.HLRSSPSPVILR.Q
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Protein 105: biorientation of chromosomes in cell division protein 1-like 1 [Homo sapiens]
Accession: gi|87299628 Score: 36.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 330.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 0.8

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

2965 1 557.6376 40.39 3 65.8 10.0 2 2881-
2894

K.YPVETTLKMKDDSK.T Oxidation: 9
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Protein 106: PREDICTED: myotubularin-related protein 5 isoform X5 [Homo sapiens]
Accession: gi|530420851 Score: 36.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.2
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.65 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

280 1 591.8074 33.08 2 32.6 12.3 1 242-251 R.SYQRLADACR.G WD:WU 0.65

1064 3 751.8788 61.27 2 42.0 11.0 1 1116-
1128

R.MTMSSLVERACCR.D Oxidation: 3



Detailed Protein Report

161 / 1431

Protein 107: TRIO and F-actin-binding protein isoform 1 [Homo sapiens]
Accession: gi|88501740 Score: 36.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.0
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 6.1
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1361 1 711.8629 -0.75 2 45.3 11.9 1 22-38 R.AAERGGGGGGGGVPAPR.S

2143 1 1051.3799 -114.76 2 55.3 12.5 1 276-294 K.WFEATDSRTPEVPAGEGPR.R
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Protein 108: plectin isoform 1d [Homo sapiens]
Accession: gi|41322910 Score: 36.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 512.3
Database Date: 2015-11-30 pI: 5.5

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



Detailed Protein Report

163 / 1431



Detailed Protein Report

164 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1213 1 713.6809 -62.89 3 43.8 10.9 2 2243-
2262

K.QVAEEAARLSVAAQEAARLR.Q

1785 2 582.1343 -236.00 2 50.7 11.8 0 2343-
2352

R.QLEMSAEAER.L
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Protein 109: PDZ domain-containing RING finger protein 4 isoform 2 [Homo sapiens]
Accession: gi|142976783 Score: 36.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.0
Database Date: 2015-11-30 pI: 5.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

652 2 639.3334 -62.76 2 37.0 25.9 2 369-378 R.FRQLLELKCK.I

2536 1 821.0789 154.65 2 60.0 10.2 1 497-511 R.SPDSSLPRVINLTNK.K



Detailed Protein Report
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Protein 110: dynein heavy chain 5, axonemal [Homo sapiens]
Accession: gi|19115954 Score: 36.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 528.7
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

78 1 529.5845 -42.73 3 29.9 11.4 2 3744-
3756

R.THLMEDVTANKRR.M Oxidation: 4

1942 2 709.7806 -178.71 2 52.9 13.6 0 4137-
4148

K.QFPITLLQMSIK.F
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169 / 1431

Protein 111: transcription initiation factor TFIID subunit 1-like [Homo sapiens]
Accession: gi|24429572 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 207.2
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 3
Quantitation
WD:WU Median: 0.80 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

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

1092 1 839.4008 43.81 2 42.4 10.2 0 1050-
1065

R.TMSTEQAHSGEGPMSK.F WD:WU 0.80

2649 1 835.4339 3.24 2 61.4 11.7 1 1150-
1165

R.RMLLVAGSAASGNNHR.D Oxidation: 2
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Protein 112: PREDICTED: cylicin-1 isoform X1 [Homo sapiens]
Accession: gi|530421958 Score: 35.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.1
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

547 1 472.6490 -226.33 2 35.3 16.3 1 119-127 K.DEKGGTPLK.K



Detailed Protein Report
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Protein 113: SURP and G-patch domain-containing protein 2 [Homo sapiens]
Accession: gi|224282117 Score: 35.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.1
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.4

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.67 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|224282119 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
SURP and G-patch domain-containing protein 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2696 1 835.4525 -15.26 2 62.1 11.4 1 213-228 R.GRALNIVDQEGSLLGK.G

1571 1 948.4992 16.11 2 48.0 14.2 0 439-455 K.SVTPLLMACNAYELSVK.M Carbamidomethyl: 9 WD:WU 0.67
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Protein 114: zinc finger protein 540 isoform a [Homo sapiens]
Accession: gi|22749241 Score: 35.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.0
Database Date: 2015-11-30 pI: 10.5

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

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

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

848 2 946.4705 3.74 2 39.4 11.1 2 331-347 K.ECGKAFSVCGQLTRHQK.I



Detailed Protein Report
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Protein 115: laminin subunit alpha-2 isoform b precursor [Homo sapiens]
Accession: gi|119466532 Score: 35.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.3
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1



Detailed Protein Report

175 / 1431



Detailed Protein Report

176 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

892 1 739.3524 121.81 2 39.5 10.1 0 1125-
1137

K.CSCSDQTGQCTCK.V Carbamidomethyl: 1, 10



Detailed Protein Report
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Protein 116: transmembrane protein 169 [Homo sapiens]
Accession: gi|19923913 Score: 35.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.6
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578805184 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transmembrane protein 169 isoform X1 [Homo sapiens]

gi|214831834 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transmembrane protein 169 [Homo sapiens]

gi|214831799 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transmembrane protein 169 [Homo sapiens]

gi|214831780 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

transmembrane protein 169 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1888 1 899.4768 10.43 2 52.3 12.3 1 24-41 K.AVAAALALDGESTMGHRK.K



Detailed Protein Report
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Protein 117: keratin, type II cuticular Hb5 [Homo sapiens]
Accession: gi|4504935 Score: 35.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.8
Database Date: 2015-11-30 pI: 6.3
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

953 1 531.2210 2.88 2 40.3 11.1 0 493-502 R.SSSFSCGSSR.S Carbamidomethyl: 6
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Protein 118: PREDICTED: regulator of G-protein signaling 3 isoform X1 [Homo sapiens]
Accession: gi|578817731 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.9
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 3

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2171 1 576.2313 -138.85 3 55.7 10.6 1 31-46 K.VQGAGQLRLSIDAQDR.V

1 3 819.8417 -105.55 2 28.8 11.8 2 81-93 R.LRHQKTQTVPDCR.D Carbamidomethyl: 12

1949 1 599.9043 -89.98 3 52.7 12.8 0 885-900 R.NGGSMHHLSLFFTGHR.K
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Protein 119: PREDICTED: CAS1 domain-containing protein 1 isoform X2 [Homo sapiens]
Accession: gi|578814529 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.0
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
WD:WU 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

117 1 793.7232 -186.24 2 30.4 10.2 1 160-173 R.RQPQCCPCAAPLSR.S Carbamidomethyl: 8 WD:WU 0.75
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Protein 120: hephaestin-like protein 1 precursor [Homo sapiens]
Accession: gi|148886707 Score: 35.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 131.5
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2733 1 639.3478 58.98 2 62.6 13.4 0 698-708 R.VFCATMPHLSR.G Oxidation: 6

2243 1 666.2803 -55.46 2 56.5 21.7 1 763-773 R.GERHGDIFMNR.T
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Protein 121: collagen alpha-2(XI) chain isoform 3 preproprotein [Homo sapiens]
Accession: gi|111118968 Score: 35.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 159.8
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2871 4 645.8309 -41.94 2 64.6 23.7 1 158-169 K.GQSVTLIVDCKK.R
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Protein 122: PREDICTED: sacsin isoform X1 [Homo sapiens]
Accession: gi|530402261 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 521.9
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1798 1 916.4469 -78.82 2 50.8 10.5 2 1726-
1742

K.KSCSSKALNTPVLSVLK.E Carbamidomethyl: 3

1779 1 516.2947 105.86 2 50.6 10.7 0 2492-
2499

K.YCHADIPR.E Carbamidomethyl: 2
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Protein 123: niban-like protein 1 isoform 2 [Homo sapiens]
Accession: gi|79750824 Score: 34.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.6
Database Date: 2015-11-30 pI: 5.8

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

Quantitation
WD:WU Median: 1.73 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

367 3 607.8374 9.31 2 33.2 19.6 1 495-505 K.LAPTCKSELPR.F WD:WU 1.73



Detailed Protein Report

187 / 1431

Protein 124: PREDICTED: lysosomal-trafficking regulator isoform X4 [Homo sapiens]
Accession: gi|530365992 Score: 34.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 313.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.5

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1683 1 853.4016 -89.30 2 49.4 11.6 1 515-530 R.DLSGLLVSAFKNQVSK.N

2340 1 953.1627 116.28 2 57.7 13.1 2 989-1003 R.VCHKLIFMIIQKLFR.S Oxidation: 8



Detailed Protein Report
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Protein 125: dystrophin Dp260-1 isoform [Homo sapiens]
Accession: gi|150036268 Score: 34.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 271.2
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

129 1 619.6434 29.86 3 30.9 11.2 2 395-410 R.DQAANLMANRGDHCRK.L Carbamidomethyl: 14

1813 1 785.8684 -31.80 2 51.3 11.2 0 1318-
1330

K.VHMITENINASWR.S



Detailed Protein Report
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Protein 126: tumor protein D54 isoform g [Homo sapiens]
Accession: gi|345197262 Score: 34.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.5
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 9.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2523 1 1052.4103 -115.77 2 59.8 34.7 1 66-83 K.QNLSRSWHDVQVSSAYVK.T



Detailed Protein Report
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Protein 127: PREDICTED: rho guanine nucleotide exchange factor 5-like, partial [Homo sapiens]
Accession: gi|578844357 Score: 34.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1626 1 1058.4994 -29.00 2 49.0 12.0 2 933-951 K.DEAGVSEHPEAPAREPLRR.T
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Protein 128: retinoic acid-induced protein 1 [Homo sapiens]
Accession: gi|40807477 Score: 34.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 203.2
Database Date: 2015-11-30 pI: 9.9

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

Quantitation
WD:WU Median: 0.84 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

95 1 510.4790 -193.63 3 30.4 18.7 2 1790-
1804

R.EDGGEEAAPADKGRK.H WD:WU 0.84



Detailed Protein Report
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Protein 129: tyrosine-protein kinase Fgr [Homo sapiens]
Accession: gi|4885235 Score: 34.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.4
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 3

Alias proteins:
Accession Name Description
gi|578798632 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: tyrosine-protein kinase Fgr isoform X1 [Homo sapiens]

gi|112382244 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tyrosine-protein kinase Fgr [Homo sapiens]

gi|112382241 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tyrosine-protein kinase Fgr [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1840 1 899.4842 30.62 2 51.7 11.7 2 1-16 -.MGCVFCKKLEPVATAK.E Carbamidomethyl: 3; 
Oxidation: 1

2000 2 899.3791 -86.20 2 53.4 11.8 2 1-16 -.MGCVFCKKLEPVATAK.E Carbamidomethyl: 6; 
Oxidation: 1

1458 1 1022.6515 107.92 2 46.6 10.7 0 73-91 R.GVSGIGVTLFIALYDYEAR.T



Detailed Protein Report
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Protein 130: PREDICTED: exostosin-like 1 isoform X3 [Homo sapiens]
Accession: gi|578798624 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.0
Database Date: 2015-11-30 pI: 9.6

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

Quantitation
WD:WU Median: 0.62 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2276 1 937.4372 -58.45 2 56.9 14.5 0 217-233 R.QHSPQPGVALLALEEER.G

933 1 712.4616 88.10 2 40.0 19.7 0 361-372 K.VIHTTLEVIQDR.I WD:WU 0.62



Detailed Protein Report
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Protein 131: kinesin light chain 4 isoform d [Homo sapiens]
Accession: gi|573459761 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.6
Database Date: 2015-11-30 pI: 5.8

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

1691 1 1293.5862 -85.42 2 49.8 17.1 1 136-158 R.TLHNLVIQYAAQGRYEVAVPLCK.Q

2084 1 900.3300 -81.09 3 54.4 16.9 2 355-377 R.EEMSKSRHHEGGTPYAEYGGWYK.A



Detailed Protein Report
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Protein 132: PREDICTED: TFIIH basal transcription factor complex helicase XPB subunit isoform 
X1 [Homo sapiens]

Accession: gi|530369093 Score: 34.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.9
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

141 2 822.3919 -53.97 2 31.0 11.9 2 612-624 K.RQRFLVDQGYSFK.V



Detailed Protein Report
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Protein 133: PREDICTED: complement receptor type 1 isoform X4 [Homo sapiens]
Accession: gi|578800553 Score: 34.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 224.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.66 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

39 2 826.3468 -30.22 3 29.4 21.7 1 339-361 R.
GAASMRCTPQGDWSPAAPTCEVK.
S

Carbamidomethyl: 7, 20 WD:WU 0.66



Detailed Protein Report
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Protein 134: PREDICTED: histone-lysine N-methyltransferase ASH1L isoform X3 [Homo sapiens]
Accession: gi|530365072 Score: 33.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.3
Database Date: 2015-11-30 pI: 10.4
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

1736 1 853.3885 -153.79 2 50.1 10.2 2 256-272 R.KAGVGSVAGIIHKDLIK.K

1687 1 696.2420 -115.78 3 49.4 11.7 1 744-762 K.NVSCSSLSNSNSEPAKFMK.N Carbamidomethyl: 4



Detailed Protein Report
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Protein 135: stromal interaction molecule 2 isoform 2 precursor [Homo sapiens]
Accession: gi|281182822 Score: 33.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2262 1 937.3682 -104.97 2 56.7 12.8 0 678-694 K.SCSMNQLSSGIPVPKPR.H Carbamidomethyl: 2; 
Oxidation: 4

1467 1 619.9415 -65.11 3 46.7 10.7 0 678-694 K.SCSMNQLSSGIPVPKPR.H Carbamidomethyl: 2



Detailed Protein Report
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Protein 136: PREDICTED: ubiquitin thioesterase ZRANB1 isoform X3 [Homo sapiens]
Accession: gi|530393888 Score: 33.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.2
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 5.5
No. of unique Peptides: 2

Quantitation
WD:WU Median: 1.22 CV: 41.38 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1033 2 590.8060 -42.13 2 41.7 16.3 1 31-40 R.REIAASLHQR.K WD:WU 0.82

2848 4 648.3529 16.16 2 64.3 17.3 0 346-356 R.NHPLVTQMVEK.W WD:WU 1.81



Detailed Protein Report
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Protein 137: replication factor C subunit 1 isoform 1 [Homo sapiens]
Accession: gi|32528306 Score: 33.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.1
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 3
Quantitation
WD:WU Median: 1.66 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

967 2 530.7788 -57.17 2 40.4 11.1 2 42-50 K.EIKVNSSRK.E WD:WU 1.66

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

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

Carbamidomethyl: 8



Detailed Protein Report
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Protein 138: PREDICTED: extracellular matrix protein FRAS1 isoform X2 [Homo sapiens]
Accession: gi|578809381 Score: 33.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 438.5
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

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

R.LQMMKHGNLEQISIKGPIR.S



Detailed Protein Report
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Protein 139: PREDICTED: putative tripartite motif-containing protein 61 isoform X1 [Homo sapiens]
Accession: gi|578809113 Score: 33.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.4
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578809117 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: putative tripartite motif-containing protein 61 isoform X3 
[Homo sapiens]

gi|578809115 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: putative tripartite motif-containing protein 61 isoform X2 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1483 1 620.0670 154.80 3 47.3 17.2 0 358-373 K.DKPEWILGVCNDCLPR.R



Detailed Protein Report
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Protein 140: wee1-like protein kinase 2 [Homo sapiens]
Accession: gi|157738687 Score: 32.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.9
Database Date: 2015-11-30 pI: 6.1
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

1865 1 785.9040 -18.42 2 51.7 15.7 1 218-231 K.IGVGEFGTVYKCIK.R Carbamidomethyl: 12

135 1 725.9700 90.61 2 30.9 17.2 0 378-391 K.IGDLGHATSINKPK.V



Detailed Protein Report
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Protein 141: H/ACA ribonucleoprotein complex subunit 4 isoform 3 [Homo sapiens]
Accession: gi|570700851 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.6
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 6.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1944 1 618.9252 -105.31 3 53.0 18.6 2 298-314 K.RLVMKDSAVNAICYGAK.I Oxidation: 4

2864 1 651.8581 -55.52 2 64.5 14.1 2 390-400 K.KLMIKQGLLDK.H Oxidation: 3



Detailed Protein Report
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Protein 142: protein unc-13 homolog C [Homo sapiens]
Accession: gi|122937514 Score: 32.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 250.8
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.62 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530405876 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein unc-13 homolog C 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

1046 1 742.4006 68.40 2 41.8 12.0 1 1497-
1508

K.YRENFPASNTER.L WD:WU 0.62

1482 1 619.9673 -23.43 3 46.9 10.7 0 1791-
1805

K.ENVPCILMNNIQQLR.V Carbamidomethyl: 5; 
Oxidation: 8



Detailed Protein Report
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Protein 143: PREDICTED: MAGUK p55 subfamily member 6 isoform X2 [Homo sapiens]
Accession: gi|530384825 Score: 32.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.7
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 10.0

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2335 1 938.2188 84.20 3 57.5 10.4 1 334-357 R.TSEFMPYVVFIAAPELETLRAMHK.A Oxidation: 5, 22

2850 1 994.4934 -74.35 2 64.3 22.2 2 358-376 K.AVVDAGITTKLLTDSDLKK.T



Detailed Protein Report
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Protein 144: usherin isoform B [Homo sapiens]
Accession: gi|219842266 Score: 32.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 575.2
Database Date: 2015-11-30 pI: 6.4

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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



Detailed Protein Report
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Protein 145: macrophage mannose receptor 1 precursor [Homo sapiens]
Accession: gi|4505245 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.9
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2976 1 928.0036 17.04 2 66.0 14.3 2 126-140 K.NIMLYKGSGLWSRWK.I Oxidation: 3



Detailed Protein Report
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Protein 146: unconventional myosin-Ie [Homo sapiens]
Accession: gi|55956916 Score: 32.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1182 1 478.1928 -225.01 2 43.0 13.4 1 782-789 K.RDLLLTPK.C
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Protein 147: cystatin-B [Homo sapiens]
Accession: gi|4503117 Score: 31.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.1
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 12.2
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.65 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

695 1 663.8458 -15.71 2 37.1 31.9 0 45-56 K.SQVVAGTNYFIK.V WD:WU 0.65



Detailed Protein Report
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Protein 148: PREDICTED: uncharacterized protein C7orf63 isoform X1 [Homo sapiens]
Accession: gi|530386429 Score: 31.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.8
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Quantitation
WD:WU Median: 2.21 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1060 1 540.7960 -72.96 2 41.5 14.8 1 881-890 K.LPIRGGALQR.V WD:WU 2.21
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Protein 149: estrogen sulfotransferase [Homo sapiens]
Accession: gi|4885617 Score: 31.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.1
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 7.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2974 1 826.4375 3.18 2 65.9 13.7 2 251-264 K.LSPFMRKGITGDWK.N Oxidation: 5
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Protein 150: PREDICTED: sodium bicarbonate transporter-like protein 11 isoform X2 [Homo 
sapiens]

Accession: gi|530426013 Score: 31.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.0
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

823 1 711.9737 188.22 2 38.7 20.7 0 236-247 R.TFATMFSDIAFR.Q Oxidation: 5



Detailed Protein Report
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Protein 151: archaemetzincin-1 isoform 1 [Homo sapiens]
Accession: gi|55741645 Score: 31.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.54 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

704 1 457.7465 -113.16 2 37.6 18.2 2 478-485 K.LSARKLAR.A WD:WU 0.54



Detailed Protein Report
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Protein 152: PREDICTED: kelch-like protein 17 isoform X1 [Homo sapiens]
Accession: gi|530360301 Score: 31.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.6
Database Date: 2015-11-30 pI: 6.9
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

2931 1 1051.5566 47.56 2 65.4 17.0 2 568-584 K.YNPRTNKWVAASCMFTR.R Carbamidomethyl: 13
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Protein 153: beta-crystallin B1 [Homo sapiens]
Accession: gi|4503061 Score: 31.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.0
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 13.5
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2177 1 1051.4295 -96.54 2 55.7 20.8 1 1-22 -.MSQAAKASASATVAVNPGPDTK.G

2974 1 729.3714 20.28 2 65.9 10.5 0 203-214 R.GYQYLLEPGDFR.H
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Protein 154: PREDICTED: pulmonary surfactant-associated protein C isoform X1 [Homo sapiens]
Accession: gi|530387966 Score: 31.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.6
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 14.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1479 1 1006.6165 136.56 2 46.9 11.4 1 239-257 R.GWEWAEVAPRGPGTPATTE.-
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Protein 155: RNA polymerase II subunit A C-terminal domain phosphatase isoform 3 [Homo 
sapiens]

Accession: gi|321267522 Score: 31.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.3
Database Date: 2015-11-30 pI: 4.9

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

Quantitation
WD:WU Median: 0.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1965 2 899.3643 -116.81 2 52.9 16.3 2 779-797 R.TLGAPASSERSAAGGRGPR.G WD:WU 0.82
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Protein 156: PREDICTED: autoimmune regulator isoform X1 [Homo sapiens]
Accession: gi|530419216 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.5
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1351 1 669.2815 20.48 2 45.7 14.6 0 107-119 R.DGGELICCDGCPR.A
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Protein 157: PREDICTED: Golgin subfamily A member 8A isoform X1 [Homo sapiens]
Accession: gi|578826741 Score: 31.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.1
Database Date: 2015-11-30 pI: 6.4
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1
Quantitation
WD:WU 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

103 1 822.3979 -26.54 2 30.5 11.3 1 137-149 K.LNTDLYHMKHSLR.Y Oxidation: 8 WD:WU 0.66
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Protein 158: keratin, type II cytoskeletal 73 [Homo sapiens]
Accession: gi|28173564 Score: 30.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.9
Database Date: 2015-11-30 pI: 7.6

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

2930 1 899.4860 22.51 2 65.4 12.0 1 329-344 K.FQELQLAAGRHGDDLK.H
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Protein 159: PREDICTED: kinesin-like protein KIF13B isoform X2 [Homo sapiens]
Accession: gi|530387685 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 195.4
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|578815259 r e f s e q _ h u m a n

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

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

PREDICTED: kinesin-like protein KIF13B isoform X3 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1541 1 513.1056 -215.54 2 48.0 12.4 1 585-592 K.QNCRSMDR.F Oxidation: 6



Detailed Protein Report

236 / 1431

Protein 160: PREDICTED: beta/gamma crystallin domain-containing protein 3 isoform X1 [Homo 
sapiens]

Accession: gi|530373918 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 298.2
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 1.3

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1726 1 900.4572 47.30 3 49.9 14.8 1 1649-
1672

K.DYEGYPAPAMPDFQPGDTTVRLDK.R Oxidation: 10
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Protein 161: PREDICTED: OTU domain-containing protein 7B isoform X2 [Homo sapiens]
Accession: gi|530432124 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.0
Database Date: 2015-11-30 pI: 7.0
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

2718 1 1175.5515 -33.60 2 62.4 11.6 0 269-289 R.SPLVLAYDQAHFSALVSMEQK.E Oxidation: 18
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Protein 162: PREDICTED: calcium-binding mitochondrial carrier protein SCaMC-3 isoform X1 
[Homo sapiens]

Accession: gi|578833593 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.9
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 6.8
No. of unique Peptides: 2

Quantitation
WD:WU Median: 0.81 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1152 1 644.3310 -53.87 2 43.1 13.1 1 209-219 R.LKVFMQVHASK.T WD:WU 0.81

1852 4 899.4901 -35.49 2 51.8 17.3 1 223-239 R.LNILGGLRSMVLEGGIR.S
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Protein 163: PREDICTED: nuclear pore complex protein Nup214 isoform X4 [Homo sapiens]
Accession: gi|530427224 Score: 30.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 209.0
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 1.5
No. of unique Peptides: 2

Quantitation
WD:WU Median: 1.48 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2741 1 715.3112 -107.27 2 62.7 17.4 1 66-77 K.VRIFDSPEELPK.E WD:WU 1.48

2086 1 1023.4014 -90.92 2 54.7 13.0 2 670-687 R.TSKACFQVGTSEEMKMLR.T
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Protein 164: sortilin-related receptor preproprotein [Homo sapiens]
Accession: gi|4507157 Score: 30.4
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: 1
Quantitation
WD:WU Median: 1.02 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1196 1 610.6448 -210.75 2 43.2 10.3 0 1244-
1254

R.CPNGTCIPSSK.H Carbamidomethyl: 1, 6 WD:WU 1.02
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Protein 165: CMP-N-acetylneuraminate-beta-1,4-galactoside alpha-2,3-sialyltransferase isoform n 
[Homo sapiens]

Accession: gi|394953753 Score: 30.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.4

No. of unique Peptides: 2
Quantitation
WD:WU 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

146 1 657.8165 -71.56 2 31.1 10.8 0 113-125 R.CIIVGNGGVLANK.S Carbamidomethyl: 1 WD:WU 0.77

2295 3 1131.4541 -161.50 1 57.1 19.5 1 220-230 K.ARVITDLSSGI.-
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Protein 166: protein FAM83G [Homo sapiens]
Accession: gi|115392150 Score: 30.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.8
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1617 1 712.0414 -43.20 3 48.9 13.8 2 33-51 R.LALEALVARGRDAFYEVLK.R

509 4 492.6651 -183.49 2 34.8 16.4 0 44-51 R.DAFYEVLK.R
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Protein 167: cGMP-specific 3',5'-cyclic phosphodiesterase isoform 2 [Homo sapiens]
Accession: gi|61744430 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.7
Database Date: 2015-11-30 pI: 5.7
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

2288 1 937.3710 -111.47 2 57.1 12.3 2 751-765 R.ERKELNIEPTDLMNR.E Oxidation: 13
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Protein 168: PREDICTED: dedicator of cytokinesis protein 7 isoform X2 [Homo sapiens]
Accession: gi|530363514 Score: 30.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 209.0
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

122 1 879.4101 -14.16 3 30.5 16.1 0 1501-
1523

K.VLLHSMACNQSAVYLQHCFATQR.A Oxidation: 6
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Protein 169: kinesin-like protein KIF1C [Homo sapiens]
Accession: gi|40254834 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.9
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 2.7

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

1261 1 1044.6916 131.82 2 44.1 13.7 2 630-646 K.ELLEQQGIDIKLEMEKR.L Oxidation: 14
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Protein 170: PREDICTED: putative uncharacterized protein LOC388900 isoform X1 [Homo sapiens]
Accession: gi|530420293 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.6
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.04 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1201 2 507.1525 -225.20 2 43.3 10.5 0 141-149 K.SHSEEALLK.R WD:WU 0.04

1811 4 863.4321 30.21 2 51.3 19.2 2 300-313 K.RISEARECENMFPK.K Oxidation: 11
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Protein 171: PREDICTED: sushi, nidogen and EGF-like domain-containing protein 1 isoform X4 
[Homo sapiens]

Accession: gi|578804038 Score: 29.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 142.7
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl 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

1667 1 1073.2934 -127.64 2 49.2 19.6 1 591-609 R.NGGTCKEAGGEYHCSCPYR.F Carbamidomethyl: 5, 16

2019 1 715.9639 11.03 3 53.6 10.1 1 591-609 R.NGGTCKEAGGEYHCSCPYR.F Carbamidomethyl: 14, 16



Detailed Protein Report

255 / 1431

Protein 172: structural maintenance of chromosomes protein 4 isoform 2 [Homo sapiens]
Accession: gi|570700827 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.4
Database Date: 2015-11-30 pI: 6.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

282 2 862.8833 -60.41 2 32.7 29.6 2 457-471 R.EKELMGFSKSVNEAR.S
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Protein 173: zinc finger protein 622 [Homo sapiens]
Accession: gi|15529978 Score: 29.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.2
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl 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

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

2237 1 753.3462 -49.90 2 56.3 10.4 1 299-311 K.VGVGKICLWCNEK.G Carbamidomethyl: 7
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Protein 174: polycystin-2 [Homo sapiens]
Accession: gi|4505835 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.6
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

418 1 686.6239 -116.77 3 33.8 12.4 2 400-417 R.EETAAQVASLKKNVWLDR.G

5 1 1205.0356 -34.52 2 29.0 17.2 2 576-595 K.FINFNRTMSQLSTTMSRCAK.D Carbamidomethyl: 18; 
Oxidation: 8
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Protein 175: PREDICTED: protein FAM214A isoform X6 [Homo sapiens]
Accession: gi|578827201 Score: 29.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.5
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578827203 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM214A isoform X7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2952 1 557.9715 37.67 3 65.7 10.1 1 247-261 R.TLKSFSMVDSSISNR.Q

1649 3 480.7758 122.24 2 48.9 19.4 0 661-668 K.QEDPTNEK.S
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Protein 176: squalene monooxygenase [Homo sapiens]
Accession: gi|62865635 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.9
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 1
Quantitation
WD:WU Median: 2.62 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1572 3 648.3277 -29.30 2 48.0 29.4 2 46-56 R.CRHRNGGLLGR.Q Carbamidomethyl: 1 WD:WU 2.62
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Protein 177: tenascin-X isoform 1 precursor [Homo sapiens]
Accession: gi|188528648 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 457.9
Database Date: 2015-11-30 pI: 4.9

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

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

R.VGGKESEVTVGGLEPGHK.Y

2906 2 557.9675 41.54 3 65.1 15.9 0 2141-
2157

R.VGGEESEVTVGGLEPGR.K
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Protein 178: probable G-protein coupled receptor 179 precursor [Homo sapiens]
Accession: gi|93352554 Score: 29.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 257.2
Database Date: 2015-11-30 pI: 5.4

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

Quantitation
WD:WU Median: 1.45 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

813 6 509.1525 -284.31 2 38.6 17.2 1 1195-
1204

R.AGKTGLAMLR.Q WD:WU 1.45
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Protein 179: cyclic AMP-dependent transcription factor ATF-5 [Homo sapiens]
Accession: gi|12597625 Score: 29.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.7
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.4

No. of unique Peptides: 2
Quantitation
WD:WU Median: 1.40 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|302370956 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
cyclic AMP-dependent transcription factor ATF-5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2748 1 1002.0026 18.34 2 62.8 15.8 2 229-246 R.KRAEGEALEGECQGLEAR.N Carbamidomethyl: 12

533 1 625.6275 0.96 3 35.1 13.5 1 230-246 K.RAEGEALEGECQGLEAR.N Carbamidomethyl: 11 WD:WU 1.40



Detailed Protein Report

267 / 1431

Protein 180: multicilin [Homo sapiens]
Accession: gi|299782571 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

809 1 526.2922 129.61 2 38.5 29.2 0 1-11 -.MQACGGGAAGR.R Carbamidomethyl: 4; 
Oxidation: 1
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Protein 181: PREDICTED: phosphatidylinositol-glycan-specific phospholipase D isoform X3 [Homo 
sapiens]

Accession: gi|530381810 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.7
Database Date: 2015-11-30 pI: 5.7

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

Quantitation
WD:WU Median: 0.78 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

257 1 625.9672 -15.19 3 32.4 29.2 1 595-611 R.VYVYNGKETTLGDMTGK.C WD:WU 0.78
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Protein 182: PREDICTED: condensin-2 complex subunit H2 isoform X1 [Homo sapiens]
Accession: gi|530420802 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.2
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1785 1 734.4108 74.56 2 51.0 11.4 1 567-579 K.RFQTYAAPSMAQP.-
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Protein 183: unconventional myosin-Id [Homo sapiens]
Accession: gi|51100974 Score: 29.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.1
Database Date: 2015-11-30 pI: 10.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2982 3 729.3741 -5.85 2 66.0 18.2 1 985-996 R.LNQPQPDFTKNR.S
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Protein 184: PREDICTED: forkhead box protein P3 isoform X2 [Homo sapiens]
Accession: gi|578838031 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 7.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

14 1 712.9876 -118.49 3 29.1 16.9 2 59-78 R.ERSAASTPYSVVFLLGIKAK.L
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Protein 185: PREDICTED: rap guanine nucleotide exchange factor 3 isoform X2 [Homo sapiens]
Accession: gi|530399600 Score: 29.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.5
Database Date: 2015-11-30 pI: 7.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 2
Quantitation
WD:WU Median: 2.90 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530399602 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  rap  guanine  nucleotide  exchange  factor  3  isoform  X3  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1402 1 727.3976 -11.71 2 45.9 15.2 0 112-124 R.ELAAVLLFEPHSK.A

870 1 711.3337 31.93 2 39.7 13.9 0 376-388 R.LENGCGNASPQMK.A Carbamidomethyl: 5; 
Oxidation: 12

WD:WU 2.90
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Protein 186: deoxyribonuclease gamma isoform 2 precursor [Homo sapiens]
Accession: gi|375151549 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.8
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2460 2 873.4565 -23.34 2 59.0 11.5 2 36-50 K.QEDKNAMDVIVKVIK.R Oxidation: 7

2658 1 625.2870 -69.08 2 61.5 17.6 0 52-61 R.CDIILVMEIK.D Carbamidomethyl: 1; 
Oxidation: 7
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Protein 187: poly [ADP-ribose] polymerase 4 [Homo sapiens]
Accession: gi|112789550 Score: 29.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.5
Database Date: 2015-11-30 pI: 5.3

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

122 1 981.4639 -29.75 2 30.8 17.4 1 1015-
1032

R.ILSQCGAGVFEYFNAKSK.H
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Protein 188: nucleolin [Homo sapiens]
Accession: gi|55956788 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 4.4

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

Quantitation
WD:WU 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

165 1 635.8027 -108.85 2 31.3 12.6 1 97-109 K.TVTPAKAVTTPGK.K WD:WU 1.03
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Protein 189: PREDICTED: protein TBATA isoform X13 [Homo sapiens]
Accession: gi|578819092 Score: 28.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.1
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 9.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2897 1 655.6487 -212.02 2 65.0 11.2 0 49-59 K.EDTTSLNWNCK.S
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Protein 190: zinc finger protein 581 [Homo sapiens]
Accession: gi|7705495 Score: 28.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.0
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 13.7

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578834534 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 581 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1072 2 984.1823 6.75 3 42.1 11.2 2 127-153 R.ASHLARHHSIHLAGGGRPHGCPLCPRR.F Carbamidomethyl: 24

1056 2 984.2136 38.53 3 41.9 17.6 2 127-153 R.ASHLARHHSIHLAGGGRPHGCPLCPRR.F Carbamidomethyl: 21
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Protein 191: PREDICTED: focal adhesion kinase 1 isoform X12 [Homo sapiens]
Accession: gi|530389222 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.1
Database Date: 2015-11-30 pI: 5.7
Modification(s): Carbamidomethyl, 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

153 2 635.8187 61.87 2 31.1 14.9 1 355-365 K.TCKNCTSDSVR.E Carbamidomethyl: 2

2249 1 937.4207 -94.13 2 56.6 13.7 2 484-498 K.LPIKWMAPESINFRR.F Oxidation: 6
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Protein 192: ankyrin repeat and zinc finger domain-containing protein 1 isoform 1 [Homo sapiens]
Accession: gi|109150425 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.9
Database Date: 2015-11-30 pI: 9.6

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

Alias proteins:
Accession Name Description
gi|109150435 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ankyrin repeat and zinc finger domain-containing protein 1 isoform 1 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

883 4 529.1891 -185.79 2 39.4 16.5 0 277-286 R.DLLAGPSWAK.A
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Protein 193: activating signal cointegrator 1 complex subunit 3 isoform c [Homo sapiens]
Accession: gi|546232111 Score: 28.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

330 1 539.2345 -58.27 2 32.8 12.1 0 63-71 K.MQSINEDLK.D

106 1 715.2726 -66.45 3 30.6 16.5 0 694-710 K.MQQLNNMDEVCYENVLK.Q Carbamidomethyl: 11; 
Oxidation: 7



Detailed Protein Report

281 / 1431

Protein 194: PREDICTED: ankyrin repeat domain-containing protein 24 isoform X6 [Homo sapiens]
Accession: gi|578833058 Score: 28.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.1
Database Date: 2015-11-30 pI: 4.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1938 1 780.7925 -113.31 2 52.9 10.6 2 725-738 K.CEAAEAEAGRLRER.V
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Protein 195: PREDICTED: SNW domain-containing protein 1 isoform X2 [Homo sapiens]
Accession: gi|530403266 Score: 28.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 6.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2279 3 863.8727 -94.70 2 57.0 13.5 2 543-558 K.DPQIAAAPRNTSMKAR.R
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Protein 196: glycogenin-1 isoform 3 [Homo sapiens]
Accession: gi|296040507 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.4
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2959 2 822.4635 2.95 2 65.8 28.2 1 35-49 R.LVVLATPQVSDSMRK.V
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Protein 197: keratin-like protein KRT222 [Homo sapiens]
Accession: gi|22748757 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.1
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 7.8
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2910 1 822.4663 -11.24 2 65.1 15.1 1 17-30 K.ILTRNQIETVLSTR.I

1053 2 530.7772 -60.09 2 41.4 13.2 2 159-167 K.KDKKPTTSR.V
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Protein 198: PREDICTED: collagen alpha-2(I) chain-like [Homo sapiens]
Accession: gi|530375734 Score: 28.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 12.9

Sequence Coverage [%]: 12.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1759 1 881.8978 -107.69 2 50.4 14.1 1 204-221 R.AVRPRSLGQGPGAQGVGR.A
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Protein 199: protein fem-1 homolog C [Homo sapiens]
Accession: gi|17864094 Score: 28.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.6
Database Date: 2015-11-30 pI: 8.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530380049 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein fem-1 homolog C isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2809 1 676.8768 34.84 2 63.7 12.6 1 1-12 -.MDLKTAVFNAAR.D Oxidation: 1

2824 1 912.9573 -30.84 2 63.8 15.5 1 425-440 R.AIKQTQCPADPLQLNK.A Carbamidomethyl: 7
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Protein 200: PREDICTED: general transcription factor 3C polypeptide 1 isoform X1 [Homo sapiens]
Accession: gi|578828542 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 231.4
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.6

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2710 1 941.5667 103.70 2 62.3 14.6 2 129-144 R.TKSLQPRCTMVEAFDR.W

2192 1 1052.3938 -65.32 2 55.9 13.3 2 640-656 K.MIMDQEKQEGVSTKCCK.K Carbamidomethyl: 15, 16; 
Oxidation: 1, 3
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Protein 201: Na(+)/H(+) exchange regulatory cofactor NHE-RF3 isoform 2 [Homo sapiens]
Accession: gi|318037207 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.6
Database Date: 2015-11-30 pI: 4.9

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

2317 1 951.3323 -147.80 2 57.4 13.6 2 37-54 R.VVEKCSPAEKAGLQDGDR.V
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Protein 202: trafficking protein particle complex subunit 9 isoform a [Homo sapiens]
Accession: gi|238624122 Score: 27.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.3
Database Date: 2015-11-30 pI: 6.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1485 1 600.4356 169.47 2 47.3 15.9 1 14-25 R.GKPAQAGARTSR.A

69 1 820.3460 -71.39 3 30.1 12.0 1 951-972 K.TLEAVLNFKYSGGPGHTEGYYR.N
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Protein 203: PREDICTED: zinc finger protein 778 isoform X4 [Homo sapiens]
Accession: gi|578828903 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.5
Database Date: 2015-11-30 pI: 9.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1559 1 977.1043 137.72 2 48.2 11.4 2 122-137 R.QDRSWFRASNETQTAR.S

559 1 472.6946 -107.46 2 35.8 16.4 0 292-299 R.YTAYLTGR.V
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Protein 204: probable guanine nucleotide exchange factor MCF2L2 [Homo sapiens]
Accession: gi|540344580 Score: 27.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 126.9
Database Date: 2015-11-30 pI: 6.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2332 1 952.9342 -37.03 2 57.6 11.4 1 232-247 R.SMLSTEDLLMSHTRQR.D

2845 1 938.5013 -5.79 2 64.1 16.3 0 459-476 R.EGVDIALNDIATFLGTVK.E
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Protein 205: chromosome-associated kinesin KIF4A [Homo sapiens]
Accession: gi|116686122 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.8
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2387 1 1051.5184 80.34 2 58.2 16.1 2 1082-
1100

K.NIQGCSCKGWCGNKQCGCR.K Carbamidomethyl: 11
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Protein 206: PREDICTED: leucine-rich repeat-containing protein 16C isoform X1 [Homo sapiens]
Accession: gi|530423607 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.1
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

R.VQVMLQRIGVSRGSGGAEGK.R Oxidation: 4
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Protein 207: PREDICTED: midasin isoform X3 [Homo sapiens]
Accession: gi|578812559 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 627.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.3
No. of unique Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

K.IYDRMKAK.E
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Protein 208: protein FAM65B isoform 2 [Homo sapiens]
Accession: gi|14277690 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.7
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1567 1 994.1375 -4.03 3 47.9 10.8 2 520-547 K.RLTSAEVPMATDRLLSEGSVGGESEGCR.S Carbamidomethyl: 27; 
Oxidation: 9

625 1 740.4433 138.33 2 36.7 16.9 0 533-547 R.LLSEGSVGGESEGCR.S
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Protein 209: queuine tRNA-ribosyltransferase [Homo sapiens]
Accession: gi|13654276 Score: 27.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.0
Database Date: 2015-11-30 pI: 7.0
Modification(s): Oxidation Sequence Coverage [%]: 6.5

No. of unique Peptides: 1
Quantitation
WD:WU 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

512 1 719.0204 199.94 2 35.3 10.4 2 16-27 R.IMRLVAECSRSR.A Oxidation: 2 WD:WU 0.94
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Protein 210: glyoxalase domain-containing protein 4 [Homo sapiens]
Accession: gi|217330598 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.2
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 8.4
No. of unique Peptides: 1

Quantitation
WD:WU 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

1097 3 631.1089 141.12 3 42.0 17.0 2 6-21 R.ALHFVFKVGNRFQTAR.F WD:WU 0.86
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Protein 211: dnaJ homolog subfamily A member 3, mitochondrial isoform 3 [Homo sapiens]
Accession: gi|557357763 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 9.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2705 1 842.5419 120.53 2 62.2 10.1 0 151-166 R.VMIPVPAGVEDGQTVR.M Oxidation: 2



Detailed Protein Report

302 / 1431

Protein 212: PREDICTED: leucine-rich PPR motif-containing protein, mitochondrial isoform X2 
[Homo sapiens]

Accession: gi|578802653 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.1
Database Date: 2015-11-30 pI: 5.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

235 2 627.3257 -99.42 2 32.1 15.2 2 909-919 K.KIIETPGIRAR.S
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Protein 213: PREDICTED: calpastatin isoform X10 [Homo sapiens]
Accession: gi|578810591 Score: 27.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.1
Database Date: 2015-11-30 pI: 4.9

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2971 1 816.9085 -57.77 2 65.9 16.1 1 2-16 M.SQPGQKPAASPRPRR.A



Detailed Protein Report

304 / 1431

Protein 214: dehydrogenase/reductase SDR family member on chromosome X precursor [Homo 
sapiens]

Accession: gi|193804850 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 11.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1586 1 1073.1340 41.86 2 48.5 14.7 2 62-81 K.HLARLGMHVIIAGNNDSKAK.Q
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Protein 215: ephrin type-A receptor 3 isoform b precursor [Homo sapiens]
Accession: gi|32967314 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.9
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2832 2 945.9883 67.92 2 64.0 16.1 1 366-381 K.CGWNIKQCEPCSPNVR.F Carbamidomethyl: 8
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Protein 216: PREDICTED: uncharacterized protein LOC101927628 [Homo sapiens]
Accession: gi|578827891 Score: 27.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.0
Database Date: 2015-11-30 pI: 12.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

2316 1 937.2798 -119.93 2 57.4 14.7 1 951-967 R.NSSSQSCCPTCTRVGMR.R Carbamidomethyl: 7
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Protein 217: PREDICTED: insulin-like growth factor 1 receptor isoform X2 [Homo sapiens]
Accession: gi|530407102 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 141.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 2
Quantitation
WD:WU 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

1849 2 1045.0301 118.60 2 51.5 16.2 0 56-73 K.ECGDLCPGTMEEKPMCEK.T Carbamidomethyl: 16; 
Oxidation: 10, 15

1420 1 669.8545 -38.10 2 46.5 11.2 0 271-282 R.HSHALVSLSFLK.N WD:WU 0.98
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Protein 218: PREDICTED: suppressor of tumorigenicity 7 protein-like isoform X10 [Homo sapiens]
Accession: gi|530362849 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 2
Quantitation
WD:WU Median: 3.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2047 4 625.2681 -128.78 2 54.2 13.8 1 259-269 K.QALKAGETIYR.Q WD:WU 3.90

2581 2 836.1729 -298.97 1 60.5 13.6 1 298-304 R.RLAMCAR.K Oxidation: 4
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Protein 219: PREDICTED: zinc finger protein 462 isoform X10 [Homo sapiens]
Accession: gi|578817729 Score: 27.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.3
Database Date: 2015-11-30 pI: 6.4
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

2878 1 869.4050 22.02 2 64.7 13.3 0 1281-
1295

K.CSWCSFSTMTISQLK.E Oxidation: 9
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Protein 220: ankyrin repeat and fibronectin type-III domain-containing protein 1 [Homo sapiens]
Accession: gi|114842396 Score: 27.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.5
Database Date: 2015-11-30 pI: 9.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2705 1 716.0445 -19.86 3 62.3 12.3 1 493-511 R.WLRQSIPISSSSSTVLQTR.Q
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Protein 221: PREDICTED: rho guanine nucleotide exchange factor 10-like protein isoform X17 
[Homo sapiens]

Accession: gi|578799376 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.3
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 1.5
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2999 4 840.9055 -41.65 2 66.4 15.4 1 994-1009 R.KEICSVAIISGGQGYR.N

63 1 518.2825 34.79 3 30.0 11.8 0 995-1009 K.EICSVAIISGGQGYR.N



Detailed Protein Report

312 / 1431

Protein 222: PREDICTED: putative GTP-binding protein 6 isoform X1 [Homo sapiens]
Accession: gi|578837777 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.2

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.84 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578838996 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  putative  GTP-binding  protein  6  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2802 1 913.4638 -3.45 2 63.6 10.3 1 153-168 R.REFPVISVVGYTNCGK.T Carbamidomethyl: 14 WD:WU 0.84
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Protein 223: poly [ADP-ribose] polymerase 8 isoform 2 [Homo sapiens]
Accession: gi|295844832 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.1
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.25 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1355 1 719.8571 2.88 2 45.3 12.6 1 96-108 K.TNDINCCLSIKSK.L WD:WU 1.25
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Protein 224: matrix metalloproteinase-27 precursor [Homo sapiens]
Accession: gi|73808268 Score: 27.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.0
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2670 1 625.3045 -14.98 2 61.7 12.8 1 376-386 K.IDAAVCDKTTR.K Carbamidomethyl: 6

2792 4 626.8670 -20.54 2 63.5 14.4 1 414-424 R.VVKHFPGISIR.V
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Protein 225: PREDICTED: U2 snRNP-associated SURP motif-containing protein isoform X3 [Homo 
sapiens]

Accession: gi|530374190 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.5
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

662 1 460.1225 -221.33 2 37.1 12.9 1 244-251 R.SMDAPSRR.N

2921 1 729.3717 78.12 2 65.3 14.3 0 441-452 R.EGPMFEAMIMNR.E Oxidation: 4, 10
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Protein 226: nuclear receptor corepressor 1 isoform 1 [Homo sapiens]
Accession: gi|22538461 Score: 27.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 270.0
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.92 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2870 1 973.5098 46.41 2 64.6 11.5 1 417-432 K.FINMNGLMEDPMKVYK.D Oxidation: 8

41 3 1068.4648 -20.43 2 29.7 15.6 2 1946-
1965

K.DARERGSQSSDSSSSLSSHR.
Y

WD:WU 0.92
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Protein 227: PREDICTED: thrombopoietin isoform X2 [Homo sapiens]
Accession: gi|578807693 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 10.3

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

Quantitation
WD:WU Median: 1.07 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578807695 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: thrombopoietin isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2610 1 449.6838 -235.36 2 60.9 27.0 0 11-18 K.LLLLSPSR.S WD:WU 1.07
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Protein 228: hemicentin-1 precursor [Homo sapiens]
Accession: gi|118572606 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 613.0
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.6

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

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

R.RTSDGLSCQDINECQESSPCHQR.C Carbamidomethyl: 8
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Protein 229: N-acetyl-D-glucosamine kinase [Homo sapiens]
Accession: gi|295844834 Score: 27.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.0
Database Date: 2015-11-30 pI: 6.2

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

1617 1 781.3954 24.46 2 48.5 14.0 0 116-131 R.SLGLSLSGGDQEDAGR.I
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Protein 230: PREDICTED: UPF0501 protein KIAA1430 isoform X2 [Homo sapiens]
Accession: gi|530378018 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.5
Database Date: 2015-11-30 pI: 7.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2833 1 651.8526 53.29 2 63.9 14.8 0 323-334 K.SSSVLDSSLDHR.H
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Protein 231: catenin alpha-2 isoform 2 [Homo sapiens]
Accession: gi|259013216 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.5
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Quantitation
WD:WU Median: 7.25 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

747 1 516.6531 -225.60 2 37.8 14.1 0 737-746 K.NTSDVINAAK.K WD:WU 7.25
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Protein 232: protein diaphanous homolog 2 isoform 12C [Homo sapiens]
Accession: gi|6382071 Score: 26.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.7
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

2360 1 1151.7502 128.51 2 57.8 15.9 2 469-487 K.YRQRLDIDLTHLIDSCVNK.A
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Protein 233: proteoglycan 4 isoform D precursor [Homo sapiens]
Accession: gi|189181724 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.5
Database Date: 2015-11-30 pI: 10.1

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

Quantitation
WD:WU Median: 2.06 CV: 9.19 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2386 1 994.9816 -34.55 2 58.2 14.8 2 785-802 K.TTERDLRTTPETTTAAPK.M WD:WU 1.88

285 2 559.1440 -261.71 2 32.7 12.0 0 792-802 R.TTPETTTAAPK.M WD:WU 2.25
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Protein 234: long-chain fatty acid transport protein 6 [Homo sapiens]
Accession: gi|13325055 Score: 26.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.1
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530379865 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  long-chain  fatty  acid  transport  protein  6  isoform  X5  
[Homo sapiens]

gi|530379863 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  long-chain  fatty  acid  transport  protein  6  isoform  X4  
[Homo sapiens]

gi|530379861 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  long-chain  fatty  acid  transport  protein  6  isoform  X3  
[Homo sapiens]

gi|530379859 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  long-chain  fatty  acid  transport  protein  6  isoform  X2  
[Homo sapiens]

gi|530379857 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  long-chain  fatty  acid  transport  protein  6  isoform  X1  
[Homo sapiens]

gi|62865631 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

long-chain fatty acid transport protein 6 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2869 1 724.8749 -70.28 2 64.6 15.4 2 329-341 K.DHKVRLAIGNGIR.S
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Protein 235: PREDICTED: zinc finger protein 124 isoform X3 [Homo sapiens]
Accession: gi|578802322 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.5
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 10.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2539 1 787.0551 174.57 2 60.0 14.7 0 89-101 K.VFNIPSSFQIHQR.N
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Protein 236: IgGFc-binding protein precursor [Homo sapiens]
Accession: gi|154146262 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 571.6
Database Date: 2015-11-30 pI: 5.0

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



Detailed Protein Report

331 / 1431



Detailed Protein Report

332 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2667 1 665.3404 79.29 2 61.7 11.0 1 5395-
5405

K.WRAQDFSPCYG.-
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Protein 237: ectodysplasin-A isoform 2 [Homo sapiens]
Accession: gi|54112101 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.0
Database Date: 2015-11-30 pI: 9.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1964 4 703.2668 -56.59 2 52.9 13.6 1 19-33 R.ERGSQGCGCGGAPAR.A

1562 2 1059.0865 57.30 2 48.2 13.1 1 264-282 K.NDLSGGVLNDWSRITMNPK.V
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Protein 238: copper-transporting ATPase 1 isoform 2 [Homo sapiens]
Accession: gi|532691752 Score: 26.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.3
Database Date: 2015-11-30 pI: 5.7

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

2946 1 822.4713 37.34 2 65.6 13.4 0 141-155 K.ELVPELSLDTGTLEK.K
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Protein 239: uncharacterized protein KIAA1751 [Homo sapiens]
Accession: gi|122937416 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.9
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2144 1 687.4001 47.83 2 55.2 15.0 2 366-376 R.ILKEEAEEEKR.K
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Protein 240: protein canopy homolog 4 precursor [Homo sapiens]
Accession: gi|22749479 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.3
Database Date: 2015-11-30 pI: 4.4
Modification(s): Oxidation 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

2841 1 945.5312 3.89 2 64.2 12.2 2 115-132 K.GQSQTMATLKGLVQKGVK.V Oxidation: 6
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Protein 241: nuclear receptor coactivator 4 isoform 3 [Homo sapiens]
Accession: gi|14149617 Score: 26.6
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

24 1 1103.4962 75.19 2 29.2 26.6 0 406-424 R.ANEPCTSFAECVCDENCEK.E Carbamidomethyl: 5, 17
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Protein 242: ubiquitin carboxyl-terminal hydrolase 12 [Homo sapiens]
Accession: gi|301500675 Score: 26.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.8
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.0

No. of unique Peptides: 1
Quantitation
WD:WU 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

620 1 647.6390 -191.68 2 36.2 14.2 1 231-239 K.YYCEECRSK.Q Carbamidomethyl: 3, 6 WD:WU 0.64
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Protein 243: PREDICTED: zinc finger protein 737 isoform X4 [Homo sapiens]
Accession: gi|530414419 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.3
Database Date: 2015-11-30 pI: 10.4
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

2022 1 1051.4074 -85.21 2 53.9 10.6 2 399-416 K.CEECGKAFKCFSILTTHK.R Carbamidomethyl: 10
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Protein 244: PREDICTED: hedgehog-interacting protein isoform X1 [Homo sapiens]
Accession: gi|530378067 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.8
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1709 1 938.7505 -122.25 2 49.7 10.2 1 623-638 K.CCCSPGWEGDFCRTAK.C Carbamidomethyl: 3, 12
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Protein 245: tumor necrosis factor receptor superfamily member 10B isoform 2 precursor [Homo 
sapiens]

Accession: gi|224494026 Score: 26.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 2
Quantitation
WD:WU 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

2927 3 973.5285 17.13 2 65.4 12.3 2 210-228 K.KVLPYLKGICSGGGGDPER.V WD:WU 0.58

2235 1 937.9180 -60.88 2 56.4 14.1 1 211-228 K.VLPYLKGICSGGGGDPER.V Carbamidomethyl: 9
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Protein 246: cytoplasmic phosphatidylinositol transfer protein 1 isoform a [Homo sapiens]
Accession: gi|32307140 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

26 1 712.9803 -81.39 3 29.3 11.2 1 312-330 K.KATLNLPGMHSSDKPCRPK.S Carbamidomethyl: 16
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Protein 247: PREDICTED: oleosin-B4-like [Homo sapiens]
Accession: gi|410170263 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.8
Database Date: 2015-11-30 pI: 12.2
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

1321 1 1045.0547 21.73 2 44.8 13.5 2 90-109 R.RSIQAAAAQEQSTGRGCLGK.E Carbamidomethyl: 17
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Protein 248: PREDICTED: ninein isoform X5 [Homo sapiens]
Accession: gi|578825856 Score: 26.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 231.1
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.4

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1578 1 685.8860 27.18 2 48.0 10.3 0 913-923 R.QQLLQDLEDLR.N

2071 5 1023.8928 -100.81 2 54.5 16.0 2 1686-
1701

K.MKQLHRCPDLSDFQQK.I Carbamidomethyl: 7; 
Oxidation: 1
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Protein 249: huntingtin [Homo sapiens]
Accession: gi|90903231 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 347.6
Database Date: 2015-11-30 pI: 5.8

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

347 1 524.3773 160.20 2 33.0 15.3 2 93-101 K.ELSATKKDR.V



Detailed Protein Report

349 / 1431

Protein 250: sodium-driven chloride bicarbonate exchanger isoform 2 [Homo sapiens]
Accession: gi|155722998 Score: 26.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.6
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

63 1 724.6832 -193.81 2 29.7 11.3 1 128-139 R.EGEDAEWRETAR.W
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Protein 251: potassium voltage-gated channel subfamily KQT member 5 isoform 5 [Homo sapiens]
Accession: gi|236462242 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.9
Database Date: 2015-11-30 pI: 10.2

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

2983 1 965.4581 -18.53 2 66.1 10.6 2 399-416 K.ALHTCSPTKKEQGEASSR.I

316 1 690.7007 -211.65 2 33.0 15.6 1 785-797 R.EAAFASDSLRTGR.S
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Protein 252: PREDICTED: spidroin-1-like [Homo sapiens]
Accession: gi|530356740 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 12.6

Sequence Coverage [%]: 17.2
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1604 2 978.1044 -91.99 3 48.4 15.7 2 59-89 R.VSRGEGLRLLGATGGGCGAWGRPGLPAAAPK.G

2694 1 913.4475 -91.49 2 62.1 10.6 2 263-279 R.ALQPVPAPAFHGRRVLP.-



Detailed Protein Report
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Protein 253: interleukin-33 isoform 2 [Homo sapiens]
Accession: gi|313851030 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.9
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 11.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1897 1 568.7721 -60.19 2 52.1 15.8 0 139-148 K.MLMVTLSPTK.D Oxidation: 1



Detailed Protein Report

353 / 1431

Protein 254: PREDICTED: sarcolemmal membrane-associated protein isoform X16 [Homo sapiens]
Accession: gi|530373158 Score: 26.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.8
Database Date: 2015-11-30 pI: 5.1

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1042 1 586.1730 -249.89 2 41.3 10.5 0 467-476 K.ELIEAQELAR.T
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Protein 255: nuclear receptor subfamily 1 group D member 1 [Homo sapiens]
Accession: gi|13430848 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

116 1 1044.8604 -131.76 2 30.7 26.1 1 413-430 K.NVLLACPMNMYPHGRSGR.T Carbamidomethyl: 6; 
Oxidation: 10
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Protein 256: PREDICTED: bromodomain-containing protein 1 isoform X12 [Homo sapiens]
Accession: gi|578837129 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.4
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1
Quantitation
WD:WU 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

832 1 902.3468 -117.98 2 39.2 13.7 1 303-319 R.ARPADCVLCPNKGGAFK.K Carbamidomethyl: 6 WD:WU 0.87



Detailed Protein Report
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Protein 257: long-chain-fatty-acid--CoA ligase 3 [Homo sapiens]
Accession: gi|42794752 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.4
Database Date: 2015-11-30 pI: 9.4

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

Alias proteins:
Accession Name Description
gi|42794754 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
long-chain-fatty-acid--CoA ligase 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1801 1 785.8979 -30.88 2 51.2 15.7 1 2-15 M.NNHVSSKPSTMKLK.H



Detailed Protein Report
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Protein 258: PREDICTED: zinc finger protein 449 isoform X1 [Homo sapiens]
Accession: gi|530422388 Score: 26.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.2
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl 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

2874 1 964.7996 7.38 3 64.7 11.1 2 122-144 R.SSDLYRHQRLHTGERPYECTVCK.K Carbamidomethyl: 19, 22
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Protein 259: treacle protein isoform b [Homo sapiens]
Accession: gi|57164975 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.2
Database Date: 2015-11-30 pI: 9.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2600 1 625.2017 -222.77 2 60.8 10.7 2 1252-
1262

K.KVVDTTKESSR.K



Detailed Protein Report

359 / 1431

Protein 260: polyadenylate-binding protein 4-like [Homo sapiens]
Accession: gi|291084655 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.1
Database Date: 2015-11-30 pI: 9.9

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

1937 1 847.8487 -93.34 2 52.6 15.3 1 353-366 K.LYIKNLDDTIDDEK.L



Detailed Protein Report
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Protein 261: PREDICTED: mediator of RNA polymerase II transcription subunit 1 isoform X1 [Homo 
sapiens]

Accession: gi|530412429 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 149.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2702 1 842.5321 94.33 3 62.2 11.9 2 307-328 K.LYKGLSDALICTDDFIAKVVQR.C Carbamidomethyl: 11

1993 1 918.3565 -113.08 2 53.3 14.1 0 750-767 K.GNNQADTVDFSIISVAGK.A



Detailed Protein Report
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Protein 262: putative hexokinase HKDC1 [Homo sapiens]
Accession: gi|156151420 Score: 26.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.4
Database Date: 2015-11-30 pI: 7.2
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2718 1 648.3573 22.96 2 62.4 12.9 2 43-53 R.FRAEMEKGLAK.D Oxidation: 5

2984 5 973.5068 -23.83 2 66.1 13.0 2 313-331 K.MAKAGLLFGGEKSSALHTK.G



Detailed Protein Report
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Protein 263: PREDICTED: zinc finger protein with KRAB and SCAN domains 4 isoform X3 [Homo 
sapiens]

Accession: gi|530381975 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.5

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530381977 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  protein  with  KRAB  and  SCAN  domains  4  
isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2714 2 973.1242 130.42 2 62.3 15.6 0 8-26 K.NAALDAQSAEDQTGLLTVK.V

2444 1 729.3737 3.44 2 58.9 10.3 0 88-101 R.VLQVPGLAQGGCCR.E Carbamidomethyl: 12
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Protein 264: PREDICTED: sp110 nuclear body protein isoform X3 [Homo sapiens]
Accession: gi|530370295 Score: 25.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 10.2

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

1618 1 882.8999 95.52 3 48.5 11.3 2 171-195 R.VTQGAASPGHGIQEKLQVVDKVTQR.K



Detailed Protein Report
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Protein 265: phosphatidylinositol phosphatase PTPRQ precursor [Homo sapiens]
Accession: gi|222537743 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 257.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation 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

13 1 1002.9641 -45.61 2 29.1 11.9 0 30-47 R.YDITISSISTTYTSPVTR.I

627 1 604.2948 34.08 2 36.7 13.9 0 1643-
1652

K.DPPNNMTFQK.I Oxidation: 6



Detailed Protein Report

367 / 1431

Protein 266: sushi domain-containing protein 1 isoform 3 precursor [Homo sapiens]
Accession: gi|544063419 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 1
Quantitation
WD:WU 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

844 1 776.9364 79.23 2 39.3 10.6 0 301-313 K.INDVSLFNDTCVR.W Carbamidomethyl: 11 WD:WU 1.11
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Protein 267: nucleus accumbens-associated protein 1 [Homo sapiens]
Accession: gi|16418383 Score: 25.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.2
Database Date: 2015-11-30 pI: 5.4

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

Quantitation
WD:WU Median: 1.11 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578832952 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  nucleus  accumbens-associated  protein  1  isoform  X2  
[Homo sapiens]

gi|530414464 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  nucleus  accumbens-associated  protein  1  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1836 4 916.4485 5.61 2 51.3 14.2 2 184-201 K.RLWDSGQKEAGGGGNGSR.K WD:WU 1.11



Detailed Protein Report
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Protein 268: lysine-specific demethylase 4C isoform 3 [Homo sapiens]
Accession: gi|226442893 Score: 25.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1358 1 727.3750 -7.81 2 45.7 15.7 1 313-324 K.DMVKISMDIFVR.K

149 1 855.2460 -164.97 2 31.1 10.1 1 748-761 K.RNAWTAECCLCNLR.G Carbamidomethyl: 8



Detailed Protein Report
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Protein 269: PREDICTED: ribonuclease 3 isoform X4 [Homo sapiens]
Accession: gi|530378791 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.2
Database Date: 2015-11-30 pI: 8.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

787 1 1115.0348 37.23 2 38.7 10.4 2 2-20 M.MQGNTCHRMSFHPGRGCPR.
G

Carbamidomethyl: 6 WD:WU 0.82



Detailed Protein Report
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Protein 270: protein strawberry notch homolog 2 isoform 2 [Homo sapiens]
Accession: gi|154355004 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.1
Database Date: 2015-11-30 pI: 6.2
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

2599 1 665.2392 -138.50 2 60.7 12.3 0 1106-
1116

R.HHYMLCGALLR.V Oxidation: 4



Detailed Protein Report
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Protein 271: prolow-density lipoprotein receptor-related protein 1 precursor [Homo sapiens]
Accession: gi|126012562 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 504.3
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.7

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

127 2 849.3809 -43.54 2 30.9 15.1 1 1560-
1573

R.TVSCACPHLMKLHK.D Carbamidomethyl: 4, 6; 
Oxidation: 10



Detailed Protein Report

375 / 1431

Protein 272: PREDICTED: tolloid-like protein 1 isoform X2 [Homo sapiens]
Accession: gi|530378097 Score: 25.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.0
Database Date: 2015-11-30 pI: 5.5

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

556 1 658.3907 22.79 2 35.8 11.5 2 44-55 R.TRLSKGDIAQAR.K



Detailed Protein Report
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Protein 273: PREDICTED: glucose-6-phosphate 1-dehydrogenase isoform X2 [Homo sapiens]
Accession: gi|530422749 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.4
Database Date: 2015-11-30 pI: 6.6

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

2614 1 659.1695 -206.35 2 61.0 15.2 0 153-163 K.NIHESCMSQIR.G



Detailed Protein Report
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Protein 274: scaffold attachment factor B1 isoform 4 [Homo sapiens]
Accession: gi|321267473 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.1
Database Date: 2015-11-30 pI: 6.0

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

Quantitation
WD:WU Median: 1.08 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

980 2 530.6065 -255.21 2 40.6 14.1 1 545-553 K.SRDSESHSR.V WD:WU 1.08



Detailed Protein Report
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Protein 275: catenin delta-2 isoform 4 [Homo sapiens]
Accession: gi|570359551 Score: 25.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

292 1 1293.8398 -46.50 3 32.8 12.9 1 342-378 R.LAAETSQGQHMGTDELDGLLCGEANGKDAESSGCWGK.K Carbamidomethyl: 21, 34



Detailed Protein Report
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Protein 276: vacuole membrane protein 1 [Homo sapiens]
Accession: gi|20070349 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.2
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.1

No. of unique Peptides: 2
Quantitation
WD:WU Median: 1.62 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2411 1 669.6353 -215.87 2 58.5 12.4 1 1-11 -.MAENGKNCDQR.R Carbamidomethyl: 8; 
Oxidation: 1

WD:WU 1.62

443 2 699.2695 -93.64 3 34.5 13.0 2 18-35 K.EHHNGNFTDPSSVNEKKR.R



Detailed Protein Report

380 / 1431

Protein 277: PREDICTED: peroxisomal acyl-coenzyme A oxidase 2 isoform X3 [Homo sapiens]
Accession: gi|578806607 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.2
Database Date: 2015-11-30 pI: 7.3
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2421 1 863.4315 -29.41 2 58.6 10.1 0 100-116 R.SATHALVQAQLICSGAR.R

2448 1 863.7544 -77.93 2 58.9 15.3 0 297-311 K.AMMSEFCTQGAEMCR.R Oxidation: 2, 13
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Protein 278: PREDICTED: uncharacterized protein C6orf201 isoform X6 [Homo sapiens]
Accession: gi|578811686 Score: 25.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.9
Database Date: 2015-11-30 pI: 12.3

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

1772 1 793.3983 -70.98 2 50.8 25.4 2 118-132 K.LRNLPTTAKGTQTGK.S
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Protein 279: brain-specific angiogenesis inhibitor 1 precursor [Homo sapiens]
Accession: gi|111118994 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 173.4
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.46 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

273 1 442.6382 -283.34 2 32.1 14.2 0 911-918 R.TVPLDALR.T WD:WU 0.46

1629 1 711.6687 -83.42 3 49.1 11.1 2 1235-
1254

R.SVLNKDIAACRTATITGTLK.R Carbamidomethyl: 10
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Protein 280: E3 ubiquitin-protein ligase parkin isoform 2 [Homo sapiens]
Accession: gi|169790971 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.7
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 9.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2156 1 836.3125 -111.36 3 55.3 11.7 2 129-151 R.KDSPPAGSPAGRSIYNSFYVYCK.G
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Protein 281: protein AKNAD1 [Homo sapiens]
Accession: gi|91754185 Score: 25.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.8
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

2161 1 1023.4064 -11.81 2 55.6 13.9 1 592-609 R.QDCAEMTAPSPSCAFCRR.L Carbamidomethyl: 16; 
Oxidation: 6
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Protein 282: PREDICTED: uncharacterized aarF domain-containing protein kinase 1 isoform X2 
[Homo sapiens]

Accession: gi|530404248 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.0
Database Date: 2015-11-30 pI: 9.7

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

2197 1 863.8529 -90.52 2 56.0 13.6 2 81-95 R.RLCELCCANRGTFIK.V
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Protein 283: zinc finger protein 358 [Homo sapiens]
Accession: gi|133922582 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.2
Database Date: 2015-11-30 pI: 6.1

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

Alias proteins:
Accession Name Description
gi|530427462 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 358 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

770 1 839.4295 62.27 2 38.4 25.2 1 172-186 R.THSGEKPYRCPDCGK.S



Detailed Protein Report
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Protein 284: PREDICTED: fibrillin-3 isoform X1 [Homo sapiens]
Accession: gi|578833689 Score: 25.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 301.1
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.85 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

147 1 492.5609 80.32 3 31.1 13.5 0 85-98 R.SGCSVSCMNGGTCR.G Carbamidomethyl: 3, 7 WD:WU 0.85

2042 1 733.5869 -72.63 3 53.9 11.7 2 313-330 R.CAGDLAGHYTRRQCCCDR.G Carbamidomethyl: 14, 15, 16



Detailed Protein Report
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Protein 285: epidermal growth factor receptor kinase substrate 8-like protein 1 isoform b [Homo 
sapiens]

Accession: gi|148539855 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2109 1 696.2869 -105.74 2 54.9 11.9 0 325-337 R.QQSAPQVAVNGHR.D
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Protein 286: zinc finger protein 92 isoform 4 [Homo sapiens]
Accession: gi|566559828 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.4
Database Date: 2015-11-30 pI: 10.3

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

Quantitation
WD:WU Median: 0.46 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|566559924 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 92 isoform 4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1095 1 540.7909 -75.68 2 41.9 25.1 1 245-253 K.AFRVFSILK.K WD:WU 0.46



Detailed Protein Report
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Protein 287: GH3 domain-containing protein isoform 2 precursor [Homo sapiens]
Accession: gi|217330592 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.5
Database Date: 2015-11-30 pI: 10.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2063 1 634.7944 -18.66 2 54.2 10.9 0 420-430 K.LDHCLQEASPR.Y
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Protein 288: PREDICTED: glutamine-rich protein 2 isoform X2 [Homo sapiens]
Accession: gi|578831523 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.2
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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



Detailed Protein Report
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Protein 289: retinoblastoma-associated protein [Homo sapiens]
Accession: gi|108773787 Score: 25.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.1
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 2
Quantitation
WD:WU Median: 5.87 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

1645 2 1045.0357 59.07 2 49.3 10.1 1 699-715 R.HLDQIMMCSMYGICKVK.N Carbamidomethyl: 14; 
Oxidation: 6, 7

1658 2 1045.0497 72.41 2 49.4 15.0 1 699-715 R.HLDQIMMCSMYGICKVK.N Carbamidomethyl: 14; 
Oxidation: 6, 10

WD:WU 5.87



Detailed Protein Report
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Protein 290: PREDICTED: vinexin isoform X5 [Homo sapiens]
Accession: gi|578815141 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.7
Database Date: 2015-11-30 pI: 9.9

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

2813 1 944.5069 60.70 2 63.6 12.9 1 35-51 R.FHDPAPRTVCNGGYTPR.R

1731 1 803.8844 -67.43 2 50.0 12.1 2 369-382 K.AARLKFDFQAQSPK.E



Detailed Protein Report
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Protein 291: PREDICTED: E3 ubiquitin-protein ligase RNF220 isoform X7 [Homo sapiens]
Accession: gi|578799381 Score: 25.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 6.8

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

2277 1 775.3245 -72.44 2 56.8 11.4 1 142-154 R.LKNCHDTESPHLR.F



Detailed Protein Report
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Protein 292: beta-defensin 119 isoform a precursor [Homo sapiens]
Accession: gi|37704382 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.8
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 20.2

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.88 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1509 1 981.9713 5.72 2 47.6 13.7 2 24-40 R.HILRCMGNSGICRASCK.K Carbamidomethyl: 12, 16 WD:WU 0.88
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Protein 293: zinc finger protein with KRAB and SCAN domains 1 isoform c [Homo sapiens]
Accession: gi|559098399 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.3
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1971 1 1079.8531 -128.17 2 53.3 10.5 1 266-283 K.HQRIHTGEKPYECSECGK.A Carbamidomethyl: 16



Detailed Protein Report
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Protein 294: protein lin-7 homolog C [Homo sapiens]
Accession: gi|8922944 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.8
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2712 1 878.0523 93.56 2 62.4 10.8 2 2-16 M.AALGEPVRLERDICR.A Carbamidomethyl: 14
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Protein 295: myosin-13 [Homo sapiens]
Accession: gi|110624781 Score: 24.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 223.5
Database Date: 2015-11-30 pI: 5.4

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

Quantitation
WD:WU Median: 0.84 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

112 1 793.8850 -11.43 2 30.7 10.0 0 1098-
1110

K.IDDEQVHSLQFQK.K WD:WU 0.84
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Protein 296: PREDICTED: autophagy-related protein 2 homolog B isoform X1 [Homo sapiens]
Accession: gi|578825925 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.5
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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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



Detailed Protein Report
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Protein 297: leucine-rich repeat neuronal protein 2 precursor [Homo sapiens]
Accession: gi|42544231 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.8
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.32 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578800423 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  leucine-rich  repeat  neuronal  protein  2  isoform  X3  
[Homo sapiens]

gi|578800421 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leucine-rich  repeat  neuronal  protein  2  isoform  X2  
[Homo sapiens]

gi|530364022 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  leucine-rich  repeat  neuronal  protein  2  isoform  X1  
[Homo sapiens]

gi|42544233 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

leucine-rich repeat neuronal protein 2 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

753 1 541.2892 -37.06 3 38.3 12.1 1 170-183 R.LHLNSNLLRAIDSR.W WD:WU 1.32
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Protein 298: PREDICTED: LOW QUALITY PROTEIN: spidroin-1-like [Homo sapiens]
Accession: gi|578798093 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.4
Database Date: 2015-11-30 pI: 12.7

Sequence Coverage [%]: 4.4
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2067 1 643.2889 -61.34 2 54.2 12.7 1 0-0 .AEEAAAAKAGSPGR.

1162 2 500.6748 -221.98 2 43.2 12.1 2 74-83 R.GRAERAAAAK.A



Detailed Protein Report
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Protein 299: PREDICTED: lipopolysaccharide-responsive and beige-like anchor protein isoform X5 
[Homo sapiens]

Accession: gi|530378479 Score: 24.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 315.5
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 1.1
No. of unique Peptides: 2
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408 / 1431



Detailed Protein Report

409 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1230 1 715.1053 93.99 3 43.7 12.4 1 821-839 K.VIATLLRNSPQCPESMEVR.R

2402 1 682.7983 -93.44 2 58.4 12.3 0 1962-
1974

R.NPLGSTHPEATLK.T



Detailed Protein Report
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Protein 300: transcription factor HES-4 isoform 1 [Homo sapiens]
Accession: gi|216548627 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.1
Database Date: 2015-11-30 pI: 12.0

Sequence Coverage [%]: 14.2
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2708 1 835.0993 174.40 2 62.3 10.6 2 37-53 K.VGSRPGVRGATGGREGR.G

1118 1 974.4533 -104.11 2 42.7 14.1 2 163-180 R.SRLLGHLAACLRQLGPSR.R



Detailed Protein Report
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Protein 301: rho GTPase-activating protein 11A isoform 3 [Homo sapiens]
Accession: gi|557128992 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
Database Date: 2015-11-30 pI: 9.9

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

Alias proteins:
Accession Name Description
gi|578827655 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  rho  GTPase-activating  protein  11A  isoform  X3  [Homo  
sapiens]

gi|557129007 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

rho GTPase-activating protein 11A isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2089 2 682.6083 -53.17 3 54.7 11.6 0 386-404 K.HNSNITSSPLSGDENNMTK.E

2120 2 703.2439 -91.13 2 54.9 13.2 0 550-561 K.ENENMMEGNLPK.C



Detailed Protein Report
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Protein 302: PREDICTED: basic proline-rich protein-like [Homo sapiens]
Accession: gi|578837749 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.4
Database Date: 2015-11-30 pI: 13.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.7

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|578847054 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: basic proline-rich protein-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

407 1 717.9592 -76.97 3 34.1 11.6 1 63-81 K.CPAPAQHPCPRPSSRFTSR.A Carbamidomethyl: 1

2994 1 846.4470 -21.67 2 66.2 13.1 1 187-201 K.CPAPAQRLRPRPSSR.F



Detailed Protein Report
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Protein 303: PREDICTED: keratin, type II cuticular Hb3 isoform X1 [Homo sapiens]
Accession: gi|530400232 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.6
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2096 1 1052.4199 -78.76 2 54.8 12.5 0 422-443 R.LCEGVEAAAPGVGLCAGISACR.A Carbamidomethyl: 2



Detailed Protein Report
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Protein 304: TPR and ankyrin repeat-containing protein 1 [Homo sapiens]
Accession: gi|257467636 Score: 24.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 336.0
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

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

1592 1 919.4423 -40.82 2 48.6 13.0 2 913-928 K.AICNAYNRGLSCVLRK.K Carbamidomethyl: 3
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Protein 305: PREDICTED: protein FAM186A isoform X1 [Homo sapiens]
Accession: gi|578823289 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 262.1
Database Date: 2015-11-30 pI: 9.1

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

82 1 724.8160 -30.23 2 30.3 10.0 0 308-319 R.DLSNENEMLQQK.L



Detailed Protein Report
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Protein 306: 60S ribosomal protein L9 [Homo sapiens]
Accession: gi|15431303 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.8
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 13.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530376503 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: 60S ribosomal protein L9 isoform X1 [Homo sapiens]

gi|67944630 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

60S ribosomal protein L9 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2187 1 618.9601 -95.70 3 55.8 10.7 2 37-52 R.DFNHINVELSLLGKKK.K



Detailed Protein Report
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Protein 307: laminin subunit gamma-1 precursor [Homo sapiens]
Accession: gi|145309326 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 177.5
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

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 1 941.9781 66.10 2 62.0 14.3 1 303-318 K.LVCNCKHNTYGVDCEK.C Carbamidomethyl: 14



Detailed Protein Report
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Protein 308: GDP-Man:Man(3)GlcNAc(2)-PP-Dol alpha-1,2-mannosyltransferase [Homo sapiens]
Accession: gi|304434672 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.6
Database Date: 2015-11-30 pI: 9.6
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

2001 1 876.8626 -87.10 2 53.7 10.1 2 1-15 -.MAAGERSWCLCKLLR.F Oxidation: 1



Detailed Protein Report
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Protein 309: spectrin alpha chain, non-erythrocytic 1 isoform 3 [Homo sapiens]
Accession: gi|306966132 Score: 24.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 282.1
Database Date: 2015-11-30 pI: 5.1

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2410 1 873.4266 -11.74 2 58.4 10.4 1 1810-
1824

K.LSDDNTIGKEEIQQR.L



Detailed Protein Report
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Protein 310: PREDICTED: uncharacterized protein KIAA1109 isoform X12 [Homo sapiens]
Accession: gi|578809467 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 451.7
Database Date: 2015-11-30 pI: 6.4

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2265 1 618.9864 -97.88 3 56.8 10.2 2 4077-
4093

K.VLSVLIKKLGTALQDEK.E



Detailed Protein Report
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Protein 311: protein CASP isoform a [Homo sapiens]
Accession: gi|148277064 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 164.1
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1
Quantitation
WD:WU 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

561 2 661.2196 -178.61 2 35.9 14.0 1 959-969 K.NGICQRIFGEK.V Carbamidomethyl: 4 WD:WU 1.11
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Protein 312: PREDICTED: UDP-glucose:glycoprotein glucosyltransferase 1 isoform X3 [Homo 
sapiens]

Accession: gi|578804605 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.2
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2009 1 599.9210 -67.30 3 53.5 11.7 1 1009-
1023

R.VFMNCQSKLSDMPLK.S Carbamidomethyl: 5
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Protein 313: PREDICTED: disks large homolog 2 isoform X10 [Homo sapiens]
Accession: gi|578821149 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 5.1

No. of unique Peptides: 1
Quantitation
WD:WU Median: 2.30 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

56 1 877.9030 41.74 2 29.9 12.3 0 556-571 R.EQMMNHSMSSGSGSLR.T Oxidation: 8 WD:WU 2.30



Detailed Protein Report
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Protein 314: inner centromere protein isoform 2 [Homo sapiens]
Accession: gi|102467242 Score: 24.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.9
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1737 3 502.2720 31.12 2 50.1 13.7 1 611-618 K.EERLAEEK.A
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Protein 315: histone deacetylase complex subunit SAP18 [Homo sapiens]
Accession: gi|215490089 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.5
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.13 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2664 1 541.3186 91.64 2 61.6 14.2 1 124-133 K.EIGSTMSGRK.G Oxidation: 6 WD:WU 1.13
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Protein 316: PREDICTED: neuroblast differentiation-associated protein AHNAK isoform X10 [Homo 
sapiens]

Accession: gi|578821732 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 368.2
Database Date: 2015-11-30 pI: 6.1

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

Quantitation
WD:WU Median: 0.64 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

1546 1 506.2878 21.02 2 47.6 11.8 1 2351-
2360

K.GPEADIKGPK.V WD:WU 0.64
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Protein 317: noggin precursor [Homo sapiens]
Accession: gi|4885523 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2199 1 869.3168 -104.52 2 56.0 10.2 1 182-196 K.RSCSVPEGMVCKPSK.S Carbamidomethyl: 3, 11; 
Oxidation: 9

1566 1 862.7593 -26.29 3 47.9 14.3 2 182-204 K.RSCSVPEGMVCKPSKSVHLTVLR.W Carbamidomethyl: 11; 
Oxidation: 9



Detailed Protein Report

438 / 1431

Protein 318: catenin alpha-2 isoform 5 [Homo sapiens]
Accession: gi|543583701 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.1
Database Date: 2015-11-30 pI: 5.4
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

1343 1 1021.9669 10.42 2 45.6 10.3 2 18-35 K.NMKTSEMHTMSGAQTGRK.E Oxidation: 2, 7, 10
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Protein 319: PREDICTED: centrosome-associated protein CEP250 isoform X4 [Homo sapiens]
Accession: gi|530417804 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 208.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 2

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

813 1 683.3344 -49.61 2 39.0 12.1 1 421-432 R.EKASLTLSLMEK.E Oxidation: 10

1397 1 926.5056 55.39 3 46.2 12.2 2 1681-
1707

R.EAMRAAQAGSLEISKATASSPTQQDGR.G Oxidation: 3
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Protein 320: PREDICTED: p21-activated protein kinase-interacting protein 1 isoform X2 [Homo 
sapiens]

Accession: gi|578811766 Score: 24.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2184 1 778.2730 -90.09 3 55.8 13.6 1 205-223 R.FFDCDSLVCLCEFKAHENR.V Carbamidomethyl: 11
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Protein 321: uncharacterized aarF domain-containing protein kinase 2 [Homo sapiens]
Accession: gi|32261307 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.9
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation 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

2782 2 835.4333 6.80 2 63.2 13.6 0 235-251 R.ASCLPPFSHTGAVGGLR.E

2880 1 713.3447 -10.93 2 64.7 10.8 0 510-522 R.AVFMAVVMGQGQR.V Oxidation: 4, 8



Detailed Protein Report

443 / 1431

Protein 322: PREDICTED: exosome complex exonuclease RRP44 isoform X1 [Homo sapiens]
Accession: gi|530402172 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.5
Database Date: 2015-11-30 pI: 6.5

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

2612 1 588.6601 -226.00 2 60.9 13.0 2 301-309 K.DMKNREDLR.H
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Protein 323: fibrocystin isoform 2 precursor [Homo sapiens]
Accession: gi|126131104 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 371.4
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.9

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2756 1 1023.5380 40.37 2 63.0 11.3 1 1718-
1735

R.GYDCIRGWASSALVFTSR.V Carbamidomethyl: 4

2847 1 686.8886 50.79 2 64.3 13.0 1 3263-
3274

K.VRNDHSISGIMK.L Oxidation: 11
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Protein 324: hematopoietic lineage cell-specific protein [Homo sapiens]
Accession: gi|167234422 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.0
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 8.0
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2470 1 1131.1745 0.11 3 59.2 13.4 0 4-34 K.SVVGHDVSVSVETQGDDWDTDPDFVNDISEK.E

2838 1 485.7928 164.40 2 64.0 10.8 0 242-249 K.FESMAEEK.R
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Protein 325: PREDICTED: latent-transforming growth factor beta-binding protein 1 isoform X5 
[Homo sapiens]

Accession: gi|530367595 Score: 24.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.0
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

1842 1 1074.5505 92.79 2 51.7 12.2 1 578-596 K.QEDCCGTVGTSWGFNKCQK.C Carbamidomethyl: 4
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Protein 326: PREDICTED: pleckstrin homology domain-containing family B member 2 isoform X1 
[Homo sapiens]

Accession: gi|578804522 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.1
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 23.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2213 1 1103.9435 -65.96 2 56.2 14.1 2 64-82 R.DTQPPDGKSKDCMLQIVCR.D Carbamidomethyl: 12; 
Oxidation: 13
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Protein 327: spermine synthase isoform 2 [Homo sapiens]
Accession: gi|386643030 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.3
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 9.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

143 1 796.0835 151.41 2 30.7 10.9 2 55-69 K.NGRLPPIVRGGAIDR.Y

2926 5 557.9598 27.25 3 65.3 13.3 2 179-192 K.YMRKTCGDVLDNLK.G Oxidation: 2
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Protein 328: mis18-binding protein 1 [Homo sapiens]
Accession: gi|42415492 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 2

Alias proteins:
Accession Name Description
gi|530404134 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: mis18-binding protein 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

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

2837 1 868.9237 11.97 2 64.0 11.5 1 325-341 K.TVPGETGLPGSMKDTCK.I Oxidation: 12
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Protein 329: AT-hook DNA-binding motif-containing protein 1 [Homo sapiens]
Accession: gi|71274144 Score: 24.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.2
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530361060 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X6 [Homo sapiens]

gi|530361058 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X5 [Homo sapiens]

gi|530361056 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X4 [Homo sapiens]

gi|530361054 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X3 [Homo sapiens]

gi|530361052 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X2 [Homo sapiens]

gi|530361050 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  AT-hook  DNA-binding  motif-containing  protein  1  
isoform X1 [Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2595 1 665.2784 -146.69 2 60.7 10.1 1 513-524 R.VSAEPTPLLKMK.N Oxidation: 11
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Protein 330: zinc finger protein 568 isoform 3 [Homo sapiens]
Accession: gi|325651958 Score: 24.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|325651960 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 568 isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

858 1 501.2115 -157.63 2 39.1 12.8 1 66-73 K.KQQETLVR.K
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Protein 331: ribonucleoside-diphosphate reductase subunit M2 isoform 1 [Homo sapiens]
Accession: gi|260064013 Score: 24.0
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: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

517 8 690.2024 -171.27 2 34.9 11.7 1 1-13 -.MGRVGGMAQPMGR.A Oxidation: 7, 11

653 5 690.4099 129.21 2 37.0 12.3 1 1-13 -.MGRVGGMAQPMGR.A Oxidation: 1, 11
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Protein 332: protein FAM216B [Homo sapiens]
Accession: gi|32698855 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.4
Database Date: 2015-11-30 pI: 12.1

Sequence Coverage [%]: 14.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530402103 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM216B isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

421 1 666.9204 69.47 2 34.3 10.7 0 22-33 R.VPPSIYDTSLLK.A
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Protein 333: PREDICTED: serine/threonine-protein kinase MRCK alpha isoform X7 [Homo sapiens]
Accession: gi|530366603 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 198.5
Database Date: 2015-11-30 pI: 5.8

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

Quantitation
WD:WU Median: 0.47 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2023 3 703.7681 -96.27 2 53.7 13.5 0 925-938 R.STSPSTSSEAEPVK.T WD:WU 0.47
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Protein 334: ubiquitin carboxyl-terminal hydrolase 34 [Homo sapiens]
Accession: gi|110347427 Score: 24.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 404.0
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.0

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1545 1 948.9999 79.00 2 47.6 10.2 0 647-664 K.LESQAGICLGDSQGMSER.N Oxidation: 15
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Protein 335: regulator of G-protein signaling 22 isoform 2 [Homo sapiens]
Accession: gi|557878614 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.7
Database Date: 2015-11-30 pI: 8.7
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

2902 1 1192.7378 113.29 2 65.0 10.5 0 172-193 K.KPPSLPPPATEEDNLASYTQTK.D

2013 1 703.2744 -90.02 2 53.5 13.4 1 669-679 K.FCEHSGNKLWK.N Carbamidomethyl: 2
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Protein 336: zinc finger and BTB domain-containing protein 21 isoform L [Homo sapiens]
Accession: gi|50345873 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.8
Database Date: 2015-11-30 pI: 9.6

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

Quantitation
WD:WU Median: 0.61 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530419238 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  and  BTB  domain-containing  protein  21  
isoform X1 [Homo sapiens]

gi|148491088 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc  finger  and  BTB  domain-containing  protein  21  isoform  L  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1308 3 698.8804 93.56 2 44.7 13.3 0 135-146 K.VFVEDDENSSQK.R

861 1 491.8136 -69.69 2 39.6 10.6 2 634-641 K.ALIIKLRR.G WD:WU 0.61
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Protein 337: A disintegrin and metalloproteinase with thrombospondin motifs 6 preproprotein 
[Homo sapiens]

Accession: gi|64276808 Score: 23.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.2
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 2
Quantitation
WD:WU 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

885 1 649.9950 65.11 3 39.5 10.1 1 584-601 R.HCDSPAPSGGGKYCLGER.K Carbamidomethyl: 2, 14 WD:WU 1.11

2995 1 964.4577 34.33 3 66.2 13.8 1 1017-
1041

R.
CPPPRWVTGDWGQCSAQCGLGQQMR.
T

Carbamidomethyl: 14, 18; 
Oxidation: 24
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Protein 338: prosaposin receptor GPR37 precursor [Homo sapiens]
Accession: gi|4885323 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.1
Database Date: 2015-11-30 pI: 9.9

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

2716 2 715.3661 -44.05 2 62.4 11.7 2 1-13 -.MRAPGALLARMSR.L
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Protein 339: telomerase reverse transcriptase isoform 2 [Homo sapiens]
Accession: gi|301129200 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.0
Database Date: 2015-11-30 pI: 11.9
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2746 1 626.8425 68.04 2 62.7 12.4 1 512-521 K.MSVRDCAWLR.R Oxidation: 1
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Protein 340: GTPase HRas isoform 2 [Homo sapiens]
Accession: gi|34222246 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.9
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 10.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578839846 r e f s e q _ h u m a n

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

gi|578820498 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: GTPase HRas isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2770 1 1002.0175 9.51 2 63.1 10.3 2 118-135 K.CDLAARTVESRQAQDLAR.S
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Protein 341: PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X6 
[Homo sapiens]

Accession: gi|578823772 Score: 23.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 201.3
Database Date: 2015-11-30 pI: 10.2

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

2894 2 724.8707 -70.24 2 64.9 11.4 0 1551-
1564

K.ELLIPPAVTSPSPK.E
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Protein 342: PREDICTED: multimerin-1 isoform X1 [Homo sapiens]
Accession: gi|530377406 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.3
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1058 1 974.4611 39.05 2 41.5 12.5 0 997-1012 R.NTDNIIYPEEYSSCSR.H Carbamidomethyl: 14
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Protein 343: protein unc-45 homolog A isoform 3 [Homo sapiens]
Accession: gi|89179321 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.6
Database Date: 2015-11-30 pI: 5.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2777 1 703.4893 208.47 2 63.3 10.5 1 50-61 R.AACHLKLEDYDK.A



Detailed Protein Report

473 / 1431

Protein 344: PREDICTED: ubiquitin carboxyl-terminal hydrolase 24 isoform X1 [Homo sapiens]
Accession: gi|530362258 Score: 23.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 275.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.78 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

143 1 849.3662 -2.35 2 31.0 11.7 1 1010-
1024

K.LMPTADDDMARSCAK.S Carbamidomethyl: 13; 
Oxidation: 2

WD:WU 0.78
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Protein 345: PREDICTED: CAD protein isoform X4 [Homo sapiens]
Accession: gi|530368098 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 235.9
Database Date: 2015-11-30 pI: 6.1

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

2542 1 836.1207 149.60 2 60.1 10.3 1 1354-
1368

R.RLAADFSVPLIIDIK.C
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Protein 346: melanotransferrin isoform 1 precursor [Homo sapiens]
Accession: gi|134244281 Score: 23.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.2
Database Date: 2015-11-30 pI: 5.5
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

2932 1 713.3656 28.08 2 65.4 11.9 2 379-390 K.CGDMAVAFRRQR.L Oxidation: 4
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Protein 347: vacuolar protein sorting-associated protein 13B isoform 1 [Homo sapiens]
Accession: gi|35493701 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 445.7
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 1.0

No. of unique Peptides: 1



Detailed Protein Report

481 / 1431



Detailed Protein Report

482 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1842 1 1273.5438 -34.83 2 51.4 10.7 1 3110-
3132

K.EYFRVPDSATFSICPGGEQPAMK.S Oxidation: 22
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Protein 348: obscurin isoform a [Homo sapiens]
Accession: gi|403501448 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 721.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): 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

2872 1 686.8855 -49.05 2 64.6 10.5 2 881-892 R.LRVSEPKVVFAK.E

1563 1 927.4401 -8.97 3 48.2 13.0 1 5326-
5351

R.EDSGQYAAYISNAMGAAYSSARLLVR.G Oxidation: 14
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Protein 349: neuropeptides B/W receptor type 1 [Homo sapiens]
Accession: gi|53828924 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.1
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

408 2 604.3472 17.95 2 34.1 23.5 2 146-156 R.RVAGRTYSAAR.A



Detailed Protein Report
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Protein 350: plasminogen isoform 1 precursor [Homo sapiens]
Accession: gi|4505881 Score: 23.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.5
Database Date: 2015-11-30 pI: 7.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.1

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.93 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

1599 1 1073.5631 49.12 2 48.7 12.7 1 236-252 R.NPDRELRPWCFTTDPNK.R Carbamidomethyl: 10 WD:WU 1.93
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Protein 351: vacuolar protein sorting-associated protein 13D isoform 1 [Homo sapiens]
Accession: gi|54607139 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 491.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 0.8

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2118 1 900.3217 -110.13 3 54.8 10.2 0 2835-
2858

K.SEDWMGSSVDPPCFGQSLPLVYLR.T Oxidation: 5



Detailed Protein Report
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Protein 352: regulator of G-protein signaling 11 isoform 3 [Homo sapiens]
Accession: gi|557129067 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 7.7

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2916 1 973.5104 15.53 2 65.2 12.7 2 21-37 R.KMERVVVSMQDPDQGVK.M

1806 1 697.3618 15.85 3 50.9 10.7 1 295-312 R.ELLEDPVGRAHFMDFLGK.E Oxidation: 13
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Protein 353: PREDICTED: E3 ubiquitin-protein ligase LRSAM1 isoform X2 [Homo sapiens]
Accession: gi|578817973 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.5
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1755 1 689.9840 -17.28 3 50.6 11.1 2 383-400 R.RDVASAMQQMLTESCKNR.L

2902 1 992.7980 -150.93 2 65.0 12.3 1 384-400 R.DVASAMQQMLTESCKNR.L Carbamidomethyl: 14; 
Oxidation: 6
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Protein 354: acetylcholine receptor subunit delta isoform 2 precursor [Homo sapiens]
Accession: gi|375331911 Score: 23.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.0
Database Date: 2015-11-30 pI: 6.6

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

Quantitation
WD:WU Median: 1.45 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1638 2 823.4155 -56.77 2 48.8 12.6 2 28-40 R.LIRHLFQEKGYNK.E

1931 1 734.3090 -177.58 2 52.5 10.8 1 283-296 K.RLPATSMAIPLIGK.F WD:WU 1.45
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Protein 355: PREDICTED: polycystic kidney disease protein 1-like 1 isoform X1 [Homo sapiens]
Accession: gi|578813318 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 223.0
Database Date: 2015-11-30 pI: 6.1

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

Quantitation
WD:WU Median: 0.71 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

465 1 667.6915 -184.62 2 34.3 10.3 0 1378-
1388

R.VWEVSEQENSK.E WD:WU 0.71

714 1 541.1775 -140.74 3 37.4 13.0 0 1986-
2001

R.GGAQTEAPHGPNSWGR.I
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Protein 356: coiled-coil domain-containing protein 168 [Homo sapiens]
Accession: gi|226246554 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 801.4
Database Date: 2015-11-30 pI: 9.6

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

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

R.KIILNPKCLTMK.E

2180 4 974.2038 45.87 3 55.6 12.3 2 5658-
5682

R.DEDIYFTGFGTIRSGKRPEWLFTGK.K
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Protein 357: G protein-regulated inducer of neurite outgrowth 1 [Homo sapiens]
Accession: gi|112821681 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.3
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530380833 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  G  protein-regulated  inducer  of  neurite  outgrowth  1  
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2330 1 682.5941 -86.77 3 57.6 11.6 0 424-442 K.MDPMCSGKPELLSPGQAER.V
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Protein 358: PREDICTED: sperm flagellar protein 2 isoform X4 [Homo sapiens]
Accession: gi|578809999 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 202.4
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation 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
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Cmpds. [ppm] [min]

1496 1 1006.5889 17.49 3 47.4 12.9 2 1143-
1169

K.DNSESQLRIPLVPRISISLETVTPKPK.T

2688 1 484.7720 59.46 2 62.0 10.3 0 1662-
1669

K.MSMETLLK.V Oxidation: 1



Detailed Protein Report

503 / 1431

Protein 359: TBC1 domain family member 8B isoform b [Homo sapiens]
Accession: gi|38570103 Score: 23.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.6
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2720 1 941.9748 14.19 2 62.5 10.1 2 157-171 K.EKLVTYYSCSYWKGR.V
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Protein 360: fibronectin type-III domain-containing protein 3A isoform 2 [Homo sapiens]
Accession: gi|118918397 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.7
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2160 1 734.3496 -60.68 2 55.4 13.1 2 374-386 K.ITKLSPAMGCKFR.L Oxidation: 8

1739 1 626.2821 -30.30 4 50.1 10.2 1 999-1018 K.IEKVNDHICEITWECLQPMK.G Carbamidomethyl: 15; 
Oxidation: 19
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Protein 361: PREDICTED: focadhesin isoform X1 [Homo sapiens]
Accession: gi|578816557 Score: 23.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 199.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 2

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

2532 1 729.9581 43.06 2 59.9 12.6 2 584-596 K.LIAKAASIRDICK.Q Carbamidomethyl: 12

882 1 647.8007 -127.22 2 39.8 10.6 1 1629-
1640

R.IVSHANTGVLKR.M
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Protein 362: PREDICTED: inositol 1,4,5-trisphosphate receptor type 2 isoform X1 [Homo sapiens]
Accession: gi|578822836 Score: 23.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.82 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

1156 1 867.9132 -54.78 2 43.1 10.9 2 1647-
1661

R.IRCGAFMSKLINHTK.K Oxidation: 7 WD:WU 0.82
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Protein 363: metallothionein-1A [Homo sapiens]
Accession: gi|71274113 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.1
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 32.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2067 2 701.2708 34.48 3 54.4 11.5 1 32-51 K.SCCSCCPMSCAKCAQGCICK.G Carbamidomethyl: 6; 
Oxidation: 8

2158 1 701.2771 43.49 3 55.5 11.5 1 32-51 K.SCCSCCPMSCAKCAQGCICK.G Carbamidomethyl: 19; 
Oxidation: 8
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Protein 364: glycogen phosphorylase, liver form isoform 2 [Homo sapiens]
Accession: gi|255653002 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.1
Database Date: 2015-11-30 pI: 7.0
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

772 1 647.8341 23.34 2 38.5 10.2 1 394-404 R.RMSLIEEEGSK.R Oxidation: 2
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Protein 365: 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-1 isoform c [Homo 
sapiens]

Accession: gi|195972873 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.4
Database Date: 2015-11-30 pI: 8.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

2076 1 649.2852 -47.07 3 54.3 10.8 2 18-33 R.CMSVMQSGTQMIKLKR.G Carbamidomethyl: 1; 
Oxidation: 2, 5, 11

845 1 1419.3283 69.70 2 39.4 12.2 1 379-402 K.HAFVKNEFPVILSIENHCSIQQQR.K
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Protein 366: dynein heavy chain 11, axonemal [Homo sapiens]
Accession: gi|459642365 Score: 23.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 520.0
Database Date: 2015-11-30 pI: 6.0

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

Quantitation
WD:WU Median: 0.42 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

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

R.GDKNRPEDQVLMR.A WD:WU 0.42
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Protein 367: condensin complex subunit 1 [Homo sapiens]
Accession: gi|178056552 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.1
Database Date: 2015-11-30 pI: 6.2
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

1660 1 927.4336 -29.14 3 49.5 11.3 2 286-310 K.CPQELSRDPSGTKGFAAFLTELAER.V Carbamidomethyl: 1

2825 1 913.4475 -27.71 2 63.9 11.6 0 1086-
1100

R.FPNLVDPWTPHLYAR.L
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Protein 368: thymidine phosphorylase isoform 1 proprotein [Homo sapiens]
Accession: gi|4503445 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.9
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 6.4

No. of unique Peptides: 2
Quantitation
WD:WU Median: 1.63 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|384229049 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
thymidine phosphorylase isoform 1 proprotein [Homo sapiens]

gi|166158925 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

thymidine phosphorylase isoform 1 proprotein [Homo sapiens]

gi|166158922 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

thymidine phosphorylase isoform 1 proprotein [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

41 1 906.3675 -118.89 2 29.5 10.9 1 140-157 K.VPMISGRGLGHTGGTLDK.L Oxidation: 3 WD:WU 1.63

1488 1 671.3911 -17.76 2 47.0 12.0 0 223-235 K.LVEGLSALVVDVK.F
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Protein 369: PREDICTED: stabilin-1 isoform X3 [Homo sapiens]
Accession: gi|530372115 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 273.1
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 1



Detailed Protein Report

518 / 1431



Detailed Protein Report

519 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2603 1 637.1527 -199.59 2 60.8 12.7 0 953-965 R.AGNGGCHGLATCR.A Carbamidomethyl: 12



Detailed Protein Report

520 / 1431

Protein 370: DNA repair protein XRCC1 [Homo sapiens]
Accession: gi|190684675 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 5.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2390 1 767.3810 -70.91 2 58.1 11.1 0 257-271 K.TPSKPPAQLSPSVPK.R



Detailed Protein Report
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Protein 371: testis- and ovary-specific PAZ domain-containing protein 1 [Homo sapiens]
Accession: gi|222537754 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 190.8
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.65 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2747 5 913.4548 46.11 2 62.8 12.3 1 25-44 K.
RQAPGPGAAGGCGPEAGGCR.
E

Carbamidomethyl: 19

934 1 872.4494 41.89 2 40.5 10.6 0 749-764 R.NSVTPVQASSDSFYNK.K WD:WU 0.65
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Protein 372: TBC1 domain family member 2A isoform 2 [Homo sapiens]
Accession: gi|222352143 Score: 22.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.0
Database Date: 2015-11-30 pI: 6.0

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

2337 1 729.3160 -42.50 2 57.6 12.5 0 249-262 R.EEQPLASDASTPGR.E

2673 1 676.8390 -7.24 2 61.8 10.3 1 344-356 K.RASSAYLAAAEDK.D
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Protein 373: PREDICTED: zinc finger protein 155 isoform X1 [Homo sapiens]
Accession: gi|530417166 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.0
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

977 1 512.1767 -143.10 2 41.0 10.1 0 35-42 R.DVMLENFR.N

1111 1 903.7510 4.42 3 42.6 12.7 2 334-356 R.HCMVHTGEKPYRCEQCGKGFIGR.L Carbamidomethyl: 16; 
Oxidation: 3
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Protein 374: ephrin type-A receptor 5 isoform e [Homo sapiens]
Accession: gi|528881091 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.9

No. of unique Peptides: 2
Quantitation
WD:WU Median: 1.09 CV: 33.58 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2043 1 661.2613 -54.57 2 53.9 10.7 0 136-148 R.DCNSLPGGLGTCK.E Carbamidomethyl: 2 WD:WU 1.51

51 1 857.9018 65.31 2 29.6 12.1 0 398-413 K.CNSHAGVCEECGGHVR.Y Carbamidomethyl: 11 WD:WU 0.79
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Protein 375: PREDICTED: rho GTPase-activating protein SYDE2 isoform X5 [Homo sapiens]
Accession: gi|530363440 Score: 22.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.4
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2968 1 964.7824 -62.98 3 65.9 11.8 2 50-74 K.CQDRSHLSISPVSLPKHQLSQSFLK.S Carbamidomethyl: 1
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Protein 376: keratin, type II cuticular Hb2 [Homo sapiens]
Accession: gi|27477127 Score: 22.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.6
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1841 1 1057.4972 -8.19 2 51.7 10.5 0 160-177 R.CCQTNIEPIFEGYISALR.R Carbamidomethyl: 2



Detailed Protein Report

528 / 1431

Protein 377: PREDICTED: rho GTPase-activating protein 32 isoform X2 [Homo sapiens]
Accession: gi|578822484 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 156.7
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

2733 1 656.8584 26.75 2 62.6 11.3 0 904-915 R.VEYVSSLSSSVR.N
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Protein 378: PREDICTED: coiled-coil domain-containing protein 74B isoform X9 [Homo sapiens]
Accession: gi|578805131 Score: 22.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.8
Database Date: 2015-11-30 pI: 12.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.2

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2681 1 945.9624 -37.93 2 61.9 11.2 2 140-158 K.KDGPSGNHLSRASAPLGAR.W

1874 1 860.9002 -14.63 2 51.8 11.4 2 298-313 K.SCSTSSPSWKGARGPR.Q Carbamidomethyl: 2
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Protein 379: sphingosine 1-phosphate receptor 4 precursor [Homo sapiens]
Accession: gi|4503459 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.6
Database Date: 2015-11-30 pI: 11.8

Sequence Coverage [%]: 7.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1600 1 853.3743 -147.58 2 48.3 12.4 2 229-244 R.LVQASGQKAPRPAARR.K

94 1 707.7845 -110.73 2 30.1 10.1 2 359-370 R.DSFRGSRSLSFR.M
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Protein 380: transmembrane protein 194A isoform a [Homo sapiens]
Accession: gi|195972881 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.6
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1826 1 1045.0325 -2.71 2 51.2 10.5 1 124-141 K.LNDTYVNVGLYSTKTCLK.V Carbamidomethyl: 16
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Protein 381: PREDICTED: WD repeat-containing protein 11 isoform X1 [Homo sapiens]
Accession: gi|530393962 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.0
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530393964 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  WD  repeat-containing  protein  11  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2753 1 973.5005 10.37 2 62.9 11.5 1 42-58 R.DGLFCLHENGCITLRVR.R
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Protein 382: protein Hook homolog 1 [Homo sapiens]
Accession: gi|7705415 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.6
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530362743 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein Hook homolog 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1597 1 685.8641 -18.30 2 48.3 10.6 2 546-556 K.LKQKLEAHMEK.L Oxidation: 9
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Protein 383: V-type proton ATPase subunit E 2 [Homo sapiens]
Accession: gi|18087815 Score: 22.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.1
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 10.6

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.61 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530368262 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  V-type  proton  ATPase  subunit  E  2  isoform  X2  [Homo  
sapiens]

gi|530368260 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  V-type  proton  ATPase  subunit  E  2  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

792 1 555.7879 29.14 2 38.3 11.6 0 213-222 R.MALFGANTNR.K Oxidation: 1 WD:WU 0.61
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Protein 384: PREDICTED: replication factor C subunit 2 isoform X1 [Homo sapiens]
Accession: gi|578814487 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.5
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 16.1
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.62 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1044 1 983.4577 -11.26 2 41.8 10.1 1 1-18 -.MCPTSSLRMTDGAQQALR.R WD:WU 0.62
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Protein 385: PREDICTED: EH domain-binding protein 1 isoform X4 [Homo sapiens]
Accession: gi|530367409 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 108.6
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.5
No. of unique Peptides: 2

Quantitation
WD:WU Median: 0.94 CV: 77.37 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

804 1 660.3468 -45.46 2 38.5 12.3 2 111-122 R.RKALATSSINMK.Q WD:WU 1.86

157 2 688.1811 -190.45 2 31.2 10.1 0 558-569 K.HNTNTATPFCNR.Q WD:WU 0.47
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Protein 386: PHD and RING finger domain-containing protein 1 isoform 4 [Homo sapiens]
Accession: gi|557440810 Score: 22.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 178.1
Database Date: 2015-11-30 pI: 10.1

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

Quantitation
WD:WU Median: 1.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1190 1 500.7991 12.23 2 43.5 10.8 2 347-356 R.KKTPSGPSAK.S WD:WU 1.82
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Protein 387: PREDICTED: protein transport protein Sec16A isoform X5 [Homo sapiens]
Accession: gi|530426857 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.9
Database Date: 2015-11-30 pI: 5.7

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

Quantitation
WD:WU Median: 0.81 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

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

K.RPGQAAKKETK.E WD:WU 0.81
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Protein 388: PREDICTED: microspherule protein 1 isoform X2 [Homo sapiens]
Accession: gi|530399608 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.5
Database Date: 2015-11-30 pI: 9.7

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

1814 1 689.9700 -142.87 3 51.0 11.1 2 11-31 K.APSTPVPPSPAPAPGLTKRVK.K
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Protein 389: PREDICTED: olfactomedin-like protein 2A isoform X2 [Homo sapiens]
Accession: gi|530390640 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.4
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2186 1 1159.9541 -101.22 2 55.8 11.4 2 296-317 K.AGKQEVTEAVAGREASCEGTLR.A Carbamidomethyl: 17
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Protein 390: puratrophin-1 isoform 2 [Homo sapiens]
Accession: gi|193211603 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1533 1 835.4469 69.38 2 47.9 10.1 1 954-968 K.EVRMAEMVSMGVGNK.A Oxidation: 4, 7

2818 1 665.3626 67.46 2 63.7 12.3 0 972-983 R.DIAPSEEAINDR.T



Detailed Protein Report

544 / 1431

Protein 391: protocadherin beta-15 precursor [Homo sapiens]
Accession: gi|9256610 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.3
Database Date: 2015-11-30 pI: 4.6
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

270 1 862.8505 82.24 3 32.5 22.3 2 90-111 K.LDREKLCGPTEPCIMHFQVLLK.K Oxidation: 15
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Protein 392: testis-specific protein 10-interacting protein [Homo sapiens]
Accession: gi|154759273 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.3
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.3

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2105 1 707.2250 -208.16 2 54.7 11.8 1 312-323 R.AKELQGPWDLEK.L

467 1 708.1877 -156.38 2 34.3 10.4 0 545-556 R.HYNPSLDPECSP.- Carbamidomethyl: 10
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Protein 393: transient receptor potential cation channel subfamily M member 3 isoform d [Homo 
sapiens]

Accession: gi|154091318 Score: 22.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.1
Database Date: 2015-11-30 pI: 6.4

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

Quantitation
WD:WU Median: 0.46 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

317 1 442.6411 -248.40 2 33.0 10.9 1 438-444 K.RDDIPLR.R WD:WU 0.46
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Protein 394: dynein heavy chain 10, axonemal [Homo sapiens]
Accession: gi|198442844 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 514.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 0.7

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2662 1 835.4217 30.04 2 61.6 11.7 1 2516-
2528

K.RLLVFMDDMNMPR.V Oxidation: 6, 9
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Protein 395: PREDICTED: protein LAP2 isoform X4 [Homo sapiens]
Accession: gi|578810464 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.9
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

486 1 668.2076 -211.28 2 34.5 10.8 0 1177-
1189

R.VGSEHSLLDPPGK.S WD:WU 0.92

1657 1 697.0355 61.97 3 49.4 11.4 0 1229-
1246

R.TIGMIMCVSILSFTPHCF.- Carbamidomethyl: 7; 
Oxidation: 4, 6
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Protein 396: PREDICTED: ATP-binding cassette sub-family A member 1 isoform X4 [Homo sapiens]
Accession: gi|530390674 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 247.0
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 2.0

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1993 1 1051.4220 -89.87 2 53.6 11.9 1 947-965 K.HVKAEMEQMALDVGLPSSK.L Oxidation: 6, 9

2097 1 900.3873 -102.80 3 54.6 10.3 1 2174-
2197

K.DLSLHKNQTVVDVAVLTSFLQDEK.V
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Protein 397: germ cell-less protein-like 1 [Homo sapiens]
Accession: gi|30410765 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.6
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1992 1 584.9082 -132.40 3 53.5 10.2 2 456-471 R.LRLASFDSSGKLICSR.T
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Protein 398: PREDICTED: collagen alpha-1(XIV) chain isoform X1 [Homo sapiens]
Accession: gi|530389313 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.8
Database Date: 2015-11-30 pI: 5.1

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

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

64 1 809.3817 -76.89 2 30.0 10.1 1 740-754 R.NLVVGDETTSSLRVK.W
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Protein 399: methylthioribose-1-phosphate isomerase isoform 2 [Homo sapiens]
Accession: gi|23943880 Score: 22.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.5
Database Date: 2015-11-30 pI: 5.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2639 1 702.1743 -341.86 1 61.3 22.2 0 2-7 M.TLEAIR.Y
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Protein 400: PREDICTED: maestro heat-like repeat-containing protein family member 2A isoform 
X1 [Homo sapiens]

Accession: gi|578804228 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 189.4
Database Date: 2015-11-30 pI: 6.2
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

2646 1 616.8461 -35.09 2 61.4 11.5 1 62-72 R.KTLASVIIMEK.A

288 1 636.2301 -155.37 3 32.3 10.6 1 1348-
1364

R.LAELVLRGMDSEVLSCR.I Oxidation: 9
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Protein 401: activator of apoptosis harakiri [Homo sapiens]
Accession: gi|4504493 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.9
Database Date: 2015-11-30 pI: 12.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 34.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1505 1 599.9721 -16.93 3 47.2 10.9 2 9-26 R.GRGPPAVCACSAGRLGLR.S Carbamidomethyl: 8
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Protein 402: olfactory receptor 2T27 [Homo sapiens]
Accession: gi|49227791 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.5
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

128 1 1319.6098 4.84 3 30.5 22.1 0 187-220 K.LSCTDTSAYETAMYVCCIMMLLIPFSVISGSYTR.I Carbamidomethyl: 3, 16, 
17; Oxidation: 13
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Protein 403: desmin [Homo sapiens]
Accession: gi|55749932 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.5
Database Date: 2015-11-30 pI: 5.1

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

80 1 707.7702 -112.32 2 29.9 10.9 1 38-52 R.AGFGSKGSSSSVTSR.V
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Protein 404: protocadherin-20 precursor [Homo sapiens]
Accession: gi|190194360 Score: 22.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.9
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1727 1 1293.5590 -108.94 2 50.3 22.1 2 363-385 K.VPQASKDLFHLDENTGVIKLFSK.I
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Protein 405: thrombospondin type-1 domain-containing protein 7B [Homo sapiens]
Accession: gi|122937257 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 175.5
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1
Quantitation
WD:WU 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

417 1 475.6019 -263.42 2 33.8 10.3 1 1052-
1060

R.CGGGTQSRK.I Carbamidomethyl: 1 WD:WU 1.31
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Protein 406: PREDICTED: dystonin isoform X15 [Homo sapiens]
Accession: gi|530382446 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 825.5
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.4

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1982 1 927.8655 -42.70 2 53.4 10.5 1 1377-
1391

R.QNMCKDLIDPCTSEK.V Carbamidomethyl: 4, 11; 
Oxidation: 3
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Protein 407: sedoheptulokinase [Homo sapiens]
Accession: gi|74315356 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.5
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 7.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

425 1 767.5397 173.85 2 33.9 10.6 1 427-441 R.VMGSGSALSRNDVLK.Q
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Protein 408: PREDICTED: stabilin-2 isoform X1 [Homo sapiens]
Accession: gi|578823928 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 243.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

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

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2882 2 648.3630 73.51 2 64.8 11.7 1 220-229 K.LECKCLPNYR.G Carbamidomethyl: 3

424 1 761.9985 164.95 2 34.3 10.3 0 568-581 K.DGTLDYLLSPEGSR.K
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Protein 409: CCR4-NOT transcription complex subunit 1 isoform c [Homo sapiens]
Accession: gi|388454220 Score: 22.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 266.2
Database Date: 2015-11-30 pI: 6.6

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

Quantitation
WD:WU Median: 0.63 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

585 1 603.8101 58.84 2 36.2 10.4 0 2360-
2371

K.QAQQVMEGTGAS.- WD:WU 0.63



Detailed Protein Report
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Protein 410: PREDICTED: multiple PDZ domain protein isoform X3 [Homo sapiens]
Accession: gi|530390235 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 213.7
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl 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



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

1954 1 618.9203 -128.74 3 53.1 10.4 2 1340-
1356

R.SHQNASSIIKCAPSKVK.I Carbamidomethyl: 11



Detailed Protein Report
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Protein 411: PREDICTED: transcriptional regulator ATRX isoform X8 [Homo sapiens]
Accession: gi|578838421 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 211.9
Database Date: 2015-11-30 pI: 6.7

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

2633 1 589.1691 -335.46 1 61.2 10.3 1 572-577 R.GGIKSK.T



Detailed Protein Report
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Protein 412: PREDICTED: brain-specific angiogenesis inhibitor 3 isoform X3 [Homo sapiens]
Accession: gi|578812890 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 168.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

205 1 850.2148 81.42 3 31.8 11.2 2 981-1003 R.KRFLCLGWGLPALVVATSVGFTR.T Carbamidomethyl: 5

1966 1 590.7814 2.32 2 53.0 10.8 1 1120-
1128

R.EVQDAFRCR.L Carbamidomethyl: 8



Detailed Protein Report
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Protein 413: nuclear receptor coactivator 3 isoform d [Homo sapiens]
Accession: gi|291490685 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 154.3
Database Date: 2015-11-30 pI: 7.0
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

286 1 881.1736 82.04 3 32.7 11.0 2 199-220 R.MLMKTPHDILEDINASPEMRQR.Y Oxidation: 19



Detailed Protein Report
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Protein 414: vesicular integral-membrane protein VIP36 precursor [Homo sapiens]
Accession: gi|5803023 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

470 1 524.1609 -200.81 2 34.4 11.0 0 238-246 K.NCIDITGVR.L Carbamidomethyl: 2



Detailed Protein Report
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Protein 415: protocadherin Fat 4 precursor [Homo sapiens]
Accession: gi|165932370 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 542.4
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

654 1 602.1692 -235.73 2 37.0 11.0 1 3115-
3125

R.DRDAAMNGLIK.Y



Detailed Protein Report
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Protein 416: PREDICTED: tetratricopeptide repeat protein 18 isoform X8 [Homo sapiens]
Accession: gi|530392981 Score: 21.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.0
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578818878 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tetratricopeptide  repeat  protein  18 isoform X16 [Homo 
sapiens]

gi|578818876 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  tetratricopeptide  repeat  protein  18 isoform X15 [Homo 
sapiens]

gi|578818874 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  tetratricopeptide  repeat  protein  18 isoform X14 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2801 1 813.9256 -11.47 2 63.6 11.1 1 814-826 R.LGLIYLEEKEYEK.A



Detailed Protein Report
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Protein 417: PREDICTED: protein eva-1 homolog C isoform X3 [Homo sapiens]
Accession: gi|530419006 Score: 21.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.5
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1516 1 927.4902 37.95 2 47.7 21.8 1 176-192 K.DGEYGINFDPSGSKVLR.K



Detailed Protein Report
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Protein 418: PREDICTED: E3 ubiquitin-protein ligase UBR5 isoform X7 [Homo sapiens]
Accession: gi|530389115 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 200.9
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report
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Cmpds. [ppm] [min]

31 1 712.9884 0.22 3 29.6 11.4 1 315-333 R.KTASPEDSDMPDHDLEPPR.F



Detailed Protein Report
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Protein 419: PREDICTED: coiled-coil domain-containing protein 13 isoform X2 [Homo sapiens]
Accession: gi|530371957 Score: 21.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.8
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 7.1
No. of unique Peptides: 1

Quantitation
WD:WU 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

1302 1 857.8300 -157.01 2 45.0 11.4 0 393-407 K.QLQEILGSLSLQEEK.T WD:WU 0.44



Detailed Protein Report
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Protein 420: PREDICTED: PR domain zinc finger protein 16 isoform X3 [Homo sapiens]
Accession: gi|530360370 Score: 21.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.7
Database Date: 2015-11-30 pI: 5.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.6

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.19 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1511 1 1005.9710 -61.06 2 47.6 21.5 2 104-122 K.MEAGERLGPCVVVPRAAAK.E Carbamidomethyl: 10 WD:WU 1.19



Detailed Protein Report
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Protein 421: NACHT, LRR and PYD domains-containing protein 12 isoform 2 [Homo sapiens]
Accession: gi|21955154 Score: 21.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.1
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2687 1 973.4884 -3.97 2 62.0 11.3 2 144-159 R.NARLGECVNLSHRYTR.L Carbamidomethyl: 7



Detailed Protein Report
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Protein 422: PREDICTED: mediator of RNA polymerase II transcription subunit 19 isoform X1 
[Homo sapiens]

Accession: gi|530396419 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.0
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 7.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1493 1 671.3930 137.00 3 47.4 21.4 0 242-261 R.HSPDHPGMGSSQASSSSSLR.-



Detailed Protein Report
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Protein 423: regulator of G-protein signaling 9-binding protein [Homo sapiens]
Accession: gi|115496700 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.1
Database Date: 2015-11-30 pI: 7.8

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

2371 1 994.7007 148.11 2 58.0 11.3 2 115-135 R.TGVAGASSGVAARALSTRSLR.L



Detailed Protein Report
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Protein 424: heat shock protein 75 kDa, mitochondrial isoform 2 [Homo sapiens]
Accession: gi|440309857 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 8.5
Modification(s): Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

35 1 796.7750 -156.03 2 29.7 10.7 0 129-143 K.AFLDALQNQAEASSK.I

2046 1 1073.4473 -50.14 2 53.9 10.7 2 380-396 K.DAEKYAKFFEDYGLFMR.E Oxidation: 16



Detailed Protein Report
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Protein 425: myotubularin-related protein 8 [Homo sapiens]
Accession: gi|21361759 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.9
Database Date: 2015-11-30 pI: 6.2
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1132 1 956.7332 257.45 1 42.4 10.9 0 1-8 -.MDHITVPK.V Oxidation: 1



Detailed Protein Report
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Protein 426: A disintegrin and metalloproteinase with thrombospondin motifs 2 isoform 1 
preproprotein [Homo sapiens]

Accession: gi|110825974 Score: 21.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.7
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.3

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.53 CV: 4.81 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1134 1 984.4501 -53.47 2 42.9 11.3 1 544-559 K.HCFKGHCIWLTPDILK.R Carbamidomethyl: 2 WD:WU 0.56

2148 1 766.2823 -164.03 2 55.4 10.0 2 1183-
1194

R.RPSPYEKTRNQR.I WD:WU 0.51



Detailed Protein Report
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Protein 427: integrin beta-1-binding protein 2 [Homo sapiens]
Accession: gi|6912438 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 4.9

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

297 1 861.8427 115.33 3 32.8 21.3 2 46-68 K.RTVDFSEFLNIKGCTMGPHCAEK.L



Detailed Protein Report
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Protein 428: protein-arginine deiminase type-2 [Homo sapiens]
Accession: gi|122939159 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.5
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

183 1 823.9125 -36.73 2 31.1 10.2 2 323-336 K.EVKNLVEKTNCELK.V



Detailed Protein Report
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Protein 429: NACHT, LRR and PYD domains-containing protein 2 isoform 3 [Homo sapiens]
Accession: gi|291463280 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.8
Database Date: 2015-11-30 pI: 5.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1270 1 419.0769 -336.69 2 44.6 11.0 0 864-870 K.FLCEGLR.Y



Detailed Protein Report
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Protein 430: sulfiredoxin-1 [Homo sapiens]
Accession: gi|22129778 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.3
Database Date: 2015-11-30 pI: 9.1

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

486 1 658.1368 -364.79 1 35.0 10.4 0 111-116 R.ETIPAK.L



Detailed Protein Report
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Protein 431: PREDICTED: zinc finger protein 556 isoform X1 [Homo sapiens]
Accession: gi|530425435 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.5
Database Date: 2015-11-30 pI: 11.1

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

1615 1 853.4020 -19.62 2 48.9 10.3 2 316-331 K.CGKCGKAFGWPSSLHK.H



Detailed Protein Report
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Protein 432: OTU domain-containing protein 7A [Homo sapiens]
Accession: gi|18702331 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.6
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2849 1 1001.0230 -1.34 2 64.2 10.3 1 68-85 R.QVHTANLPHVFNEGRGPK.Q



Detailed Protein Report
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Protein 433: PREDICTED: probable global transcription activator SNF2L1 isoform X5 [Homo 
sapiens]

Accession: gi|578838748 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.1
Database Date: 2015-11-30 pI: 9.0

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

Quantitation
WD:WU Median: 2.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

966 1 711.3525 2.57 2 40.4 21.3 1 434-446 K.DIDVLNSSGKMDK.M WD:WU 2.90



Detailed Protein Report
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Protein 434: deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial isoform 2 [Homo 
sapiens]

Accession: gi|4503423 Score: 21.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.7
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 20.1
No. of unique Peptides: 2

Quantitation
WD:WU Median: 0.88 CV: 31.40 % No. of Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1060 1 816.8541 -43.54 2 42.0 10.9 1 1-15 -.MPCSEETPAISPSKR.A WD:WU 0.65

1576 1 671.0938 82.25 3 48.0 10.4 2 107-124 R.GNVGVVLFNFGKEKFEVK.K WD:WU 1.19



Detailed Protein Report
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Protein 435: DIS3-like exonuclease 1 isoform 2 [Homo sapiens]
Accession: gi|19115966 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.0
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 2.3
No. of unique Peptides: 2

Quantitation
WD:WU Median: 2.22 CV: 0.00 % No. of 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 Ratios

2734 1 639.3382 -4.54 2 62.6 10.8 1 709-718 K.YTHFTSPIRR.Y

1921 1 655.2832 -155.36 2 52.4 10.4 2 812-823 R.FGIKGAAYLKNK.D WD:WU 2.22



Detailed Protein Report
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Protein 436: PREDICTED: protein Shroom2 isoform X1 [Homo sapiens]
Accession: gi|578837883 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.2
Database Date: 2015-11-30 pI: 6.7

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

2357 1 994.6851 148.86 2 57.7 11.2 2 1197-
1213

R.IERVMDNNTTVKMVPIK.I



Detailed Protein Report
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Protein 437: supervillin isoform 1 [Homo sapiens]
Accession: gi|150417971 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 200.7
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification



Detailed Protein Report
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Cmpds. [ppm] [min]

2904 1 974.3155 -109.14 2 65.1 10.9 0 1560-
1576

K.AYDCMLQDPGSFNFAPR.L Oxidation: 5



Detailed Protein Report
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Protein 438: zinc finger protein 425 [Homo sapiens]
Accession: gi|48717241 Score: 21.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.7
Database Date: 2015-11-30 pI: 10.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1689 1 1043.8593 -137.44 2 49.4 10.7 0 627-645 K.SHLLQHSGQKPFSCVMCGK.S



Detailed Protein Report
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Protein 439: von Willebrand factor A domain-containing protein 8 isoform a precursor [Homo 
sapiens]

Accession: gi|57863271 Score: 21.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 214.7
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 1.9
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

2188 1 958.6176 79.28 2 55.7 10.0 2 5-23 R.LLLLGAPGGHGGPASRRMR.L



Detailed Protein Report
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Protein 440: PREDICTED: multiple epidermal growth factor-like domains protein 6 isoform X4 
[Homo sapiens]

Accession: gi|578798522 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.9
Database Date: 2015-11-30 pI: 5.9
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

12 1 1103.5102 57.86 2 29.4 10.6 0 1198-
1219

R.CDCDGGAPCDPVTGLCLCPPGR.S Carbamidomethyl: 16



Detailed Protein Report
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Protein 441: voltage-dependent R-type calcium channel subunit alpha-1E isoform 2 [Homo sapiens]
Accession: gi|329663531 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 254.4
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 1.4

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

2785 1 973.5222 64.95 2 63.4 10.8 1 734-750 K.EVSPMSAPNMPSIERER.R Oxidation: 10



Detailed Protein Report
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Protein 442: glycosyltransferase-like domain-containing protein 1 isoform d [Homo sapiens]
Accession: gi|545746399 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.7
Database Date: 2015-11-30 pI: 6.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.6

No. of unique Peptides: 2
Quantitation
WD:WU Median: 0.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

48 1 518.2542 17.55 3 29.5 10.4 1 1-13 -.MESFLTSMGKFMK.L Oxidation: 1 WD:WU 0.72

2608 1 869.7489 29.96 3 60.9 10.6 0 241-262 K.
HEFFGVAMLEAVYCGCYPLCPK.
D

Carbamidomethyl: 14, 20; 
Oxidation: 8
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Protein 443: rho guanine nucleotide exchange factor 33 [Homo sapiens]
Accession: gi|290463441 Score: 21.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.5
Database Date: 2015-11-30 pI: 6.4

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

Quantitation
WD:WU 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

2130 1 701.3007 -88.45 3 55.2 10.3 2 715-735 R.
APPADGVAPRLYSTRSSSGGR.A

856 1 647.8324 -5.87 2 39.5 10.7 1 758-768 R.GASRTFFPQQR.S WD:WU 0.64
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Protein 444: spermatogenesis-associated protein 31E1 [Homo sapiens]
Accession: gi|155029550 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 157.0
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2055 1 643.7814 -75.01 2 54.1 10.5 1 706-718 K.GCLGSKLGPDPSR.D
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Protein 445: PREDICTED: A-kinase anchor protein 12 isoform X3 [Homo sapiens]
Accession: gi|530384249 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.9
Database Date: 2015-11-30 pI: 4.3

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

2985 2 703.3668 -23.06 2 66.1 20.9 2 498-509 K.KREGVTPWASFK.K
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Protein 446: polycystic kidney disease protein 1-like 2 isoform d [Homo sapiens]
Accession: gi|509155833 Score: 20.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 197.3
Database Date: 2015-11-30 pI: 6.0

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
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Cmpds. [ppm] [min]

2783 1 616.3560 86.02 2 63.3 10.8 1 891-901 K.DPAEQKMDLGK.I
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Protein 447: PREDICTED: zinc finger homeobox protein 3 isoform X1 [Homo sapiens]
Accession: gi|530423920 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 404.0
Database Date: 2015-11-30 pI: 5.8

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

2701 1 973.4995 -53.38 2 62.2 10.8 1 2643-
2658

R.LRTTITPEQLEILYQK.Y
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Protein 448: transmembrane protein 70, mitochondrial isoform a [Homo sapiens]
Accession: gi|34147498 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 10.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1713 1 820.3878 -79.60 2 50.1 10.2 1 94-108 R.LIYTGNMARAVFGVK.C
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Protein 449: serine/threonine-protein kinase WNK3 isoform 2 [Homo sapiens]
Accession: gi|50845416 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.7
Database Date: 2015-11-30 pI: 5.4

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

Alias proteins:
Accession Name Description
gi|578838231 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  serine/threonine-protein  kinase  WNK3  isoform  X2  
[Homo sapiens]

gi|578838229 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  serine/threonine-protein  kinase  WNK3  isoform  X1  
[Homo sapiens]
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1147 1 956.4746 -119.29 1 43.0 10.6 2 486-493 R.DRVTPIKK.T
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Protein 450: PREDICTED: uncharacterized protein LOC101928193 [Homo sapiens]
Accession: gi|530427280 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.8
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2754 1 639.3520 54.35 2 62.8 10.3 0 265-276 H.IPGAWGSPSYSR.C

2636 1 625.6343 -143.74 2 61.2 10.5 0 589-599 R.EQHTGAECMND.- Oxidation: 9
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Protein 451: latent-transforming growth factor beta-binding protein 4 isoform b [Homo sapiens]
Accession: gi|110347412 Score: 20.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 169.3
Database Date: 2015-11-30 pI: 5.0

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

Quantitation
WD:WU 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

398 1 646.4124 27.70 2 34.0 10.5 2 89-100 R.RPRGPGGRGLLR.R

407 1 846.5265 154.58 2 33.7 10.2 1 541-555 R.LSPQGTRCIDVDECR.R WD:WU 0.86
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Protein 452: zinc finger protein 467 [Homo sapiens]
Accession: gi|46409310 Score: 20.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.1
Database Date: 2015-11-30 pI: 11.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.0

No. of unique Peptides: 2

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

1902 1 785.7933 -55.89 2 52.1 10.0 1 181-195 R.LHRGEGPCACPDCGR.S

340 3 544.7855 123.91 2 32.9 10.7 0 430-438 R.SFFCPDCGR.G Carbamidomethyl: 7
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Protein 453: trinucleotide repeat-containing gene 6B protein isoform 3 [Homo sapiens]
Accession: gi|67782330 Score: 20.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.3
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Quantitation
WD:WU 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

325 1 564.6741 -207.76 2 32.8 10.1 0 503-511 R.QQQEQQLAR.M WD:WU 1.32
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Protein 454: PREDICTED: diphthine--ammonia ligase isoform X1 [Homo sapiens]
Accession: gi|530406619 Score: 20.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.1
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Quantitation
WD:WU Median: 2.21 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1742 1 480.7260 -88.12 2 50.1 10.3 1 193-200 R.IRVENVCK.R WD:WU 2.21
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Protein 455: RNA-binding protein 12B [Homo sapiens]
Accession: gi|118722349 Score: 20.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.0
Database Date: 2015-11-30 pI: 6.3

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

Alias proteins:
Accession Name Description
gi|578815970 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: RNA-binding protein 12B isoform X5 [Homo sapiens]

gi|578815966 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: RNA-binding protein 12B isoform X4 [Homo sapiens]

gi|578815964 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: RNA-binding protein 12B isoform X3 [Homo sapiens]

gi|530389016 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: RNA-binding protein 12B isoform X2 [Homo sapiens]

gi|530389014 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: RNA-binding protein 12B isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2646 1 439.1044 -203.15 2 61.4 20.6 0 560-566 R.HSSEDFR.F
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Protein 456: latent-transforming growth factor beta-binding protein 4 isoform c precursor [Homo 
sapiens]

Accession: gi|110347437 Score: 20.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.6
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1901 1 900.3202 -98.12 2 52.4 10.3 1 45-61 R.CVHGPTGSRCTPTCAPR.N Carbamidomethyl: 10
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Protein 457: receptor-type tyrosine-protein phosphatase-like N isoform 3 [Homo sapiens]
Accession: gi|315113881 Score: 20.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.2
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 3.3
No. of unique Peptides: 2

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2983 1 863.9596 41.86 2 66.1 10.0 0 672-686 R.SDYINASPIIEHDPR.M

531 1 472.2515 58.93 3 35.1 10.5 0 812-825 R.SCPIIVHCSDGAGR.T
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Protein 458: PREDICTED: mitogen-activated protein kinase kinase kinase kinase 2 isoform X4 
[Homo sapiens]

Accession: gi|578821648 Score: 20.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.1
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1876 1 899.5084 102.10 2 52.1 10.3 0 477-494 K.ELPQVCVGAEGPEGPGCR.V
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Protein 459: succinate dehydrogenase assembly factor 1, mitochondrial [Homo sapiens]
Accession: gi|111038124 Score: 20.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.8
Database Date: 2015-11-30 pI: 12.0

Sequence Coverage [%]: 29.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2984 1 729.3744 -1.00 2 66.1 10.3 0 66-79 R.SGHATAMGAFVRPR.A
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Protein 460: PREDICTED: kelch-like protein 8 isoform X3 [Homo sapiens]
Accession: gi|530378014 Score: 20.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.9
Database Date: 2015-11-30 pI: 7.2

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

490 1 472.1760 -43.61 2 34.6 20.2 0 1-9 -.MASDSMSSK.Q
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Protein 461: PREDICTED: ubiquinone biosynthesis protein COQ7 homolog isoform X1 [Homo 
sapiens]

Accession: gi|530407440 Score: 20.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.8
Database Date: 2015-11-30 pI: 6.5
Modification(s): 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

1373 1 1045.9338 -113.36 2 45.5 20.1 2 22-40 R.SSGMTLDNISRAAVDRIIR.V Oxidation: 4



Detailed Protein Report

640 / 1431

Protein 462: PREDICTED: ankyrin-3 isoform X15 [Homo sapiens]
Accession: gi|578819314 Score: 20.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 386.8
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.79 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

641 / 1431
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

534 1 676.8481 -14.81 2 35.1 20.1 1 3029-
3041

K.TKALTTSSCVDVK.S WD:WU 0.79



Detailed Protein Report

643 / 1431

Protein 463: uncharacterized protein KIAA0226-like isoform f [Homo sapiens]
Accession: gi|557947998 Score: 20.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.5
Database Date: 2015-11-30 pI: 8.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2445 1 597.3363 -141.46 2 58.8 20.0 2 356-366 R.IKKGLLAPLLK.D
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Protein 464: ovochymase-2 precursor [Homo sapiens]
Accession: gi|373838920 Score: 19.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.6
Database Date: 2015-11-30 pI: 6.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1535 1 850.5690 134.04 2 47.5 19.9 0 290-303 K.VLPWIHEHIQTGNR.R



Detailed Protein Report

645 / 1431

Protein 465: inorganic pyrophosphatase [Homo sapiens]
Accession: gi|11056044 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1596 1 696.7599 139.50 3 48.7 19.8 1 235-253 K.TNGKGISCMNTTLSESPFK.C Carbamidomethyl: 8; 
Oxidation: 9
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Protein 466: retinol dehydrogenase 10 [Homo sapiens]
Accession: gi|25282469 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.1
Database Date: 2015-11-30 pI: 7.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

365 1 639.8907 24.31 2 33.2 19.8 2 51-60 R.LFALEFARRR.A
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Protein 467: tuberin isoform 4 [Homo sapiens]
Accession: gi|116256350 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.1
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.90 CV: 0.00 % No. of Peptides: 1
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

52 4 768.2749 -173.91 2 29.9 19.8 2 1-14 -.MAKPTSKDSGLKEK.F Oxidation: 1 WD:WU 0.90
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Protein 468: PREDICTED: DNA topoisomerase 2-binding protein 1 isoform X1 [Homo sapiens]
Accession: gi|530373836 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 170.0
Database Date: 2015-11-30 pI: 6.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1880 1 697.5427 213.85 2 51.8 19.8 0 796-809 R.QVAASPAVGQPLQK.E
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Protein 469: alpha-2-HS-glycoprotein preproprotein [Homo sapiens]
Accession: gi|156523970 Score: 19.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.3
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2906 1 860.4973 66.36 3 65.1 19.8 0 188-211 R.AQLVPLPPSTYVEFTVSGTDCVAK.E Carbamidomethyl: 21



Detailed Protein Report

651 / 1431

Protein 470: PREDICTED: zinc finger CCCH domain-containing protein 7A isoform X4 [Homo 
sapiens]

Accession: gi|530407964 Score: 19.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.6
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

202 1 999.6888 178.38 1 31.7 19.7 0 327-335 R.NGQVIEPDK.N



Detailed Protein Report

652 / 1431

Protein 471: interferon regulatory factor 2-binding protein-like [Homo sapiens]
Accession: gi|33457336 Score: 19.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.6
Database Date: 2015-11-30 pI: 9.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2766 1 659.8617 61.81 2 63.1 19.6 0 331-342 K.RPGSVSSTDQER.E
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Protein 472: serine protease 58 precursor [Homo sapiens]
Accession: gi|48255915 Score: 19.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.1
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl 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

1245 1 1072.1826 -52.32 3 43.9 19.6 1 36-63 K.SDYLPCAGVLIHPLWVITAAHCNLPKLR.V Carbamidomethyl: 6, 22
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Protein 473: PREDICTED: 39S ribosomal protein L28, mitochondrial isoform X1 [Homo sapiens]
Accession: gi|530407456 Score: 19.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2394 1 899.3523 -161.20 2 58.3 19.6 1 30-43 R.LAMPLHKYPVWLWK.R Oxidation: 3
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Protein 474: coilin [Homo sapiens]
Accession: gi|4758024 Score: 19.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.6
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1827 1 835.3577 -42.45 2 51.5 19.5 2 132-144 K.HWKSRENNNNNEK.V
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Protein 475: protein maestro isoform b [Homo sapiens]
Accession: gi|187761377 Score: 19.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.0
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 8.7
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.09 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530413995 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein maestro isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1043 1 630.9810 -97.07 3 41.8 19.5 2 8-24 R.ILGQPLSIPTSQPKQKR.T WD:WU 1.09
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Protein 476: rho GTPase-activating protein 19 isoform 3 [Homo sapiens]
Accession: gi|374093192 Score: 19.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.9
Database Date: 2015-11-30 pI: 10.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

693 1 556.2788 -12.08 2 37.1 19.5 0 284-293 K.LNSGMAFMIK.H



Detailed Protein Report
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Protein 477: neuroendocrine convertase 1 isoform 3 [Homo sapiens]
Accession: gi|295424145 Score: 19.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.3
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1185 1 956.7150 -62.95 3 43.5 19.5 1 405-427 K.DSEDSLYNDYVDVFYNTKPYKHR.D



Detailed Protein Report
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Protein 478: mucin-17 precursor [Homo sapiens]
Accession: gi|91982772 Score: 19.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 451.5
Database Date: 2015-11-30 pI: 3.9

Sequence Coverage [%]: 0.2
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

138 2 613.7562 -82.11 2 31.0 19.4 0 51-60 R.QCQQLSQHVR.T



Detailed Protein Report
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Protein 479: PREDICTED: alpha-L-iduronidase isoform X1 [Homo sapiens]
Accession: gi|578808149 Score: 19.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.7
Database Date: 2015-11-30 pI: 10.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1856 1 836.3130 -103.64 3 51.9 19.4 0 286-312 R.ADPGGAEAAPPAGCAQLHLHPGAGEGR.R



Detailed Protein Report
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Protein 480: PREDICTED: NT-3 growth factor receptor isoform X9 [Homo sapiens]
Accession: gi|578827025 Score: 19.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.2
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

342 2 699.2835 -131.98 3 32.9 19.3 2 454-472 K.FGMKDGLELLAVLLKCDSK.Q Oxidation: 3



Detailed Protein Report
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Protein 481: PREDICTED: protein SSX3 isoform X3 [Homo sapiens]
Accession: gi|530421398 Score: 19.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.4
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2926 4 992.7825 -63.37 3 65.3 19.3 2 138-163 K.QLCPPGKPTTSEKINMISGVLQRYCR.F Carbamidomethyl: 25



Detailed Protein Report
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Protein 482: PREDICTED: CD300c molecule-like isoform X1 [Homo sapiens]
Accession: gi|530356604 Score: 19.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.8
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 7.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578846497 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: CD300c molecule-like isoform X4 [Homo sapiens]

gi|578831945 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: CD300c molecule-like isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2788 2 676.8636 66.68 2 63.4 19.2 0 1-13 -.MGAVGESLSVQCR.Y Oxidation: 1



Detailed Protein Report
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Protein 483: thyroid peroxidase isoform e precursor [Homo sapiens]
Accession: gi|28558990 Score: 18.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.5
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2490 1 826.6956 -180.11 2 59.4 18.9 0 736-751 R.AAAQDSEQESAGMEGR.D Oxidation: 13



Detailed Protein Report

667 / 1431

Protein 484: PREDICTED: rho guanine nucleotide exchange factor 15 isoform X3 [Homo sapiens]
Accession: gi|578829770 Score: 18.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.0
Database Date: 2015-11-30 pI: 10.3

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

1331 1 1023.0328 -98.25 2 45.4 18.8 2 268-285 R.STAERKLLPLLKPPKPTR.V



Detailed Protein Report
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Protein 485: T-complex protein 1 subunit gamma isoform c [Homo sapiens]
Accession: gi|58761484 Score: 18.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.4
Database Date: 2015-11-30 pI: 6.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

93 1 1044.7083 124.99 2 30.4 18.8 2 333-351 K.ACTILLRGASKEILSEVER.N



Detailed Protein Report
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Protein 486: PREDICTED: protein Shroom3 isoform X5 [Homo sapiens]
Accession: gi|578809297 Score: 18.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.8
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

676 1 1106.2349 41.88 3 37.3 18.7 2 73-103 R.RDVCTDPGHADTGASNFVSPEHLTSGPQHRK.A



Detailed Protein Report
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Protein 487: IQ domain-containing protein H isoform 4 [Homo sapiens]
Accession: gi|547235270 Score: 18.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.2
Database Date: 2015-11-30 pI: 9.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1719 1 882.4159 18.82 3 50.2 18.6 2 318-340 K.MDSEFRGNGTAFCDIPSYLKCYK.W



Detailed Protein Report
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Protein 488: PREDICTED: SH3-containing GRB2-like protein 3-interacting protein 1 isoform X9 
[Homo sapiens]

Accession: gi|530363468 Score: 18.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.2
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

363 3 629.3611 47.90 2 33.2 18.5 0 135-145 R.NLSSEEVARPR.R



Detailed Protein Report
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Protein 489: PREDICTED: probable G-protein coupled receptor 142 isoform X1 [Homo sapiens]
Accession: gi|530412100 Score: 18.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.1
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2323 1 965.9652 -2.87 2 57.3 18.4 0 12-29 K.KPQVTQDSGPQSMGLEGR.E Oxidation: 13



Detailed Protein Report
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Protein 490: PREDICTED: anamorsin isoform X3 [Homo sapiens]
Accession: gi|530424142 Score: 18.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 5.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1841 2 785.8992 -40.49 2 51.4 18.3 1 27-41 K.GLVDKLQALTGNEGR.V



Detailed Protein Report
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Protein 491: histone H1.2 [Homo sapiens]
Accession: gi|4885375 Score: 18.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.4
Database Date: 2015-11-30 pI: 11.4

Sequence Coverage [%]: 8.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1937 1 805.3055 -115.03 2 52.9 18.3 0 1-17 -.MSETAPAAPAAAPPAEK.A



Detailed Protein Report
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Protein 492: protein FAM107A isoform a [Homo sapiens]
Accession: gi|6005924 Score: 18.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.4
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 12.5
No. of unique Peptides: 1

Quantitation
WD:WU Median: 5.87 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530371819 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM107A isoform X3 [Homo sapiens]

gi|115583665 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein FAM107A isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2090 1 696.9638 -136.58 3 54.5 18.1 2 57-74 R.RGLGVDSKPELQRVLEHR.R WD:WU 5.87



Detailed Protein Report
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Protein 493: eosinophil peroxidase preproprotein [Homo sapiens]
Accession: gi|4503595 Score: 18.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.0
Database Date: 2015-11-30 pI: 11.5

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578831504 r e f s e q _ h u m a n

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2217 1 927.3936 -145.10 2 56.1 18.0 2 547-562 R.QVRRIGLDLAALNMQR.S



Detailed Protein Report
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Protein 494: PREDICTED: epidermal growth factor-like protein 7 isoform X3 [Homo sapiens]
Accession: gi|578817547 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.9
Database Date: 2015-11-30 pI: 10.4

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

Alias proteins:
Accession Name Description
gi|578817549 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  epidermal  growth  factor-like  protein  7  isoform  X4  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1851 2 851.2954 -119.49 2 51.8 17.8 0 95-112 R.TSGLPGACGAAICQPPCR.N



Detailed Protein Report
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Protein 495: transmembrane protein 151A [Homo sapiens]
Accession: gi|23397566 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 9.3

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

1863 1 864.4736 -15.26 2 52.0 17.8 2 414-430 R.ATPGVFRSLSGGPLGRR.G



Detailed Protein Report
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Protein 496: NUT family member 1 isoform 3 [Homo sapiens]
Accession: gi|50233787 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.3
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1503 1 671.1069 119.58 3 47.1 17.8 2 800-817 K.RNYCSLPGPLRANSPPLR.S



Detailed Protein Report
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Protein 497: ankyrin repeat domain-containing protein 40 [Homo sapiens]
Accession: gi|16418357 Score: 17.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

940 2 567.1435 -248.79 2 40.6 17.8 0 77-86 K.GEMPVQLTSR.R Oxidation: 3



Detailed Protein Report
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Protein 498: PREDICTED: 5-hydroxytryptamine receptor 2B isoform X1 [Homo sapiens]
Accession: gi|530370281 Score: 17.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.1
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2657 1 973.4534 -27.78 2 61.5 17.7 0 75-92 K.GIETDVDNPNNITCVLTK.E



Detailed Protein Report
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Protein 499: PREDICTED: Golgin-45 isoform X1 [Homo sapiens]
Accession: gi|530365531 Score: 17.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.1
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

131 2 608.2888 -81.31 2 30.9 17.7 1 153-162 R.VQTEVNRELK.K



Detailed Protein Report
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Protein 500: PREDICTED: complement factor H-related protein 2 isoform X1 [Homo sapiens]
Accession: gi|530364612 Score: 17.7
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

11 1 1069.4808 -32.42 3 29.1 17.7 2 129-155 R.NGQWSEPPKCLDPCVISQEIMEKYNIK.L Carbamidomethyl: 10



Detailed Protein Report
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Protein 501: PREDICTED: sprouty-related, EVH1 domain-containing protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|530367354 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.4
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1522 2 993.5046 109.60 2 47.7 17.6 2 202-218 R.ACYHCGVMCRCCGGKHK.A Carbamidomethyl: 2, 5; 
Oxidation: 8



Detailed Protein Report
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Protein 502: E-selectin precursor [Homo sapiens]
Accession: gi|187960042 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.6
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2878 1 872.9387 57.19 2 64.7 17.6 0 502-517 K.INMSCSGEPVFGTVCK.F Carbamidomethyl: 15; 
Oxidation: 3



Detailed Protein Report
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Protein 503: amiloride-sensitive sodium channel subunit alpha isoform 1 [Homo sapiens]
Accession: gi|4506815 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.7
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2868 1 873.7778 -171.39 2 64.6 17.6 0 477-492 R.KPCSVTSYQLSAGYSR.W



Detailed Protein Report
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Protein 504: PREDICTED: leucine-rich repeat and IQ domain-containing protein 1 isoform X6 
[Homo sapiens]

Accession: gi|578824314 Score: 17.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.8
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

862 1 1198.5391 -67.11 2 39.2 17.6 1 1290-
1311

R.QTHFSTRLHTAATEGLPNSSIK.N



Detailed Protein Report
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Protein 505: PREDICTED: exosome complex component RRP4 isoform X6 [Homo sapiens]
Accession: gi|578817232 Score: 17.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 11.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1784 1 807.3967 -14.46 3 51.0 17.5 0 177-198 R.HGFAPSSTHLLTYPEAHISQAR.-



Detailed Protein Report
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Protein 506: PREDICTED: ras association domain-containing protein 3 isoform X1 [Homo sapiens]
Accession: gi|578823589 Score: 17.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 8.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

675 1 676.1711 -187.18 2 37.3 17.5 1 137-147 R.CHREDQVYACK.L



Detailed Protein Report
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Protein 507: uncharacterized protein KIAA0947 [Homo sapiens]
Accession: gi|149363685 Score: 17.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 247.7
Database Date: 2015-11-30 pI: 5.2
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

9 1 803.7023 -79.81 3 29.3 17.5 1 1785-
1808

K.NLPGPASAMIGFKTITSAATAFVK.T Oxidation: 9



Detailed Protein Report
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Protein 508: histone deacetylase complex subunit SAP25 [Homo sapiens]
Accession: gi|284004891 Score: 17.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.9
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2810 2 945.9828 -31.58 2 63.7 17.5 1 95-111 R.VPLYLSKAPQQMMGSLK.L



Detailed Protein Report
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Protein 509: sushi, von Willebrand factor type A, EGF and pentraxin domain-containing protein 1 
precursor [Homo sapiens]

Accession: gi|148886654 Score: 17.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 389.9
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 0.3
No. of unique Peptides: 1

Quantitation
WD:WU Median: 2.71 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

2764 2 639.3642 -0.12 2 63.1 17.4 2 903-913 R.IKRSAPLSDYK.I WD:WU 2.71



Detailed Protein Report
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Protein 510: PREDICTED: chromodomain-helicase-DNA-binding protein 7 isoform X4 [Homo 
sapiens]

Accession: gi|578815680 Score: 17.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 214.1
Database Date: 2015-11-30 pI: 5.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

699 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2811 1 995.0043 51.30 2 63.6 17.4 0 995-1010 K.LCQPSLDLPEWWECGR.H Carbamidomethyl: 14



Detailed Protein Report
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Protein 511: t-SNARE domain-containing protein 1 [Homo sapiens]
Accession: gi|223972648 Score: 17.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.9
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
WD:WU 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

258 1 442.7344 36.28 2 32.0 17.4 0 1-8 -.MSYGSIAR.G WD:WU 1.10



Detailed Protein Report
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Protein 512: peptidyl-prolyl cis-trans isomerase A-like 4G [Homo sapiens]
Accession: gi|178057341 Score: 17.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.2
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 12.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

23 1 1104.5165 18.54 2 29.5 17.3 0 56-76 R.IIPGFMCQGGDFTHPNGTGDK.S Oxidation: 6



Detailed Protein Report
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Protein 513: PREDICTED: YLP motif-containing protein 1 isoform X1 [Homo sapiens]
Accession: gi|530404193 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 231.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 0.3

No. of unique Peptides: 1



Detailed Protein Report

703 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2835 3 746.4789 26.21 1 64.1 17.2 0 1835-
1840

R.IVVIMR.G Oxidation: 5



Detailed Protein Report
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Protein 514: trichohyalin [Homo sapiens]
Accession: gi|148746195 Score: 17.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 253.8
Database Date: 2015-11-30 pI: 5.6

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



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2093 2 974.3559 -134.06 2 54.5 17.2 1 828-842 R.EKELQFLEEEEQLQR.R



Detailed Protein Report
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Protein 515: PREDICTED: uncharacterized protein KIAA1211 isoform X7 [Homo sapiens]
Accession: gi|578808650 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1846 3 734.2644 -176.08 2 51.4 17.1 1 1027-
1040

R.AGSLHKSTALPEEK.R



Detailed Protein Report
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Protein 516: protein cramped-like [Homo sapiens]
Accession: gi|223972612 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 134.6
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2985 1 846.4337 -1.84 2 66.1 17.1 2 1-17 -.MTVKLGDGGSGEDGLKK.L



Detailed Protein Report
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Protein 517: PREDICTED: mucin-3A [Homo sapiens]
Accession: gi|578844260 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.4
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 9.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1444 1 1086.6084 26.40 2 46.4 17.1 1 47-65 K.IFADMQGFTFKGVEILSLR.N



Detailed Protein Report
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Protein 518: alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase [Homo 
sapiens]

Accession: gi|167857778 Score: 17.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.8
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578811120 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase isoform X4 [Homo sapiens]

gi|578811118 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase isoform X3 [Homo sapiens]

gi|530381058 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase isoform X2 [Homo sapiens]

gi|530381056 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase isoform X1 [Homo sapiens]

gi|167857786 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase [Homo sapiens]

gi|167857784 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase [Homo sapiens]

gi|167857782 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase [Homo sapiens]

gi|167857780 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

alpha-1,3-mannosyl-glycoprotein  2-beta-N-
acetylglucosaminyltransferase [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1777 1 881.9118 17.60 2 50.6 17.1 0 231-246 K.ADPSLWCVSAWNDNGK.E



Detailed Protein Report

710 / 1431

Protein 519: deoxyribonuclease-1-like 2 precursor [Homo sapiens]
Accession: gi|4503347 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.8
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578828006 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: deoxyribonuclease-1-like 2 isoform X3 [Homo sapiens]

gi|530407699 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: deoxyribonuclease-1-like 2 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1326 1 939.1023 103.59 2 45.3 17.0 2 214-229 R.AQDWAAIRLRSSEVFK.W



Detailed Protein Report
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Protein 520: protocadherin alpha-1 isoform 2 precursor [Homo sapiens]
Accession: gi|14165400 Score: 17.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.6
Database Date: 2015-11-30 pI: 4.6

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

Quantitation
WD:WU Median: 0.39 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

642 1 509.1279 -267.69 2 36.9 17.0 0 636-644 R.VLDEADLSR.Y WD:WU 0.39



Detailed Protein Report
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Protein 521: fibrinogen-like protein 1 precursor [Homo sapiens]
Accession: gi|42544189 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.4
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 3.5
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

1103 1 1355.1276 221.32 1 42.5 16.9 2 33-43 R.LRAQVRLLETR.V



Detailed Protein Report
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Protein 522: formin-1 isoform c [Homo sapiens]
Accession: gi|472235321 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.8
Database Date: 2015-11-30 pI: 10.1

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

Quantitation
WD:WU 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

787 1 509.7081 -159.31 2 38.3 16.9 1 320-328 R.TCKQKPVSK.V WD:WU 0.98



Detailed Protein Report
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Protein 523: E3 ubiquitin-protein ligase ZNF645 [Homo sapiens]
Accession: gi|22749189 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2100 1 707.7227 -87.06 2 54.8 16.9 0 4-15 K.MPAGEQECEYNK.E Oxidation: 1



Detailed Protein Report
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Protein 524: PREDICTED: thrombospondin type-1 domain-containing protein 7A isoform X4 [Homo 
sapiens]

Accession: gi|578813343 Score: 16.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 169.7
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2861 1 795.7251 11.18 3 64.4 16.9 1 253-272 R.YSLHVGPWSTCSMPHSRQVR.Q Carbamidomethyl: 11



Detailed Protein Report
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Protein 525: PREDICTED: uncharacterized protein KIAA1551 isoform X1 [Homo sapiens]
Accession: gi|530399223 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 194.7
Database Date: 2015-11-30 pI: 9.7

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

120 1 585.2911 -66.24 2 30.4 16.8 0 1662-
1672

K.EQAPLQVSGIK.S



Detailed Protein Report
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Protein 526: PREDICTED: M-phase phosphoprotein 8 isoform X2 [Homo sapiens]
Accession: gi|530402464 Score: 16.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.4
Database Date: 2015-11-30 pI: 5.3

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

Quantitation
WD:WU Median: 0.56 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

236 1 495.7647 55.25 2 32.1 16.8 0 1-9 -.MEQVAEGAR.V WD:WU 0.56



Detailed Protein Report
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Protein 527: PREDICTED: HMG box transcription factor BBX isoform X10 [Homo sapiens]
Accession: gi|578807613 Score: 16.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.5
Database Date: 2015-11-30 pI: 9.6
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

2908 1 939.4942 3.35 2 65.1 16.7 1 622-638 K.TLVSEGMLTSLRANVDR.G Oxidation: 7



Detailed Protein Report
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Protein 528: HEAT repeat-containing protein 4 [Homo sapiens]
Accession: gi|333805657 Score: 16.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.1
Database Date: 2015-11-30 pI: 9.9

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

Alias proteins:
Accession Name Description
gi|578825794 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  HEAT  repeat-containing  protein  4  isoform  X1  [Homo  
sapiens]

gi|333805659 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

HEAT repeat-containing protein 4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2100 1 757.3120 -102.39 2 54.6 16.7 1 1009-
1022

R.TFFSPIMSSPSGKK.G



Detailed Protein Report
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Protein 529: protein FAM122A [Homo sapiens]
Accession: gi|49472830 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.5
Database Date: 2015-11-30 pI: 6.4

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

588 1 602.8102 41.84 2 35.8 16.6 0 90-99 K.QEEGMDLINR.E



Detailed Protein Report
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Protein 530: PREDICTED: zinc finger protein 646 isoform X3 [Homo sapiens]
Accession: gi|530409439 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 198.5
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, 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

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



Detailed Protein Report
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Protein 531: SKI/DACH domain-containing protein 1 [Homo sapiens]
Accession: gi|148762982 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578818410 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  SKI/DACH  domain-containing  protein  1  isoform  X3  
[Homo sapiens]

gi|530392158 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  SKI/DACH  domain-containing  protein  1  isoform  X2  
[Homo sapiens]

gi|530392156 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  SKI/DACH  domain-containing  protein  1  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2905 1 1023.0342 45.64 2 65.1 16.6 1 80-96 K.CTLISREDVEALYTSCK.T Carbamidomethyl: 1, 16



Detailed Protein Report
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Protein 532: calcium/calmodulin-dependent protein kinase kinase 2 isoform 6 [Homo sapiens]
Accession: gi|27437023 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 7.0

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1288 1 917.4243 -149.73 2 44.9 16.6 2 430-445 K.NPESRIVVPEIKILVK.T



Detailed Protein Report
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Protein 533: POC1 centriolar protein homolog A isoform 2 [Homo sapiens]
Accession: gi|239787760 Score: 16.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.8
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2441 1 638.3753 21.87 2 58.8 16.6 1 159-170 R.LIVSASDDKTVK.L



Detailed Protein Report
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Protein 534: PREDICTED: HAUS augmin-like complex subunit 5 isoform X2 [Homo sapiens]
Accession: gi|578834213 Score: 16.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.7
Database Date: 2015-11-30 pI: 10.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2816 1 964.8042 -49.50 3 63.7 16.5 2 33-57 R.RLCLGQGADIWAYILQHVHSQRTVK.K



Detailed Protein Report
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Protein 535: forkhead box protein J3 isoform 2 [Homo sapiens]
Accession: gi|311893307 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.5
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.96 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

36 1 1096.9864 -51.33 2 29.4 16.4 0 57-75 K.NALLDPNTTLDQEEVQQHK.D WD:WU 0.96



Detailed Protein Report
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Protein 536: PREDICTED: TBC domain-containing protein kinase-like protein isoform X1 [Homo 
sapiens]

Accession: gi|578809649 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.9
Database Date: 2015-11-30 pI: 5.8
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

1977 3 876.8617 -79.82 2 53.4 16.4 1 693-706 R.CVRESINLFCWTPK.S Carbamidomethyl: 10



Detailed Protein Report
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Protein 537: PREDICTED: transmembrane protein 2 isoform X2 [Homo sapiens]
Accession: gi|578817261 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.2
Database Date: 2015-11-30 pI: 9.0
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

2384 1 841.6330 235.44 1 58.2 16.4 2 194-199 K.CRYKSK.A Carbamidomethyl: 1



Detailed Protein Report
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Protein 538: PREDICTED: centrosomal protein CEP57L1 isoform X5 [Homo sapiens]
Accession: gi|578812699 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.5
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578812701 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  centrosomal  protein  CEP57L1  isoform  X6  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1822 1 1023.8932 45.34 3 51.5 16.4 2 287-311 K.NSCFVMRQHRDPHILQKPFNVTETR.C Oxidation: 6



Detailed Protein Report
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Protein 539: PREDICTED: NACHT, LRR and PYD domains-containing protein 8 isoform X1 [Homo 
sapiens]

Accession: gi|530415693 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.7

No. of unique Peptides: 1
Quantitation
WD:WU 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

1190 1 660.9872 74.48 3 43.1 16.4 0 887-903 K.CDLTFNCCQDMISALCK.N Carbamidomethyl: 16; 
Oxidation: 11

WD:WU 0.63



Detailed Protein Report
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Protein 540: protein-methionine sulfoxide oxidase MICAL2 isoform e [Homo sapiens]
Accession: gi|544063447 Score: 16.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.1
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2008 2 1051.4154 -66.88 2 53.8 16.4 2 726-742 K.FEESTRNPSLMKQESMR.K Oxidation: 11, 16



Detailed Protein Report
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Protein 541: PREDICTED: tyrosine-protein kinase BAZ1B isoform X1 [Homo sapiens]
Accession: gi|530386606 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1692 1 711.3527 18.60 3 49.8 16.2 2 114-131 K.YAVGEECDFEVGKEKMLK.V Carbamidomethyl: 7



Detailed Protein Report
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Protein 542: cathepsin Z preproprotein [Homo sapiens]
Accession: gi|22538442 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 6.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 7.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2 1 1244.4788 -73.78 2 28.9 16.2 1 200-221 R.EKMMAEIYANGPISCGIMATER.L Carbamidomethyl: 15; 
Oxidation: 18



Detailed Protein Report
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Protein 543: WAP four-disulfide core domain protein 3 precursor [Homo sapiens]
Accession: gi|32307109 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.7
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation 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

1720 1 863.0927 43.31 3 50.2 16.2 1 173-196 K.VLVGLCIVGCVMDENCQAGEKCCK.S Carbamidomethyl: 10; 
Oxidation: 12



Detailed Protein Report
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Protein 544: otogelin-like protein precursor [Homo sapiens]
Accession: gi|294774585 Score: 16.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 263.4
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

736 / 1431
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2111 1 1051.4432 -84.15 2 55.0 16.2 1 489-506 R.HYSFIGMCQYILVKGTGK.D Carbamidomethyl: 8



Detailed Protein Report
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Protein 545: interferon-inducible GTPase 5 [Homo sapiens]
Accession: gi|10257429 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.3
Database Date: 2015-11-30 pI: 5.1

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

Alias proteins:
Accession Name Description
gi|578834645 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  interferon-inducible  GTPase  5  isoform  X2  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

123 1 504.5745 -64.47 3 30.8 16.1 0 332-345 R.SPLANEVSPETVLR.L



Detailed Protein Report

739 / 1431

Protein 546: protein phosphatase 1D [Homo sapiens]
Accession: gi|4505997 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.6
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2103 1 734.3073 -43.91 2 54.7 16.1 1 336-348 K.KYLMGEHGQSCAK.M Oxidation: 4



Detailed Protein Report
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Protein 547: PREDICTED: putative E3 ubiquitin-protein ligase SH3RF2 isoform X3 [Homo sapiens]
Accession: gi|578810803 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
Database Date: 2015-11-30 pI: 10.9
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

1746 1 916.9097 -57.96 2 50.5 16.1 2 130-145 R.AKALCNYRGQNPGDLR.F Carbamidomethyl: 5



Detailed Protein Report
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Protein 548: PREDICTED: alpha-(1,3)-fucosyltransferase 11 isoform X4 [Homo sapiens]
Accession: gi|578819000 Score: 16.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.4
Database Date: 2015-11-30 pI: 5.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

310 1 464.6377 -111.51 2 32.6 16.1 0 343-349 K.NDEEYMK.Y



Detailed Protein Report
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Protein 549: PREDICTED: terminal uridylyltransferase 4 isoform X7 [Homo sapiens]
Accession: gi|530362244 Score: 16.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 173.2
Database Date: 2015-11-30 pI: 9.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2583 1 840.6326 169.50 2 60.5 16.0 0 1025-
1039

R.KPPVIPVLQEIFDGK.Q



Detailed Protein Report
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Protein 550: olfactory receptor 2AK2 [Homo sapiens]
Accession: gi|52317190 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.7
Database Date: 2015-11-30 pI: 10.0
Modification(s): Oxidation Sequence Coverage [%]: 3.0

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.57 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

108 1 557.2530 -55.78 2 30.6 15.9 0 96-105 K.MAVSFLSQSK.T Oxidation: 1 WD:WU 0.57



Detailed Protein Report
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Protein 551: PREDICTED: ras-related GTP-binding protein D isoform X1 [Homo sapiens]
Accession: gi|530383216 Score: 15.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.2
Database Date: 2015-11-30 pI: 4.1

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.81 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2830 1 648.3562 18.22 2 63.9 15.9 1 190-199 K.IETQRDIHQR.A WD:WU 1.81



Detailed Protein Report
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Protein 552: uncharacterized protein KIAA0355 [Homo sapiens]
Accession: gi|46276868 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.9
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530417641 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  KIAA0355  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1382 1 873.4411 120.85 2 45.6 15.8 1 1-14 -.MYCCSAQDSKMDYK.R Carbamidomethyl: 3; 
Oxidation: 11



Detailed Protein Report
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Protein 553: PREDICTED: disintegrin and metalloproteinase domain-containing protein 10 isoform 
X1 [Homo sapiens]

Accession: gi|530405298 Score: 15.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.5
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1896 1 1056.6778 -73.07 3 52.0 15.8 2 544-569 K.YGLEECTCASSDGKDDKELCHVCCMK.K Carbamidomethyl: 6, 8, 20, 
23, 24; Oxidation: 25



Detailed Protein Report
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Protein 554: PREDICTED: pre-B-cell leukemia transcription factor 3 isoform X3 [Homo sapiens]
Accession: gi|578817531 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.7
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1938 1 618.9208 -90.90 3 52.6 15.7 1 274-289 K.KCSITVSQVSNWFGNK.R Carbamidomethyl: 2



Detailed Protein Report
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Protein 555: PREDICTED: high affinity cGMP-specific 3',5'-cyclic phosphodiesterase 9A isoform X2 
[Homo sapiens]

Accession: gi|530419261 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.1
Database Date: 2015-11-30 pI: 6.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

756 1 647.6373 -216.64 2 38.3 15.7 0 134-144 R.EPQGCYQEGQR.I



Detailed Protein Report
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Protein 556: cytochrome P450 26C1 [Homo sapiens]
Accession: gi|62952502 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.1
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2715 1 928.5944 75.04 2 62.3 15.7 1 196-212 R.ILLGLRLDEAQCATLAR.T



Detailed Protein Report
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Protein 557: PREDICTED: cytoplasmic tyrosine-protein kinase BMX isoform X1 [Homo sapiens]
Accession: gi|578837945 Score: 15.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.9
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2432 1 701.1001 113.81 3 58.7 15.7 0 592-609 K.SDVWAFGILMWEVFSLGK.Q Oxidation: 10



Detailed Protein Report
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Protein 558: BTB/POZ domain-containing protein KCTD18 [Homo sapiens]
Accession: gi|45387953 Score: 15.6
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

Quantitation
WD:WU Median: 1.58 CV: 0.00 % No. of 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 Ratios

587 1 472.2712 30.05 2 36.2 15.6 1 322-330 K.AAQRSAPSR.A WD:WU 1.58



Detailed Protein Report
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Protein 559: extended synaptotagmin-1 isoform 2 [Homo sapiens]
Accession: gi|14149680 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 5.5

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

Quantitation
WD:WU Median: 5.86 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

2291 2 666.2683 -223.38 2 57.1 15.5 2 193-204 R.IIGVKVHPGQRK.E WD:WU 5.86



Detailed Protein Report
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Protein 560: gastric inhibitory polypeptide receptor precursor [Homo sapiens]
Accession: gi|4503999 Score: 15.5
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

1605 3 1023.6518 154.68 1 48.8 15.5 2 327-333 R.TRQMRCR.D Carbamidomethyl: 6; 
Oxidation: 4



Detailed Protein Report
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Protein 561: uncharacterized protein KIAA0408 [Homo sapiens]
Accession: gi|59806363 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1
Quantitation
WD:WU Median: 2.23 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

2682 5 841.8664 -25.81 2 61.9 15.5 1 17-29 K.EKMELLDQFDNER.K Oxidation: 3 WD:WU 2.23



Detailed Protein Report
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Protein 562: twist-related protein 1 [Homo sapiens]
Accession: gi|4507741 Score: 15.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 9.9
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.75 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578813613 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: twist-related protein 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

14 1 788.3704 -3.92 3 29.4 15.5 1 172-191 K.MASCSYVAHERLSYAFSVWR.
M

WD:WU 0.75



Detailed Protein Report
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Protein 563: mitochondrial tRNA-specific 2-thiouridylase 1 isoform f [Homo sapiens]
Accession: gi|544346335 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.22 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2031 1 652.2575 -58.70 2 54.0 15.4 1 76-86 K.KESMGMCFIGK.R Carbamidomethyl: 7; 
Oxidation: 6

WD:WU 1.22



Detailed Protein Report

757 / 1431

Protein 564: histone deacetylase 1 [Homo sapiens]
Accession: gi|13128860 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.1
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

184 1 530.6117 41.73 3 31.2 15.4 2 452-464 K.DPEEKKEVTEEEK.T WD:WU 1.72



Detailed Protein Report
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Protein 565: PREDICTED: proline-rich protein PRCC isoform X2 [Homo sapiens]
Accession: gi|530365026 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.9
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2175 2 666.2454 -213.60 2 55.7 15.4 1 143-154 K.EPVKIAAPELHK.G



Detailed Protein Report
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Protein 566: WD repeat-containing protein 74 [Homo sapiens]
Accession: gi|221219004 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.4
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530396902 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  WD  repeat-containing  protein  74  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1187 1 918.4360 17.92 3 43.1 15.4 1 41-65 R.REEAVSALCWGTGGETQMLVGCADR.T Carbamidomethyl: 9, 22



Detailed Protein Report
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Protein 567: PREDICTED: roundabout homolog 2 isoform X3 [Homo sapiens]
Accession: gi|578806427 Score: 15.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 132.9
Database Date: 2015-11-30 pI: 6.9

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

Quantitation
WD:WU 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

588 1 469.2361 -75.04 2 36.2 15.4 1 724-731 K.KGVTYEIK.V WD:WU 1.11



Detailed Protein Report
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Protein 568: insulin receptor-related protein precursor [Homo sapiens]
Accession: gi|31657140 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

571 1 730.2246 -112.42 2 36.0 15.3 0 213-225 R.VCPCPHGMACTAR.G Carbamidomethyl: 2, 4



Detailed Protein Report
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Protein 569: PREDICTED: kazrin isoform X2 [Homo sapiens]
Accession: gi|530360946 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.7
Database Date: 2015-11-30 pI: 6.6

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

Quantitation
WD:WU Median: 1.67 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

989 2 540.6455 -205.92 2 40.7 15.3 0 96-104 K.ILSMMEDNK.Q WD:WU 1.67



Detailed Protein Report
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Protein 570: PREDICTED: nischarin isoform X2 [Homo sapiens]
Accession: gi|578805595 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.7
Database Date: 2015-11-30 pI: 4.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1738 1 1087.9436 -77.77 2 50.4 15.3 0 811-829 K.FTYPSEEEIGDLTFTVAQK.M



Detailed Protein Report
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Protein 571: CUB and sushi domain-containing protein 1 precursor [Homo sapiens]
Accession: gi|259013213 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 388.5
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.3

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.80 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

714 1 512.2777 86.29 2 37.7 15.3 0 1100-
1109

R.CVAECGASVK.G Carbamidomethyl: 1 WD:WU 0.80



Detailed Protein Report
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Protein 572: tumor necrosis factor alpha-induced protein 8-like protein 1 [Homo sapiens]
Accession: gi|269846912 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.8
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530425099 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  tumor  necrosis  factor  alpha-induced  protein  8-like  
protein 1 isoform X1 [Homo sapiens]

gi|269846918 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

tumor  necrosis  factor  alpha-induced  protein  8-like  protein  1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1438 1 1095.6551 -96.87 1 46.4 15.3 1 66-75 K.VALKLGLLLR.G



Detailed Protein Report
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Protein 573: patatin-like phospholipase domain-containing protein 5 isoform 1 [Homo sapiens]
Accession: gi|20304127 Score: 15.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.9
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

958 1 684.2638 -84.66 3 40.3 15.3 0 63-80 K.SVDFCCSHLLGMVGQLER.L Carbamidomethyl: 5



Detailed Protein Report
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Protein 574: mannan-binding lectin serine protease 2 isoform 1 preproprotein [Homo sapiens]
Accession: gi|21264363 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.7
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

16 1 1068.4952 -116.47 2 29.4 15.2 2 538-556 K.LNNKVVINSNITPICLPRK.E



Detailed Protein Report
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Protein 575: serine/threonine-protein kinase MRCK gamma [Homo sapiens]
Accession: gi|156766068 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 172.4
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2153 1 974.3330 -124.42 2 55.3 15.2 1 1489-
1507

R.RPASMGSEGLGGDADPMKR.K Oxidation: 5



Detailed Protein Report
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Protein 576: PREDICTED: ATP-dependent RNA helicase DDX19B isoform X1 [Homo sapiens]
Accession: gi|578828798 Score: 15.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.0
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1837 2 716.3485 -69.03 3 51.6 15.2 0 81-99 R.LKPQLLQGVYAMGFNRPSK.I



Detailed Protein Report
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Protein 577: polyadenylate-binding protein 4 isoform 3 [Homo sapiens]
Accession: gi|208431836 Score: 15.2
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

2973 1 1051.5430 46.04 2 65.9 15.2 2 241-259 K.HEDANKAVEEMNGKEISGK.I Oxidation: 11



Detailed Protein Report
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Protein 578: GLIPR1-like protein 2 isoform 1 [Homo sapiens]
Accession: gi|394025727 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 4.7
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2538 1 1045.4188 -0.85 2 60.0 15.1 1 309-324 K.EKEEMEMEIMEMEEEK.E Oxidation: 12



Detailed Protein Report
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Protein 579: PREDICTED: mitogen-activated protein kinase-binding protein 1 isoform X2 [Homo 
sapiens]

Accession: gi|578826739 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.8
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

809 2 697.8381 -23.89 2 38.9 15.1 1 14-26 R.TAQKSGDGVQFTR.T



Detailed Protein Report
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Protein 580: PREDICTED: ubiquitin-associated and SH3 domain-containing protein B isoform X1 
[Homo sapiens]

Accession: gi|530398460 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.5
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.84 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2812 1 913.4675 44.29 2 63.6 15.1 0 1-15 -.MICVVLCIHGFCTEK.K Carbamidomethyl: 7, 12; 
Oxidation: 1

WD:WU 0.84



Detailed Protein Report
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Protein 581: armadillo repeat-containing X-linked protein 2 [Homo sapiens]
Accession: gi|7662162 Score: 15.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.6
Database Date: 2015-11-30 pI: 9.3

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

Alias proteins:
Accession Name Description
gi|532691767 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
armadillo repeat-containing X-linked protein 2 [Homo sapiens]

gi|530433311 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X9 [Homo sapiens]

gi|530433309 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X8 [Homo sapiens]

gi|530433307 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X7 [Homo sapiens]

gi|530433305 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X6 [Homo sapiens]

gi|530433303 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X5 [Homo sapiens]

gi|530433299 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X3 [Homo sapiens]

gi|530433297 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X2 [Homo sapiens]

gi|530433295 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  armadillo  repeat-containing  X-linked  protein  2  isoform  
X1 [Homo sapiens]

gi|29540562 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

armadillo repeat-containing X-linked protein 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2790 1 853.4116 -28.91 2 63.3 15.1 1 594-609 K.GSLFYLCTTSGVCVKK.I



Detailed Protein Report
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Protein 582: breast cancer anti-estrogen resistance protein 3 isoform 2 [Homo sapiens]
Accession: gi|387157911 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.3
Database Date: 2015-11-30 pI: 9.4
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

46 1 809.3894 59.94 2 29.5 15.0 0 224-237 K.SGSQPACLDHMQDR.R Carbamidomethyl: 7; 
Oxidation: 11



Detailed Protein Report

778 / 1431

Protein 583: PREDICTED: microtubule-associated tumor suppressor 1 isoform X7 [Homo sapiens]
Accession: gi|530387935 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.1
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2237 1 869.3795 -55.11 2 56.4 15.0 1 85-99 K.SSSDFISKQVLDMHK.D Oxidation: 13



Detailed Protein Report

779 / 1431

Protein 584: cyclin-dependent kinase 5 activator 1 [Homo sapiens]
Accession: gi|4502737 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.0
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.88 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2666 1 945.9810 -33.71 2 61.6 15.0 1 168-183 K.HLSPTDPVLWLRSVDR.S WD:WU 0.88



Detailed Protein Report

780 / 1431

Protein 585: PDZ domain-containing protein MAGIX isoform d [Homo sapiens]
Accession: gi|532164745 Score: 15.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.7
Database Date: 2015-11-30 pI: 11.6

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

1817 2 1273.5520 -62.61 1 51.4 15.0 0 238-250 R.GAAQLAQEMAAGR.R



Detailed Protein Report

781 / 1431

Protein 586: PREDICTED: sterol regulatory element-binding protein cleavage-activating protein 
isoform X2 [Homo sapiens]

Accession: gi|530372098 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.5
Database Date: 2015-11-30 pI: 6.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1688 1 1045.6717 134.35 1 49.8 14.9 0 220-228 K.YSGVSLYTR.K



Detailed Protein Report

782 / 1431

Protein 587: toll-like receptor 9 precursor [Homo sapiens]
Accession: gi|8394456 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.8
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
WD:WU 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

1392 1 698.8594 -48.59 2 45.8 14.9 0 235-247 K.LAPEDLANLTALR.V WD:WU 0.91



Detailed Protein Report

783 / 1431

Protein 588: PREDICTED: metal transporter CNNM4 isoform X2 [Homo sapiens]
Accession: gi|530368586 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.4
Database Date: 2015-11-30 pI: 6.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2779 1 870.4221 -28.45 1 63.2 14.9 1 530-536 K.RDFSAFK.D



Detailed Protein Report

784 / 1431

Protein 589: PREDICTED: pyruvate carboxylase, mitochondrial isoform X6 [Homo sapiens]
Accession: gi|578821481 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.3
Database Date: 2015-11-30 pI: 5.6

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

511 1 706.0223 94.27 2 35.3 14.9 2 613-626 K.VIDIKVVAGAKVAK.G



Detailed Protein Report

785 / 1431

Protein 590: bisphosphoglycerate mutase [Homo sapiens]
Accession: gi|4502445 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.0
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.93 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578814542 r e f s e q _ h u m a n

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

gi|40353764 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

bisphosphoglycerate mutase [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

937 2 770.8595 -3.57 2 40.5 14.9 0 101-113 R.EQMALNHGEEQVR.L WD:WU 0.93



Detailed Protein Report
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Protein 591: myosin-IIIb isoform 1 [Homo sapiens]
Accession: gi|284172510 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.5
Database Date: 2015-11-30 pI: 8.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1349 2 926.7733 -30.95 3 45.6 14.9 1 495-518 K.YLEMMFTPTGVVMGARISEYLLEK.S



Detailed Protein Report

787 / 1431

Protein 592: PREDICTED: RANBP2-like and GRIP domain-containing protein 5/6 isoform X5 [Homo 
sapiens]

Accession: gi|530369376 Score: 14.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 165.9
Database Date: 2015-11-30 pI: 6.1

Sequence Coverage [%]: 1.1
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

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



Detailed Protein Report

788 / 1431

Protein 593: ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial precursor 
[Homo sapiens]

Accession: gi|7242140 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.2
Database Date: 2015-11-30 pI: 8.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.13 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

524 1 817.7754 49.53 3 35.0 14.8 1 2-26 M.
PSCGACTCGAAAVRLITSSLASAQR.
G

Carbamidomethyl: 3 WD:WU 1.13



Detailed Protein Report
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Protein 594: MOSC domain-containing protein 1, mitochondrial precursor [Homo sapiens]
Accession: gi|224600454 Score: 14.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.5
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

48 1 505.2491 -51.14 2 29.8 14.8 0 151-159 R.VHGLEIEGR.D



Detailed Protein Report
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Protein 595: PREDICTED: keratin, type I cuticular Ha1 isoform X1 [Homo sapiens]
Accession: gi|530412192 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.2
Database Date: 2015-11-30 pI: 4.6

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

Quantitation
WD:WU Median: 1.94 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530431086 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: keratin, type I cuticular Ha1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

881 1 512.1602 -149.56 2 39.4 14.7 0 358-366 R.SLLESEDCK.- WD:WU 1.94



Detailed Protein Report
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Protein 596: transcription factor ETV7 isoform 8 [Homo sapiens]
Accession: gi|333470747 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.2
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 9.5

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

930 1 974.4715 15.67 2 40.4 14.7 0 51-68 R.TQGVCSFPAMPQAPIDGR.I Carbamidomethyl: 5; 
Oxidation: 10

WD:WU 0.90



Detailed Protein Report

792 / 1431

Protein 597: DEP domain-containing protein 1B isoform 2 [Homo sapiens]
Accession: gi|223633997 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.7
Database Date: 2015-11-30 pI: 9.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2797 2 626.8488 34.86 2 63.4 14.7 0 159-170 R.HSIAIGEVPACR.L



Detailed Protein Report

793 / 1431

Protein 598: secretogranin-3 isoform 2 [Homo sapiens]
Accession: gi|259089433 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 4.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1548 1 671.4028 135.82 3 48.0 14.7 2 147-165 K.EYGSLKDSTKDDNSNPGGK.T



Detailed Protein Report

794 / 1431

Protein 599: PREDICTED: uncharacterized protein CXorf65 isoform X1 [Homo sapiens]
Accession: gi|530421697 Score: 14.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 18.6
Database Date: 2015-11-30 pI: 11.1

Sequence Coverage [%]: 8.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2029 1 732.3134 -180.02 2 53.8 14.7 1 108-121 K.KVVIIEPPASVPSK.Q



Detailed Protein Report
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Protein 600: PDZ domain-containing protein 4 [Homo sapiens]
Accession: gi|46559761 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.1
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

450 1 1100.7316 -85.85 3 34.6 14.6 0 326-356 R.DFHFSMDSLLAEGAGLGGGDVPGLTDEEYER.Y Oxidation: 6



Detailed Protein Report
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Protein 601: ATP-binding cassette sub-family A member 5 [Homo sapiens]
Accession: gi|27262624 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 186.4
Database Date: 2015-11-30 pI: 6.5

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

Alias proteins:
Accession Name Description
gi|27262626 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ATP-binding cassette sub-family A member 5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2136 1 805.8396 -128.42 2 55.1 14.6 1 1560-
1573

R.QESFSSILAYKIPK.E



Detailed Protein Report

797 / 1431

Protein 602: PREDICTED: conserved oligomeric Golgi complex subunit 3 isoform X9 [Homo 
sapiens]

Accession: gi|578825042 Score: 14.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.6
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1254 1 990.6132 53.89 2 44.3 14.6 1 136-152 K.TYTVNTLQTLTSQLLKR.D



Detailed Protein Report

798 / 1431

Protein 603: PREDICTED: cGMP-inhibited 3',5'-cyclic phosphodiesterase A isoform X1 [Homo 
sapiens]

Accession: gi|578822894 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.5
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.68 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

645 1 647.6267 -227.08 2 36.5 14.5 0 83-93 R.GEVGCDLEQCK.E Carbamidomethyl: 5, 10 WD:WU 0.68



Detailed Protein Report
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Protein 604: inhibitor of nuclear factor kappa-B kinase subunit alpha [Homo sapiens]
Accession: gi|62241001 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.6
Database Date: 2015-11-30 pI: 6.3
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.52 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1405 1 533.6158 -246.47 2 45.9 14.5 1 510-517 K.AWKEMEEK.A Oxidation: 5 WD:WU 0.52



Detailed Protein Report
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Protein 605: zinc finger and BTB domain-containing protein 5 [Homo sapiens]
Accession: gi|7662074 Score: 14.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530390257 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  and  BTB  domain-containing  protein  5  
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1742 1 689.9841 -17.31 3 50.5 14.5 2 613-629 K.YACKICCKTFLTLTDCK.K Carbamidomethyl: 6, 7



Detailed Protein Report
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Protein 606: beta-1-syntrophin [Homo sapiens]
Accession: gi|11321640 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.0
Database Date: 2015-11-30 pI: 9.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2302 1 703.3364 -29.47 2 57.1 14.4 0 388-401 K.GSPQAGVDLSFATR.T



Detailed Protein Report

802 / 1431

Protein 607: granzyme A precursor [Homo sapiens]
Accession: gi|5453676 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.9
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.3

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.78 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

92 1 566.5853 -66.20 3 30.1 14.4 1 62-75 K.DWVLTAAHCNLNKR.S Carbamidomethyl: 9 WD:WU 0.78



Detailed Protein Report

803 / 1431

Protein 608: putative dehydrogenase/reductase SDR family member 4-like 2 [Homo sapiens]
Accession: gi|482628371 Score: 14.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.3
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 8.7

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

717 1 866.9167 38.74 2 37.8 14.4 2 94-106 R.MLWMDKEKEESMK.E Oxidation: 1, 4, 12 WD:WU 1.24



Detailed Protein Report
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Protein 609: PREDICTED: catenin alpha-1 isoform X2 [Homo sapiens]
Accession: gi|530379718 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.5
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530379720 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: catenin alpha-1 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2652 3 659.3500 103.51 2 61.5 14.3 0 392-403 R.TIADHCPDSACK.Q Carbamidomethyl: 11



Detailed Protein Report
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Protein 610: probable ATP-dependent RNA helicase DHX58 [Homo sapiens]
Accession: gi|149408122 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.6
Database Date: 2015-11-30 pI: 7.1

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1926 1 618.9091 -113.75 3 52.4 14.3 1 614-629 R.NCGEVWGLQMIYKSVK.L



Detailed Protein Report
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Protein 611: probable ATP-dependent RNA helicase DHX36 isoform 2 [Homo sapiens]
Accession: gi|167830436 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 113.1
Database Date: 2015-11-30 pI: 8.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

338 2 686.9336 150.15 2 32.9 14.3 2 35-52 R.GSGGGGGGGGGGRGGRGR.H



Detailed Protein Report
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Protein 612: glypican-5 precursor [Homo sapiens]
Accession: gi|4758464 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.7
Database Date: 2015-11-30 pI: 6.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1972 1 973.3912 -90.24 2 53.0 14.3 2 367-383 K.HGMKTTTRNSEETLANR.R



Detailed Protein Report
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Protein 613: long-chain-fatty-acid--CoA ligase 1 isoform d [Homo sapiens]
Accession: gi|557878742 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 8.6

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

707 1 647.7728 -66.33 2 37.7 14.3 1 67-78 R.GQRCGVEVTSMK.A



Detailed Protein Report
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Protein 614: SH3 domain-binding glutamic acid-rich-like protein [Homo sapiens]
Accession: gi|4506925 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.8
Database Date: 2015-11-30 pI: 5.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2960 1 826.4281 -53.76 2 65.8 14.3 1 2-17 M.VIRVYIASSSGSTAIK.K



Detailed Protein Report
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Protein 615: selenium-binding protein 1 isoform 2 [Homo sapiens]
Accession: gi|385137128 Score: 14.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.4
Database Date: 2015-11-30 pI: 5.2
Modification(s): Oxidation Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1766 1 1045.8477 -101.94 2 50.4 14.3 1 1-20 -.MATKCGNCGPGYSTPLEAMK.G Oxidation: 1, 19



Detailed Protein Report
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Protein 616: chymotrypsinogen B precursor [Homo sapiens]
Accession: gi|118498341 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.7
Database Date: 2015-11-30 pI: 7.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 10.6

No. of unique Peptides: 1
Quantitation
WD:WU 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

323 1 939.4727 58.29 3 32.7 14.2 0 194-221 R.
ITDVMICAGASGVSSCMGDSGGPLVCQK.
D

Carbamidomethyl: 16, 26; 
Oxidation: 17

WD:WU 1.11



Detailed Protein Report
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Protein 617: PREDICTED: putative uncharacterized protein FLJ46235-like [Homo sapiens]
Accession: gi|530359082 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.4
Database Date: 2015-11-30 pI: 13.0

Sequence Coverage [%]: 6.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530435845 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  putative  uncharacterized  protein  FLJ46235-like  [Homo 
sapiens]

gi|530386771 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  putative  uncharacterized  protein  FLJ46235-like  [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2544 1 694.4688 179.47 2 60.1 14.2 0 2-15 M.PSPSLQTAASDSAR.A



Detailed Protein Report

813 / 1431

Protein 618: PREDICTED: probable E3 ubiquitin-protein ligase HECTD2 isoform X2 [Homo sapiens]
Accession: gi|530393122 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.8
Database Date: 2015-11-30 pI: 8.4

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.88 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1946 1 918.3545 -158.85 2 52.7 14.2 1 338-355 K.LKVTFVGEAGLDMGGLTK.E WD:WU 0.88



Detailed Protein Report

814 / 1431

Protein 619: cardiomyopathy-associated protein 5 [Homo sapiens]
Accession: gi|62241003 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 448.9
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 0.3
No. of unique Peptides: 1



Detailed Protein Report

815 / 1431



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

1989 3 703.2718 -183.94 2 53.2 14.2 2 251-261 K.GYVIKEIHYRK.G



Detailed Protein Report
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Protein 620: PREDICTED: uncharacterized protein C12orf42 isoform X5 [Homo sapiens]
Accession: gi|578823684 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 25.8
Database Date: 2015-11-30 pI: 11.7

Sequence Coverage [%]: 6.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2634 1 841.1201 156.92 2 61.2 14.2 2 202-216 K.RLIKVCSSAPPRPTR.R



Detailed Protein Report
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Protein 621: heat shock 70 kDa protein 13 precursor [Homo sapiens]
Accession: gi|48928056 Score: 14.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.9
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1869 1 920.9474 -68.00 2 52.0 14.2 1 397-413 K.TEIDEVVLVGGSTRIPR.I



Detailed Protein Report
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Protein 622: mitogen-activated protein kinase kinase kinase 11 [Homo sapiens]
Accession: gi|4505195 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.6
Database Date: 2015-11-30 pI: 9.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1232 1 752.1726 114.82 3 44.0 14.1 0 702-723 K.TPDSPPTPAPLLLDLGIPVGQR.S



Detailed Protein Report
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Protein 623: dynein heavy chain 17, axonemal [Homo sapiens]
Accession: gi|256542310 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 509.0
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.3
No. of unique Peptides: 1



Detailed Protein Report

821 / 1431



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

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

K.LIFLAQVTFQVLSMK.K



Detailed Protein Report
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Protein 624: zinc finger imprinted 2 [Homo sapiens]
Accession: gi|33354273 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.1
Database Date: 2015-11-30 pI: 6.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|226423929 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger imprinted 2 [Homo sapiens]

gi|226423927 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger imprinted 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2843 1 616.8649 -144.67 3 64.2 14.1 0 487-501 R.THTQERPYQCQLCGK.C Carbamidomethyl: 13



Detailed Protein Report
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Protein 625: zinc finger protein 688 isoform b [Homo sapiens]
Accession: gi|67010013 Score: 14.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.9
Database Date: 2015-11-30 pI: 11.6

Sequence Coverage [%]: 6.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1884 1 600.0016 18.70 3 52.2 14.1 2 2-18 M.PRSPLRSSLSTEASGPR.G



Detailed Protein Report
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Protein 626: PREDICTED: zinc finger protein 197 isoform X2 [Homo sapiens]
Accession: gi|578805510 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.1
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

1461 1 671.4129 203.04 2 46.6 14.0 2 165-174 K.KFYKCDMCCK.H Carbamidomethyl: 8; 
Oxidation: 7



Detailed Protein Report
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Protein 627: ribosomal protein S6 kinase alpha-1 isoform b [Homo sapiens]
Accession: gi|55743134 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1051 1 839.4103 -46.72 2 41.9 14.0 0 27-43 R.ISQTSLPVPGPGSGPQR.D



Detailed Protein Report
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Protein 628: cytokine receptor common subunit beta precursor [Homo sapiens]
Accession: gi|4559408 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.3
Database Date: 2015-11-30 pI: 5.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2606 1 495.0590 111.94 4 60.9 14.0 0 601-619 R.SLPDILGQPEPPQEGGSQK.S



Detailed Protein Report
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Protein 629: PREDICTED: loss of heterozygosity 12 chromosomal region 1 protein isoform X1 
[Homo sapiens]

Accession: gi|530398989 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.2
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 10.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1730 1 690.1247 139.16 3 50.3 14.0 2 8-26 K.HRAKMDDIVVVAQGSQASR.N



Detailed Protein Report

829 / 1431

Protein 630: acyl-coenzyme A thioesterase 13 isoform 2 [Homo sapiens]
Accession: gi|231567183 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.4
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 15.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1761 1 927.4490 7.27 2 50.7 14.0 0 55-72 R.GAPGVSVDMNITYMSPAK.L Oxidation: 9



Detailed Protein Report
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Protein 631: PREDICTED: golgin subfamily A member 6-like protein 2-like [Homo sapiens]
Accession: gi|578845630 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1953 1 590.7822 0.87 2 52.8 14.0 2 51-59 K.MRGQEEKMR.E Oxidation: 8



Detailed Protein Report
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Protein 632: uncharacterized protein CXorf22 [Homo sapiens]
Accession: gi|90963001 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.3
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2562 1 1221.7289 102.41 2 60.3 14.0 2 723-744 K.GLKSEPSTPQEKHDCSLMLTPK.Q Oxidation: 18



Detailed Protein Report
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Protein 633: TGF-beta receptor type-1 isoform 1 precursor [Homo sapiens]
Accession: gi|4759226 Score: 14.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.9
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
WD:WU 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

684 1 450.6291 -320.69 2 37.0 14.0 0 109-116 K.IELPTTVK.S WD:WU 0.70



Detailed Protein Report
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Protein 634: PREDICTED: zinc finger protein 91 isoform X4 [Homo sapiens]
Accession: gi|578833582 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.7
Database Date: 2015-11-30 pI: 10.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2677 1 665.3406 42.21 2 61.8 13.9 2 263-273 K.EKIYKCEECGK.A



Detailed Protein Report
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Protein 635: testis anion transporter 1 isoform b [Homo sapiens]
Accession: gi|301601602 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.3
Database Date: 2015-11-30 pI: 5.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2795 1 835.4427 31.63 2 63.4 13.9 1 587-602 R.NSSPGLPDVAESQGRR.S



Detailed Protein Report
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Protein 636: OTU domain-containing protein 4 isoform 3 [Homo sapiens]
Accession: gi|156630992 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.0
Database Date: 2015-11-30 pI: 6.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2038 1 701.2778 -127.81 3 54.1 13.9 0 148-168 K.TAAAAADVNGFKPLSGNEQLK.N



Detailed Protein Report
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Protein 637: PREDICTED: zinc finger CCHC domain-containing protein 10 isoform X4 [Homo 
sapiens]

Accession: gi|530380033 Score: 13.9
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

422 1 464.6450 -245.69 2 34.3 13.9 0 64-70 K.YLHRPSR.T



Detailed Protein Report
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Protein 638: protein FAM222B isoform 1 [Homo sapiens]
Accession: gi|568786296 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578831131 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein FAM222B isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

7 1 804.3526 -6.18 2 29.0 13.9 1 24-37 R.DSSTHQGDTTQKMR.T Oxidation: 13



Detailed Protein Report
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Protein 639: PREDICTED: zinc finger and BTB domain-containing protein 2 isoform X3 [Homo 
sapiens]

Accession: gi|530383922 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.3
Database Date: 2015-11-30 pI: 5.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1963 1 899.3605 -76.28 2 53.2 13.9 1 371-386 K.CNLCDKTFSTPNEVVK.H



Detailed Protein Report
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Protein 640: protein phosphatase 1 regulatory subunit 26 [Homo sapiens]
Accession: gi|45387958 Score: 13.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 127.3
Database Date: 2015-11-30 pI: 9.8

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

Alias proteins:
Accession Name Description
gi|578818032 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X5 
[Homo sapiens]

gi|578818030 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X4 
[Homo sapiens]

gi|578818028 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X3 
[Homo sapiens]

gi|530426639 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X2 
[Homo sapiens]

gi|530426637 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein phosphatase 1 regulatory subunit 26 isoform X1 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1424 1 627.5982 -62.69 3 46.2 13.9 0 475-492 R.ADTSAELMCAEAILDISK.T



Detailed Protein Report
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Protein 641: serine/threonine-protein kinase Nek4 isoform 2 [Homo sapiens]
Accession: gi|302058308 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 84.3
Database Date: 2015-11-30 pI: 8.8

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

1866 1 716.4002 35.77 3 52.0 13.8 0 549-569 K.ASLSVAGPGKPQEEDQPLPAR.R



Detailed Protein Report
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Protein 642: PREDICTED: apoptosis-resistant E3 ubiquitin protein ligase 1 isoform X2 [Homo 
sapiens]

Accession: gi|530404992 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.6
Database Date: 2015-11-30 pI: 6.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2591 1 557.8482 105.51 2 60.7 13.8 1 388-396 R.LKMYEFAGR.L



Detailed Protein Report
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Protein 643: oxysterol-binding protein-related protein 11 [Homo sapiens]
Accession: gi|19923592 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.6
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2097 1 701.2818 -9.24 3 54.8 13.8 0 339-356 R.EPEEINADDEIEDTCDHK.E



Detailed Protein Report

843 / 1431

Protein 644: PREDICTED: uroporphyrinogen decarboxylase isoform X2 [Homo sapiens]
Accession: gi|530363258 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.6
Database Date: 2015-11-30 pI: 6.6

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

Alias proteins:
Accession Name Description
gi|530363260 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uroporphyrinogen  decarboxylase  isoform  X3  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1090 1 646.7958 -117.34 2 42.3 13.8 1 160-170 K.FALPYIRDVAK.Q



Detailed Protein Report

844 / 1431

Protein 645: phosphatidylinositol 3-kinase regulatory subunit beta [Homo sapiens]
Accession: gi|4826908 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

261 1 530.4911 -164.00 3 32.4 13.8 0 50-63 R.CPQSVGWMPGLNER.T Oxidation: 8



Detailed Protein Report

845 / 1431

Protein 646: metabotropic glutamate receptor 5 isoform b precursor [Homo sapiens]
Accession: gi|4504143 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 128.8
Database Date: 2015-11-30 pI: 8.6

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

Quantitation
WD:WU Median: 0.89 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578822167 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  metabotropic  glutamate  receptor  5  isoform  X3  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2722 1 941.9859 24.92 2 62.4 13.8 0 1018-
1035

R.SSSSQGSLMEQISSVVTR.F WD:WU 0.89



Detailed Protein Report
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Protein 647: PREDICTED: zinc finger protein 789 isoform X1 [Homo sapiens]
Accession: gi|530385765 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.2
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2129 1 707.7420 -121.78 2 55.2 13.8 1 75-88 K.ASGSACPGSEARHK.M Carbamidomethyl: 6



Detailed Protein Report

847 / 1431

Protein 648: coiled-coil domain-containing protein 71L [Homo sapiens]
Accession: gi|57242766 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.2
Database Date: 2015-11-30 pI: 12.4
Modification(s): Oxidation Sequence Coverage [%]: 6.0

No. of unique Peptides: 1
Quantitation
WD:WU 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

811 1 848.9801 -6.53 2 39.0 13.8 2 213-226 R.ARQVLRVNLEPMVR.L Oxidation: 12 WD:WU 1.10



Detailed Protein Report
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Protein 649: SH3 domain-containing protein 21 isoform 1 [Homo sapiens]
Accession: gi|242117953 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.9
Database Date: 2015-11-30 pI: 5.9

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

328 1 658.3980 85.56 2 32.8 13.8 2 62-73 R.GSGEARRPRCAR.R



Detailed Protein Report

849 / 1431

Protein 650: rho GTPase-activating protein 12 isoform 5 [Homo sapiens]
Accession: gi|398303814 Score: 13.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.7
Database Date: 2015-11-30 pI: 9.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1695 1 865.1582 65.82 3 49.5 13.8 1 470-491 K.TRQGTELLIQSDNDTVINDWFK.V



Detailed Protein Report

850 / 1431

Protein 651: PREDICTED: ubiquitin carboxyl-terminal hydrolase isozyme L5 isoform X14 [Homo 
sapiens]

Accession: gi|578801073 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.7
Database Date: 2015-11-30 pI: 6.6
Modification(s): Oxidation Sequence Coverage [%]: 8.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2419 1 1051.5349 -7.05 2 58.6 13.7 2 94-110 R.FNLMAIVSDRKMIYEQK.I Oxidation: 4



Detailed Protein Report
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Protein 652: amyloid beta A4 precursor protein-binding family B member 1 isoform b [Homo 
sapiens]

Accession: gi|22035554 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.9
Database Date: 2015-11-30 pI: 4.8

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

2594 1 946.7123 -95.55 3 60.7 13.7 1 86-111 R.DQNRNVTLTLAEEASQEPEMAPLGPK.G



Detailed Protein Report
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Protein 653: PREDICTED: nuclear receptor subfamily 2 group C member 2 isoform X1 [Homo 
sapiens]

Accession: gi|530373071 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.4
Database Date: 2015-11-30 pI: 5.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1400 1 695.9396 -46.71 2 46.3 13.7 2 540-551 R.LARILVRLPALR.L



Detailed Protein Report
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Protein 654: chromobox protein homolog 5 [Homo sapiens]
Accession: gi|6912292 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.2
Database Date: 2015-11-30 pI: 5.6

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

Alias proteins:
Accession Name Description
gi|188035910 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
chromobox protein homolog 5 [Homo sapiens]

gi|188035908 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

chromobox protein homolog 5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

403 1 544.7625 -24.48 2 34.1 13.7 1 107-115 K.REQSNDIAR.G



Detailed Protein Report

854 / 1431

Protein 655: PREDICTED: STE20-related kinase adapter protein alpha isoform X6 [Homo sapiens]
Accession: gi|530413123 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.1
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

58 1 516.8847 -52.61 3 29.7 13.7 1 281-295 K.DMPATQGEDSTVKGI.-



Detailed Protein Report
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Protein 656: zinc finger protein 624 [Homo sapiens]
Accession: gi|172072608 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.9
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578830001 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 624 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2758 1 701.4193 162.16 2 62.9 13.7 1 278-288 K.CSTCEKAFHYR.S Carbamidomethyl: 1



Detailed Protein Report
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Protein 657: FERM domain-containing protein 6 isoform 1 [Homo sapiens]
Accession: gi|22748721 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.9
Database Date: 2015-11-30 pI: 7.4

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Quantitation
WD:WU Median: 3.24 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578825482 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  FERM domain-containing  protein  6  isoform X2  [Homo 
sapiens]

gi|109715866 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

FERM domain-containing protein 6 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

255 1 795.3881 -62.20 2 32.4 13.7 1 233-246 K.REIEASLTLGLTMR.G WD:WU 3.24



Detailed Protein Report
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Protein 658: schwannomin-interacting protein 1 isoform 4 [Homo sapiens]
Accession: gi|308193348 Score: 13.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 7.0

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.13 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2028 2 909.8408 -159.06 2 53.7 13.7 1 121-137 K.LQAEAKMALAMAKPMAK.M Oxidation: 15 WD:WU 1.13



Detailed Protein Report
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Protein 659: electroneutral sodium bicarbonate exchanger 1 isoform c [Homo sapiens]
Accession: gi|385719213 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.1
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2993 1 863.9668 48.28 2 66.2 13.6 2 1025-
1040

K.ALSMNSGNAKEKSLFN.- Oxidation: 4



Detailed Protein Report
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Protein 660: PREDICTED: putative uncharacterized protein LOC400499 [Homo sapiens]
Accession: gi|578846033 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.9
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

170 1 793.8952 -14.93 2 31.4 13.6 1 315-329 K.DLVVSVGCRSQGPNR.E



Detailed Protein Report
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Protein 661: integral membrane protein 2B [Homo sapiens]
Accession: gi|11527402 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.3
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

591 1 676.8296 -29.37 2 36.2 13.6 1 40-51 K.DPDDVVPVGQRR.A



Detailed Protein Report
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Protein 662: PREDICTED: helicase POLQ-like isoform X8 [Homo sapiens]
Accession: gi|578808747 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.5
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1448 1 626.6972 -186.66 2 46.5 13.6 1 1-10 -.MLQELLCCRK.D Oxidation: 1



Detailed Protein Report
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Protein 663: poly [ADP-ribose] polymerase 10 [Homo sapiens]
Accession: gi|157738665 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.9
Database Date: 2015-11-30 pI: 4.8

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

Quantitation
WD:WU Median: 0.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1670 1 932.4465 -0.39 2 49.6 13.6 0 318-336 R.GIMTTGSGQEPGQSGTSLR.T WD:WU 0.92



Detailed Protein Report
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Protein 664: structural maintenance of chromosomes protein 1B [Homo sapiens]
Accession: gi|71565160 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.7
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.95 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2132 1 757.3003 -55.47 2 55.0 13.6 1 1117-
1129

K.RFMPMDNLSGGEK.C Oxidation: 3, 5 WD:WU 0.95



Detailed Protein Report
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Protein 665: sodium/hydrogen exchanger 5 precursor [Homo sapiens]
Accession: gi|4759144 Score: 13.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 98.9
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

1364 1 669.3350 -19.03 2 45.8 13.6 0 397-408 K.IDQVVMSYGGLR.G



Detailed Protein Report
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Protein 666: multiple epidermal growth factor-like domains protein 11 precursor [Homo sapiens]
Accession: gi|181336739 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 110.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2524 1 821.0832 83.31 3 59.8 13.5 1 172-192 R.CEELCAPGTHGKGCQLPCQCR.H Carbamidomethyl: 5, 14, 
18, 20



Detailed Protein Report
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Protein 667: uncharacterized protein C2orf54 isoform 2 [Homo sapiens]
Accession: gi|544710097 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.9
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 4.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

914 1 626.3206 27.28 2 40.2 13.5 0 1-12 -.MDTGSLNAASLR.E Oxidation: 1



Detailed Protein Report

867 / 1431

Protein 668: PREDICTED: cyclin-L2 isoform X7 [Homo sapiens]
Accession: gi|578799847 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 11.5

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Quantitation
WD:WU 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

510 1 469.1462 -224.93 2 34.8 13.5 2 282-288 R.TGRRYER.D WD:WU 1.11



Detailed Protein Report
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Protein 669: PREDICTED: cytochrome P450 2U1 isoform X4 [Homo sapiens]
Accession: gi|530377130 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.1
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

332 1 752.4965 78.30 3 32.8 13.5 1 91-112 R.TRAAGIDPSVIGPQVLLAHLAR.V



Detailed Protein Report
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Protein 670: lysozyme C precursor [Homo sapiens]
Accession: gi|4557894 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 10.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 18.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2481 1 938.4534 2.74 3 59.3 13.5 0 88-115 K.TPGAVNACHLSCSALLQDNIADAVACAK.R Carbamidomethyl: 26



Detailed Protein Report
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Protein 671: neuronal pentraxin receptor [Homo sapiens]
Accession: gi|17402888 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.8
Database Date: 2015-11-30 pI: 5.8

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

2151 1 863.8612 -97.34 2 55.4 13.5 1 479-495 K.LVEAFGGATKAAFDVCK.G



Detailed Protein Report
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Protein 672: PREDICTED: gastrin/cholecystokinin type B receptor isoform X1 [Homo sapiens]
Accession: gi|530395959 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.8
Database Date: 2015-11-30 pI: 11.5
Modification(s): Oxidation Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1548 1 851.5588 119.65 2 47.7 13.5 2 288-304 R.ATGPAGVGGTEMKVRVR.R Oxidation: 12



Detailed Protein Report
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Protein 673: methyl-CpG-binding domain protein 4 isoform 4 [Homo sapiens]
Accession: gi|442796454 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.9
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

711 1 665.1654 -215.52 2 37.7 13.5 1 252-263 R.KSCSGFVQSDSK.R Carbamidomethyl: 3



Detailed Protein Report
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Protein 674: integral membrane protein GPR180 precursor [Homo sapiens]
Accession: gi|30725877 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.4
Database Date: 2015-11-30 pI: 7.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1390 1 727.2022 -165.33 2 45.7 13.5 0 82-94 K.LQQSSHGYSCSEK.L



Detailed Protein Report

874 / 1431

Protein 675: PREDICTED: retinal rod rhodopsin-sensitive cGMP 3',5'-cyclic phosphodiesterase 
subunit gamma isoform X1 [Homo sapiens]

Accession: gi|578831043 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.1
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 20.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1451 1 994.1693 -10.60 3 46.9 13.5 2 7-34 K.GRGWHPAEGGPALTAQPPETRPALDRSR.R



Detailed Protein Report
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Protein 676: PREDICTED: hephaestin isoform X3 [Homo sapiens]
Accession: gi|578838557 Score: 13.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.3
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1
Quantitation
WD:WU 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

2643 1 784.0056 -47.59 3 61.3 13.5 0 271-291 R.
MHAINGFVFGNLPELNMCAQK.R

Oxidation: 17 WD:WU 0.29



Detailed Protein Report
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Protein 677: alpha-protein kinase 3 [Homo sapiens]
Accession: gi|115511036 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 201.1
Database Date: 2015-11-30 pI: 8.8

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



Detailed Protein Report

877 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1359 1 669.3184 -65.41 2 45.3 13.4 0 429-442 R.LSGAQAPGPSVPTR.E



Detailed Protein Report

878 / 1431

Protein 678: photoreceptor-specific nuclear receptor isoform a [Homo sapiens]
Accession: gi|7706515 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.6
Database Date: 2015-11-30 pI: 8.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2476 1 900.2164 98.29 3 59.2 13.4 2 302-324 R.VLQETISRFRALAVDPTEFACMK.A Carbamidomethyl: 21; 
Oxidation: 22



Detailed Protein Report
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Protein 679: erythroid membrane-associated protein precursor [Homo sapiens]
Accession: gi|19923536 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.6
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578798289 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  erythroid  membrane-associated  protein  isoform  X2  
[Homo sapiens]

gi|63054855 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

erythroid membrane-associated protein precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1582 2 715.4259 42.30 3 48.5 13.4 2 232-250 R.RARLHFVAVTLDPDTAHPK.L



Detailed Protein Report
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Protein 680: cerebral cavernous malformations 2 protein-like [Homo sapiens]
Accession: gi|31542255 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.7
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578835776 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cerebral cavernous malformations 2 protein-like isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2317 1 819.4008 25.39 2 57.3 13.4 0 251-269 R.HGGGGGGGGAGKPGGSWER.R



Detailed Protein Report
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Protein 681: prickle-like protein 4 [Homo sapiens]
Accession: gi|118722347 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1234 1 1136.1482 87.82 2 43.7 13.4 1 83-101 R.YCLALGEEERAELQLFCAR.R Carbamidomethyl: 2



Detailed Protein Report
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Protein 682: PREDICTED: uveal autoantigen with coiled-coil domains and ankyrin repeats isoform 
X3 [Homo sapiens]

Accession: gi|530406156 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.2
Database Date: 2015-11-30 pI: 6.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1985 1 599.9122 -110.16 3 53.2 13.4 2 959-973 K.VKYAPIVSFEECERK.F



Detailed Protein Report
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Protein 683: dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A 
isoform b [Homo sapiens]

Accession: gi|511630717 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 8.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1173 1 500.6606 -239.16 2 43.3 13.4 1 571-579 R.VRNAEIGNK.D



Detailed Protein Report
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Protein 684: malcavernin isoform 4 [Homo sapiens]
Accession: gi|269308190 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.16 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1332 1 698.9025 94.05 2 45.0 13.4 0 300-313 R.ALSTTSSSTTNGNR.A WD:WU 0.16



Detailed Protein Report
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Protein 685: pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]
Accession: gi|56606064 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.8
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|313151197 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]

gi|313151195 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]

gi|313151193 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]

gi|313151191 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

pyridoxal phosphate phosphatase PHOSPHO2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1387 1 695.3741 -31.67 2 46.1 13.4 2 30-40 K.KLPIELRDSYR.K



Detailed Protein Report
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Protein 686: sodium/hydrogen exchanger 11 [Homo sapiens]
Accession: gi|224465231 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.0
Database Date: 2015-11-30 pI: 6.5
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.14 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2425 1 893.4053 -14.86 2 58.6 13.4 1 553-566 K.FMSIYDVSTYMRTR.S Oxidation: 2 WD:WU 1.14



Detailed Protein Report
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Protein 687: uncharacterized protein ARIH2OS [Homo sapiens]
Accession: gi|176866318 Score: 13.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.4
Database Date: 2015-11-30 pI: 12.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

573 1 819.8424 95.39 3 35.6 13.4 0 43-66 K.AVTCAAHLPGAAASRPLSPNKPDR.V Carbamidomethyl: 4



Detailed Protein Report
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Protein 688: glucose-fructose oxidoreductase domain-containing protein 1 isoform 2 [Homo 
sapiens]

Accession: gi|336285206 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.8
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|336285213 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
glucose-fructose oxidoreductase domain-containing protein 1 isoform 
2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

348 1 752.5027 120.14 3 33.0 13.3 2 11-29 K.LMSIMGNVLRFLPAFVRMK.Q Oxidation: 5, 18



Detailed Protein Report
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Protein 689: PREDICTED: PEX5-related protein isoform X2 [Homo sapiens]
Accession: gi|530374762 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.3
Database Date: 2015-11-30 pI: 5.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1782 2 938.9355 -35.07 2 50.6 13.3 2 25-40 R.VMQMSYLKSKEQGYGK.L



Detailed Protein Report
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Protein 690: alcohol dehydrogenase 4 [Homo sapiens]
Accession: gi|71565152 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1369 1 676.8982 87.95 2 45.4 13.3 0 104-115 K.FCLSPLTNLCGK.I Carbamidomethyl: 10



Detailed Protein Report
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Protein 691: PREDICTED: probable ATP-dependent RNA helicase DDX60-like isoform X7 [Homo 
sapiens]

Accession: gi|578809624 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.1
Database Date: 2015-11-30 pI: 7.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578809626 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  probable  ATP-dependent  RNA  helicase  DDX60-like  
isoform X8 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1104 1 586.3508 80.45 2 42.5 13.3 2 639-648 K.HCRGEGKISK.D Carbamidomethyl: 2



Detailed Protein Report
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Protein 692: kanadaptin [Homo sapiens]
Accession: gi|155722990 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.8
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2677 1 973.4892 -48.43 2 61.8 13.3 2 249-264 R.IPPRTYCRVHVGHVVR.F Carbamidomethyl: 7



Detailed Protein Report
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Protein 693: BH3-interacting domain death agonist isoform 1 [Homo sapiens]
Accession: gi|37574726 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.8
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

836 1 585.7806 55.65 2 39.3 13.3 0 1-11 -.MCSGAGVMMAR.W Carbamidomethyl: 2



Detailed Protein Report
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Protein 694: protein ECT2 isoform b [Homo sapiens]
Accession: gi|21735572 Score: 13.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.0
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|385198081 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein ECT2 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2201 1 928.4175 -66.81 2 55.9 13.3 1 113-129 K.ADCRVIGPPVVLNCSQK.G Carbamidomethyl: 14



Detailed Protein Report

895 / 1431

Protein 695: syntaxin-7 [Homo sapiens]
Accession: gi|170932494 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.8
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2771 1 616.3212 -15.13 3 63.2 13.2 1 50-64 R.QQLQQKQQYTNQLAK.E



Detailed Protein Report
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Protein 696: PREDICTED: collagen alpha-1(XXII) chain isoform X2 [Homo sapiens]
Accession: gi|578815852 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.6
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1945 1 927.8884 -53.65 2 53.0 13.2 0 1249-
1267

R.GEMGPPGIPGQPGEPGYAK.D Oxidation: 3



Detailed Protein Report
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Protein 697: ras-GEF domain-containing family member 1C [Homo sapiens]
Accession: gi|40255197 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.8
Database Date: 2015-11-30 pI: 8.6

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

Alias proteins:
Accession Name Description
gi|578811061 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: ras-GEF domain-containing family member 1C isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1850 1 715.9797 -114.03 3 51.8 13.2 1 106-123 K.FGPKLLQLLAEWTETFPR.D



Detailed Protein Report
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Protein 698: P2Y purinoceptor 8 [Homo sapiens]
Accession: gi|30023826 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.6
Database Date: 2015-11-30 pI: 10.7

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

Alias proteins:
Accession Name Description
gi|578838987 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: P2Y purinoceptor 8 isoform X6 [Homo sapiens]

gi|578837768 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X5 [Homo sapiens]

gi|530423005 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X4 [Homo sapiens]

gi|530423003 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X3 [Homo sapiens]

gi|530420927 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X2 [Homo sapiens]

gi|530420925 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: P2Y purinoceptor 8 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

961 1 1025.8925 -94.87 2 40.3 13.2 0 335-354 R.SEAGAHPEGMEGATRPGLQR.Q



Detailed Protein Report
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Protein 699: G-protein coupled receptor 35 isoform a [Homo sapiens]
Accession: gi|33695097 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.0
Database Date: 2015-11-30 pI: 10.3

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

2988 1 619.0064 18.19 3 66.1 13.2 1 282-299 K.EFQEASALAVAPSAKAHK.S



Detailed Protein Report
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Protein 700: alpha-2-macroglobulin-like protein 1 isoform 2 [Homo sapiens]
Accession: gi|539846446 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.9
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2228 1 972.9750 -10.10 2 56.2 13.2 0 760-776 K.YATTAYMPSEEINLVVK.S Oxidation: 7



Detailed Protein Report
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Protein 701: pentraxin-4 [Homo sapiens]
Accession: gi|61966763 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.3
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 3.2
No. of unique Peptides: 1

Quantitation
WD:WU Median: 2.88 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

424 1 787.0347 168.04 2 33.8 13.2 0 73-87 R.SLAEESQAVAQAVNR.S WD:WU 2.88



Detailed Protein Report
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Protein 702: helicase SRCAP [Homo sapiens]
Accession: gi|146219843 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 343.3
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report
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Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1437 1 1087.6372 55.64 2 46.7 13.2 0 880-898 K.ETLATGHFMSVINILMQLR.K



Detailed Protein Report
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Protein 703: potassium voltage-gated channel subfamily KQT member 2 isoform e [Homo sapiens]
Accession: gi|26051268 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.2
Database Date: 2015-11-30 pI: 10.6

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Quantitation
WD:WU Median: 2.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1607 1 720.3800 -23.52 2 48.4 13.2 1 333-345 R.RNPAAGLIQSAWR.F WD:WU 2.72



Detailed Protein Report
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Protein 704: metallothionein-1G [Homo sapiens]
Accession: gi|10835230 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.1
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 41.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1987 2 862.6346 -31.70 3 53.2 13.2 2 1-25 -.MDPNCSCAAGVSCTCASSCKCKECK.C Carbamidomethyl: 7



Detailed Protein Report
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Protein 705: stathmin isoform a [Homo sapiens]
Accession: gi|5031851 Score: 13.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.3
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 12.1
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|44890052 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
stathmin isoform a [Homo sapiens]

gi|44890050 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

stathmin isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2763 1 1022.5215 -40.47 2 63.0 13.2 2 10-27 K.ELEKRASGQAFELILSPR.S



Detailed Protein Report
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Protein 706: PREDICTED: protein PRR14L isoform X4 [Homo sapiens]
Accession: gi|578837142 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 219.9
Database Date: 2015-11-30 pI: 6.2

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

Quantitation
WD:WU Median: 0.75 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

140 1 793.8794 36.37 2 31.0 13.1 0 632-646 K.NVSQENMCSASAAFK.S WD:WU 0.75



Detailed Protein Report
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Protein 707: ryanodine receptor 3 isoform 2 [Homo sapiens]
Accession: gi|345842488 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 551.1
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.4

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

58 1 845.3504 -92.64 3 29.9 13.1 2 382-402 R.KVILHQEGHMDDGLTLQRCQR.E Carbamidomethyl: 19



Detailed Protein Report
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Protein 708: protein ARV1 [Homo sapiens]
Accession: gi|12232479 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2796 1 639.3467 71.37 2 63.5 13.1 1 134-142 R.YAKEWDFYR.M



Detailed Protein Report
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Protein 709: uncharacterized protein LOC100132994 [Homo sapiens]
Accession: gi|223468690 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.1

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.78 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|223468693 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
putative uncharacterized protein CXorf49 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

198 1 938.4465 -16.72 2 31.3 13.1 1 242-257 R.QASFHCKESYLPVPGR.F Carbamidomethyl: 6 WD:WU 0.78



Detailed Protein Report
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Protein 710: E3 ubiquitin-protein ligase MSL2 isoform 2 [Homo sapiens]
Accession: gi|224028284 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.3
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578807532 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  E3  ubiquitin-protein  ligase  MSL2  isoform  X3  [Homo  
sapiens]

gi|530374862 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  E3  ubiquitin-protein  ligase  MSL2  isoform  X2  [Homo  
sapiens]

gi|530374860 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  E3  ubiquitin-protein  ligase  MSL2  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

341 1 635.5460 -95.49 3 33.3 13.1 2 407-422 R.CPCYSNRKACLDCICR.G Carbamidomethyl: 1



Detailed Protein Report
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Protein 711: U11/U12 small nuclear ribonucleoprotein 25 kDa protein [Homo sapiens]
Accession: gi|13443018 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.3
Database Date: 2015-11-30 pI: 9.0

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

1247 1 419.0865 -321.45 2 43.9 13.1 0 121-127 R.DEVSFIK.K



Detailed Protein Report
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Protein 712: ran GTPase-activating protein 1 [Homo sapiens]
Accession: gi|4506411 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.5
Database Date: 2015-11-30 pI: 4.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578837322 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  ran  GTPase-activating  protein  1  isoform  X3  [Homo  
sapiens]

gi|520975387 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ran GTPase-activating protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2615 1 589.1847 -155.39 2 61.0 13.1 0 149-160 K.LNNCGMGIGGGK.I Carbamidomethyl: 4



Detailed Protein Report
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Protein 713: matrix metalloproteinase-25 preproprotein [Homo sapiens]
Accession: gi|11968059 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.5
Database Date: 2015-11-30 pI: 9.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

869 1 647.8024 -99.59 2 39.7 13.1 2 108-118 R.YALSGSVWKKR.T



Detailed Protein Report
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Protein 714: UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 7 [Homo sapiens]
Accession: gi|21687139 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2975 1 619.0047 20.87 3 66.0 13.1 0 48-63 K.AQKPNGQLVNPNNFWK.N



Detailed Protein Report
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Protein 715: small conductance calcium-activated potassium channel protein 1 [Homo sapiens]
Accession: gi|25777643 Score: 13.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.9
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2958 1 724.8727 -73.27 2 65.7 13.1 2 408-419 K.HTRLVKKPDQAR.V



Detailed Protein Report
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Protein 716: ICOS ligand isoform a precursor [Homo sapiens]
Accession: gi|27477039 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.3
Database Date: 2015-11-30 pI: 5.0
Modification(s): Oxidation Sequence Coverage [%]: 5.3

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578836292 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: ICOS ligand-like isoform X2 [Homo sapiens]

gi|578797797 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: ICOS ligand-like isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2987 2 869.4191 -26.75 2 66.1 13.0 1 84-99 R.ALMSPAGMLRGDFSLR.L Oxidation: 3



Detailed Protein Report
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Protein 717: PREDICTED: UPF0692 protein C19orf54 isoform X1 [Homo sapiens]
Accession: gi|530416253 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.2
Database Date: 2015-11-30 pI: 11.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578834306 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: UPF0692 protein C19orf54 isoform X6 [Homo sapiens]

gi|578834304 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: UPF0692 protein C19orf54 isoform X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2691 1 690.3641 10.83 2 62.0 13.0 1 289-301 R.ARVGTISCGTTTR.S Carbamidomethyl: 8



Detailed Protein Report
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Protein 718: PREDICTED: double zinc ribbon and ankyrin repeat-containing protein 1 isoform X7 
[Homo sapiens]

Accession: gi|578835454 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.5
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1524 2 829.3909 -6.37 2 47.8 13.0 0 22-35 K.ANHEIDNNTLLEMK.S Oxidation: 13



Detailed Protein Report
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Protein 719: excitatory amino acid transporter 5 isoform 3 [Homo sapiens]
Accession: gi|567316040 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1964 1 701.2760 -115.08 3 53.2 13.0 0 387-406 R.TMINVLGDALAAGIMAHICR.K Oxidation: 2, 15



Detailed Protein Report
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Protein 720: transcription factor p65 isoform 4 [Homo sapiens]
Accession: gi|345842445 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1871 1 1057.5041 3.81 3 51.7 13.0 2 97-123 R.DGFYEAELCPDRCIHSFQNLGIQCVKK.R Carbamidomethyl: 24



Detailed Protein Report
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Protein 721: PREDICTED: coiled-coil domain-containing protein 9 isoform X4 [Homo sapiens]
Accession: gi|578834259 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

774 1 848.7818 -149.75 2 38.5 13.0 1 243-259 R.RAGLGSAGDMTLSMTGR.E Oxidation: 10



Detailed Protein Report
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Protein 722: gamma-glutamylcyclotransferase isoform 3 [Homo sapiens]
Accession: gi|315360620 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.9
Database Date: 2015-11-30 pI: 9.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2373 1 907.3649 -100.81 2 57.9 13.0 1 35-50 R.NPSAAFFCVARLQDFK.L



Detailed Protein Report
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Protein 723: peptidyl-prolyl cis-trans isomerase FKBP5 isoform 1 [Homo sapiens]
Accession: gi|4758384 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|224809329 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
peptidyl-prolyl cis-trans isomerase FKBP5 isoform 1 [Homo sapiens]

gi|224809327 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

peptidyl-prolyl cis-trans isomerase FKBP5 isoform 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2372 1 911.8056 -124.45 2 57.9 13.0 1 336-352 K.AVECCDKALGLDSANEK.G Carbamidomethyl: 4



Detailed Protein Report
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Protein 724: myelin transcription factor 1 [Homo sapiens]
Accession: gi|17975763 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.3
Database Date: 2015-11-30 pI: 4.7

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

Quantitation
WD:WU Median: 1.14 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

234 1 1074.6988 94.18 1 31.7 13.0 1 50-59 R.SLQSCPLAKK.R WD:WU 1.14



Detailed Protein Report
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Protein 725: zinc finger protein 92 homolog [Homo sapiens]
Accession: gi|210147475 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 11.6

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530422737 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  zinc  finger  protein  92  homolog  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1499 1 682.7065 38.52 3 47.5 13.0 2 152-169 R.YLCQQCGKAFSRSSNLIK.H



Detailed Protein Report
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Protein 726: PREDICTED: ran-binding protein 10 isoform X5 [Homo sapiens]
Accession: gi|578829104 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.6
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1769 1 900.4638 3.38 2 50.8 13.0 0 356-371 K.QPPLMLALGQASECLR.L Carbamidomethyl: 14; 
Oxidation: 5



Detailed Protein Report

932 / 1431

Protein 727: NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 8, mitochondrial 
isoform 2 [Homo sapiens]

Accession: gi|548923801 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.0
Database Date: 2015-11-30 pI: 7.8

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

1939 1 918.3463 -93.31 2 52.9 13.0 1 28-43 R.TASHMTKDMFPGPYPR.T



Detailed Protein Report
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Protein 728: centromere protein J [Homo sapiens]
Accession: gi|130980075 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.9
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1097 1 612.4614 154.39 3 42.4 13.0 2 526-543 R.LPLSTGPASRLAAKSPIR.E



Detailed Protein Report
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Protein 729: splicing factor, arginine/serine-rich 19 [Homo sapiens]
Accession: gi|226509740 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.2
Database Date: 2015-11-30 pI: 9.9

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

Quantitation
WD:WU Median: 0.73 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530416968 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  splicing  factor,  arginine/serine-rich  19  isoform  X1  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

54 1 809.3848 -64.53 2 29.9 13.0 2 927-944 K.VRSGGGSGGSGGQVSLKK.S WD:WU 0.73



Detailed Protein Report
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Protein 730: methylcytosine dioxygenase TET1 [Homo sapiens]
Accession: gi|156139122 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 235.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.65 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

1153 1 945.9628 20.41 2 43.1 13.0 0 1674-
1690

R.DIHNMNNGSTVVCTLTR.E Oxidation: 5 WD:WU 0.65



Detailed Protein Report
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Protein 731: PREDICTED: centrosomal protein of 57 kDa isoform X1 [Homo sapiens]
Accession: gi|578822479 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.4
Database Date: 2015-11-30 pI: 10.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2651 1 651.8176 -28.29 2 61.4 13.0 0 192-203 K.AAELQTGLETNR.L



Detailed Protein Report
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Protein 732: gamma-aminobutyric acid receptor subunit delta precursor [Homo sapiens]
Accession: gi|34734071 Score: 13.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.7
Database Date: 2015-11-30 pI: 9.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1088 2 565.6602 -213.89 2 41.9 13.0 0 221-229 R.FTTELMNFK.S



Detailed Protein Report
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Protein 733: protein dispatched homolog 2 [Homo sapiens]
Accession: gi|25121980 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.9
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Quantitation
WD:WU 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

1845 1 1011.8041 245.60 1 51.7 12.9 0 811-818 R.WLLALCHR.A WD:WU 0.64



Detailed Protein Report
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Protein 734: PREDICTED: arrestin domain-containing protein 5 isoform X1 [Homo sapiens]
Accession: gi|530425368 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.0
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 8.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578833485 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: arrestin domain-containing protein 5 isoform X2 [Homo 
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2805 1 965.1168 115.45 2 63.5 12.9 1 107-123 R.LDSSELLRQEANTPVTR.F



Detailed Protein Report
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Protein 735: perforin-1 precursor [Homo sapiens]
Accession: gi|40254808 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.3
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|133908621 r e f s e q _ h u m a n

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1214 1 729.3686 38.59 2 43.8 12.9 1 376-387 R.DCSRPCPPGRQK.S Carbamidomethyl: 2, 6



Detailed Protein Report
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Protein 736: heterogeneous nuclear ribonucleoprotein U isoform b [Homo sapiens]
Accession: gi|14141161 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.9
Database Date: 2015-11-30 pI: 5.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

441 1 658.3873 -11.97 2 34.5 12.9 2 11-21 K.LKVSELKEELK.K



Detailed Protein Report
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Protein 737: apolipoprotein L3 isoform 3 [Homo sapiens]
Accession: gi|22035648 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.6
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 8.9
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.69 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|22035650 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
apolipoprotein L3 isoform 3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

729 1 866.9494 -1.19 2 37.9 12.9 1 114-131 R.ISAGSGGQAERTIAGTTR.A WD:WU 0.69



Detailed Protein Report
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Protein 738: relaxin receptor 2 isoform 1 [Homo sapiens]
Accession: gi|18677729 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.4
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

869 1 764.0295 -45.76 3 39.3 12.9 0 271-290 K.YLTNSTFLSCDSLTVLFLPR.N



Detailed Protein Report
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Protein 739: metallothionein-1B [Homo sapiens]
Accession: gi|27414495 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 6.1
Database Date: 2015-11-30 pI: 10.7

Sequence Coverage [%]: 34.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

319 1 699.6539 78.39 3 33.1 12.9 2 31-51 K.KCCCSCCPVGCAKCAQGCVCK.G



Detailed Protein Report
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Protein 740: DNA annealing helicase and endonuclease ZRANB3 isoform 3 [Homo sapiens]
Accession: gi|557440858 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.5
Database Date: 2015-11-30 pI: 9.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1603 1 853.0728 174.90 2 48.8 12.9 1 93-108 R.EENTVVSSDPTKTAAR.D



Detailed Protein Report
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Protein 741: mucin-13 precursor [Homo sapiens]
Accession: gi|308736985 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.6
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 3.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1875 1 806.3633 -50.77 2 52.1 12.9 0 471-486 R.STGFTNLGAEGSVFPK.V



Detailed Protein Report
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Protein 742: PNMA-like protein 1 isoform b [Homo sapiens]
Accession: gi|156766054 Score: 12.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.8
Database Date: 2015-11-30 pI: 6.8

Sequence Coverage [%]: 7.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1867 1 1011.4210 -20.28 3 52.0 12.9 1 317-346 R.EPPQDARAEAESPGGASESDQDGGHESPPK.K



Detailed Protein Report
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Protein 743: F-box/LRR-repeat protein 19 isoform 3 [Homo sapiens]
Accession: gi|537544651 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.2
Database Date: 2015-11-30 pI: 11.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

601 1 460.1164 -274.12 2 35.9 12.8 1 345-351 R.LDLRSCR.Q Carbamidomethyl: 6
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Protein 744: zinc finger SWIM domain-containing protein 3 [Homo sapiens]
Accession: gi|57863255 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.4
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

974 1 530.6195 -241.54 2 41.0 12.8 1 15-22 K.ECFSAYKR.E Carbamidomethyl: 2



Detailed Protein Report
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Protein 745: PREDICTED: pre-mRNA-splicing factor CWC22-like [Homo sapiens]
Accession: gi|578818185 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.1
Database Date: 2015-11-30 pI: 13.2

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.92 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1664 1 932.4654 -19.93 2 49.1 12.8 1 344-362 R.HQGARLSLPGGLGPASSCR.L WD:WU 0.92



Detailed Protein Report
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Protein 746: insulin gene enhancer protein ISL-1 [Homo sapiens]
Accession: gi|115387114 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.0
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2453 1 900.1989 108.21 3 58.9 12.8 2 107-130 R.CVACSRQLIPGDEFALREDGLFCR.A



Detailed Protein Report
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Protein 747: rab GTPase-binding effector protein 1 isoform 2 [Homo sapiens]
Accession: gi|134152674 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 95.4
Database Date: 2015-11-30 pI: 4.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1654 1 954.7334 -84.91 3 49.4 12.8 1 721-745 K.ENLEETLQLEIENCKEEIASISSLK.A



Detailed Protein Report
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Protein 748: PREDICTED: cip1-interacting zinc finger protein isoform X8 [Homo sapiens]
Accession: gi|578817288 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.4
Database Date: 2015-11-30 pI: 5.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

38 1 837.3492 -94.93 2 29.4 12.8 2 12-27 R.QTDLGLRASPSRCGGR.G



Detailed Protein Report
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Protein 749: UDP-glucuronosyltransferase 2A3 precursor [Homo sapiens]
Accession: gi|193211427 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.2
Database Date: 2015-11-30 pI: 9.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1155 1 652.5392 -138.06 3 42.7 12.8 1 123-137 K.MMCESFIYNQTLMKK.L Carbamidomethyl: 3; 
Oxidation: 1, 13



Detailed Protein Report
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Protein 750: PREDICTED: protein CBFA2T3 isoform X1 [Homo sapiens]
Accession: gi|530424752 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.3
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2602 1 701.2274 -183.09 2 60.8 12.8 1 57-70 K.AKASAMPDSPAEVK.T



Detailed Protein Report
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Protein 751: hypoxia-inducible factor 1-alpha isoform 2 [Homo sapiens]
Accession: gi|31077211 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.7
Database Date: 2015-11-30 pI: 5.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2689 2 616.8502 77.22 2 62.0 12.8 1 661-671 R.DTQSRTASPNR.A



Detailed Protein Report
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Protein 752: PREDICTED: phosphatidylinositide phosphatase SAC2 isoform X2 [Homo sapiens]
Accession: gi|578819140 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.2
Database Date: 2015-11-30 pI: 8.5

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

Quantitation
WD:WU 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

1334 1 727.3902 -51.85 2 45.4 12.8 1 371-383 K.KQVIINLVDQAGR.E WD:WU 0.87



Detailed Protein Report
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Protein 753: uncharacterized protein C21orf62 precursor [Homo sapiens]
Accession: gi|254911037 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.8
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|254911043 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
uncharacterized protein C21orf62 precursor [Homo sapiens]

gi|254911041 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

uncharacterized protein C21orf62 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1513 1 513.1408 -136.07 2 47.3 12.8 0 42-50 R.NCSCSADIR.D Carbamidomethyl: 4



Detailed Protein Report
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Protein 754: rho-associated protein kinase 1 [Homo sapiens]
Accession: gi|4885583 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 158.1
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1917 1 696.9347 -101.57 3 52.3 12.8 1 290-307 K.IMNHKNSLTFPDDNDISK.E



Detailed Protein Report
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Protein 755: PREDICTED: protein crumbs homolog 2 isoform X1 [Homo sapiens]
Accession: gi|530391003 Score: 12.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

47 1 829.3877 -47.23 2 29.5 12.8 1 938-951 R.LEMDSVLKVPPEER.L Oxidation: 3 WD:WU 0.82



Detailed Protein Report
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Protein 756: PREDICTED: inhibitor of Bruton tyrosine kinase isoform X3 [Homo sapiens]
Accession: gi|578812678 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 148.9
Database Date: 2015-11-30 pI: 8.5
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2082 1 701.2889 -119.01 3 54.6 12.7 1 871-889 K.LTLKNAAMLLEFAAMYSAK.Q Oxidation: 15



Detailed Protein Report
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Protein 757: neuroblastoma-amplified sequence [Homo sapiens]
Accession: gi|41393547 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 268.4
Database Date: 2015-11-30 pI: 5.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2796 1 1045.0564 42.27 2 63.4 12.7 1 266-284 K.ASSCGLSAWRVLSGSPYYK.Q Carbamidomethyl: 4



Detailed Protein Report
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Protein 758: PREDICTED: zinc finger protein 44 isoform X1 [Homo sapiens]
Accession: gi|530414905 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.4
Database Date: 2015-11-30 pI: 10.3

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

Alias proteins:
Accession Name Description
gi|578833313 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 44 isoform X3 [Homo sapiens]

gi|530414907 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 44 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

958 1 946.6989 -96.52 3 40.8 12.7 2 37-60 K.GLSYRHSFQTCERPHTGKKPYDCK.E



Detailed Protein Report
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Protein 759: PREDICTED: heterogeneous nuclear ribonucleoprotein M isoform X6 [Homo sapiens]
Accession: gi|530427511 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.5
Database Date: 2015-11-30 pI: 9.8

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

1622 1 927.1215 17.83 3 49.0 12.7 2 366-391 R.MGLSMERMVPAGMGAGLERMGPVMDR.M



Detailed Protein Report
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Protein 760: serine/threonine-protein kinase ATR [Homo sapiens]
Accession: gi|157266317 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 301.2
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

828 1 965.4657 -14.77 2 39.2 12.7 1 1650-
1665

K.AYTRAVMHFESFITEK.K



Detailed Protein Report
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Protein 761: rap guanine nucleotide exchange factor 1 isoform a [Homo sapiens]
Accession: gi|38373675 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.5
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

1627 1 686.4490 148.95 2 48.7 12.7 1 630-643 R.DPSAVSGVPGKDSR.D



Detailed Protein Report
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Protein 762: clathrin heavy chain 1 isoform 1 [Homo sapiens]
Accession: gi|4758012 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 191.5
Database Date: 2015-11-30 pI: 5.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2257 2 925.3580 -133.04 1 56.7 12.7 1 904-911 R.VVGKYCEK.R



Detailed Protein Report
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Protein 763: testis-specific gene 10 protein [Homo sapiens]
Accession: gi|13376858 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.4
Database Date: 2015-11-30 pI: 5.7

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

Quantitation
WD:WU Median: 1.02 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578804977 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  testis-specific  gene  10  protein  isoform  X11  [Homo  
sapiens]

gi|578804975 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  testis-specific  gene  10  protein  isoform  X10  [Homo  
sapiens]

gi|530368823 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  testis-specific  gene  10  protein  isoform  X8  [Homo  
sapiens]

gi|530368819 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  testis-specific  gene  10  protein  isoform  X6  [Homo  
sapiens]

gi|530368817 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  testis-specific  gene  10  protein  isoform  X5  [Homo  
sapiens]

gi|530368815 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  testis-specific  gene  10  protein  isoform  X4  [Homo  
sapiens]

gi|530368813 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  testis-specific  gene  10  protein  isoform  X3  [Homo  
sapiens]

gi|530368811 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  testis-specific  gene  10  protein  isoform  X2  [Homo  
sapiens]

gi|188528616 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

testis-specific gene 10 protein [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1178 1 760.8598 -40.38 2 43.4 12.7 1 18-31 R.GANCDVELLKTTTR.D WD:WU 1.02



Detailed Protein Report
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Protein 764: protein RRNAD1 isoform 2 [Homo sapiens]
Accession: gi|216548564 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.7
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2066 1 734.3148 -85.92 2 54.2 12.7 1 1-14 -.MPGISARGLSHEGR.K



Detailed Protein Report
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Protein 765: 6-phosphofructokinase, muscle type isoform 2 [Homo sapiens]
Accession: gi|4505749 Score: 12.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.1
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578823895 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: 6-phosphofructokinase, muscle type isoform X9 [Homo 
sapiens]

gi|578823893 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: 6-phosphofructokinase, muscle type isoform X8 [Homo 
sapiens]

gi|266453768 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

6-phosphofructokinase, muscle type isoform 2 [Homo sapiens]

gi|266453748 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

6-phosphofructokinase, muscle type isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1805 1 1273.5509 -63.73 2 51.2 12.7 2 656-678 R.KNVLGHMQQGGSPTPFDRNFATK.M Oxidation: 7



Detailed Protein Report
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Protein 766: PREDICTED: zinc finger protein 407 isoform X3 [Homo sapiens]
Accession: gi|578832590 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.5
Database Date: 2015-11-30 pI: 6.5
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

2427 1 1103.9913 -10.11 2 58.6 12.6 2 1541-
1559

K.YCGKMCRSSNSMAFLAHIR.T Oxidation: 5, 12



Detailed Protein Report
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Protein 767: zinc finger protein Aiolos isoform 14 [Homo sapiens]
Accession: gi|548962170 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.0
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.31 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|548962174 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein Aiolos isoform 14 [Homo sapiens]

gi|548962172 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein Aiolos isoform 14 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

775 1 555.1616 -199.44 2 38.1 12.6 0 246-254 R.YEFSSHIAR.G WD:WU 1.31



Detailed Protein Report
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Protein 768: PREDICTED: protein SON isoform X3 [Homo sapiens]
Accession: gi|578836658 Score: 12.6
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
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1554 1 513.1087 -205.66 2 47.7 12.6 0 1073-
1081

R.SMMSPMADR.S



Detailed Protein Report
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Protein 769: uncharacterized protein LOC388780 [Homo sapiens]
Accession: gi|567315929 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 14.2
Database Date: 2015-11-30 pI: 10.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2121 1 557.8753 170.20 2 54.9 12.6 1 1-10 -.MATAGSQHRR.R



Detailed Protein Report
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Protein 770: prokineticin-1 precursor [Homo sapiens]
Accession: gi|14165282 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.7
Database Date: 2015-11-30 pI: 11.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 25.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1222 1 985.1748 34.31 3 43.9 12.6 2 29-55 R.DVQCGAGTCCAISLWLRGLRMCTPLGR.E Carbamidomethyl: 10; 
Oxidation: 21



Detailed Protein Report
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Protein 771: PREDICTED: calcyphosin-like protein isoform X2 [Homo sapiens]
Accession: gi|578809847 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 8.9
Modification(s): Oxidation Sequence Coverage [%]: 7.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2813 1 895.4559 30.47 2 63.8 12.6 1 80-94 K.EFMKGLNDYAVVMEK.E Oxidation: 3



Detailed Protein Report
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Protein 772: melanoma-associated antigen B17 [Homo sapiens]
Accession: gi|472235301 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.6
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1134 1 510.1594 -222.02 2 42.4 12.6 2 328-336 R.ARASRSFQP.-



Detailed Protein Report
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Protein 773: PREDICTED: 3 beta-hydroxysteroid dehydrogenase type 7 isoform X1 [Homo sapiens]
Accession: gi|530409203 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.3
Database Date: 2015-11-30 pI: 10.0

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

1753 1 626.2639 -91.47 4 50.3 12.6 2 85-110 K.KRAPPGQSGHPGIAAAGMADSAQAQK.L



Detailed Protein Report
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Protein 774: PREDICTED: creatine kinase U-type, mitochondrial isoform X3 [Homo sapiens]
Accession: gi|530405365 Score: 12.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530406090 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  creatine  kinase  U-type,  mitochondrial  isoform  X2  
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2616 1 683.2178 -197.10 2 61.0 12.6 2 111-122 R.VISMEKGGNMKR.V Oxidation: 10



Detailed Protein Report

988 / 1431

Protein 775: PREDICTED: uncharacterized protein LOC102725453 [Homo sapiens]
Accession: gi|578794661 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.8
Database Date: 2015-11-30 pI: 0.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

344 1 952.8297 -93.31 2 33.4 12.5 1 1-17 -.MGNLCYCIQGDSKNSSK.K Carbamidomethyl: 5



Detailed Protein Report

989 / 1431

Protein 776: epithelial cell adhesion molecule precursor [Homo sapiens]
Accession: gi|218505670 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.9
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

98 1 850.1495 168.44 2 30.2 12.5 2 139-151 R.VRTYWIIIELKHK.A



Detailed Protein Report

990 / 1431

Protein 777: olfactory receptor 13J1 [Homo sapiens]
Accession: gi|52218862 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.7
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2253 1 524.7006 -103.56 2 56.5 12.5 1 228-236 R.VPSAARCCK.A Carbamidomethyl: 7, 8



Detailed Protein Report

991 / 1431

Protein 778: PREDICTED: orexin receptor type 1 isoform X2 [Homo sapiens]
Accession: gi|530362467 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.0
Database Date: 2015-11-30 pI: 10.8
Modification(s): Oxidation Sequence Coverage [%]: 8.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1410 1 927.1430 -68.55 3 46.4 12.5 1 213-236 K.MLMVVLLVFALCYLPISVLNVLKR.V Oxidation: 1, 3



Detailed Protein Report

992 / 1431

Protein 779: complement C4-A isoform 2 preproprotein [Homo sapiens]
Accession: gi|356582273 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 187.6
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

946 2 872.2583 -156.84 2 40.6 12.5 0 730-743 R.EPFLSCCQFAESLR.K Carbamidomethyl: 6, 7



Detailed Protein Report

993 / 1431

Protein 780: zinc finger protein 609 [Homo sapiens]
Accession: gi|71725360 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.1
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 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

2845 1 657.3625 105.46 2 64.2 12.5 1 758-769 K.SPFRESSGDGMK.M Oxidation: 11



Detailed Protein Report

994 / 1431

Protein 781: PREDICTED: integrator complex subunit 8 isoform X1 [Homo sapiens]
Accession: gi|578816078 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.3
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1
Quantitation
WD:WU 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

2583 1 701.3615 -42.72 3 60.6 12.5 0 102-120 K.SLSVPVLNMLLNELLCISK.V Oxidation: 9 WD:WU 0.55



Detailed Protein Report

995 / 1431

Protein 782: coiled-coil domain-containing protein 167 [Homo sapiens]
Accession: gi|63003894 Score: 12.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.5
Database Date: 2015-11-30 pI: 10.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

681 1 647.8148 -49.32 2 37.3 12.5 1 36-46 R.LHSRELSPEAR.R



Detailed Protein Report

996 / 1431

Protein 783: cadherin-6 preproprotein [Homo sapiens]
Accession: gi|4826673 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.3
Database Date: 2015-11-30 pI: 4.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2689 1 701.4103 66.95 2 62.0 12.4 2 702-713 R.RTPTARDNTDVR.D



Detailed Protein Report

997 / 1431

Protein 784: lck-interacting transmembrane adapter 1 precursor [Homo sapiens]
Accession: gi|157388906 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.3
Database Date: 2015-11-30 pI: 11.1

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.99 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

2206 1 626.6775 -205.72 2 55.9 12.4 0 210-221 R.DPGPTTDPLDPK.G WD:WU 1.99



Detailed Protein Report

998 / 1431

Protein 785: PREDICTED: N-glycosylase/DNA lyase isoform X1 [Homo sapiens]
Accession: gi|530372567 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.9
Database Date: 2015-11-30 pI: 9.2
Modification(s): Oxidation Sequence Coverage [%]: 8.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1563 1 1059.1172 -72.43 3 47.9 12.4 0 250-277 K.VADCICLMALDKPQAVPVDVHMWHIAQR.D Oxidation: 8



Detailed Protein Report

999 / 1431

Protein 786: PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein LOC440292 [Homo 
sapiens]

Accession: gi|578845792 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.0
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 7.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2742 1 1043.5474 -1.20 2 62.7 12.4 2 115-134 R.RQHFAPGTSSGLRSASGLTR.A



Detailed Protein Report

1000 / 1431

Protein 787: macrophage scavenger receptor types I and II isoform type 2 [Homo sapiens]
Accession: gi|4505259 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.6
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2764 1 913.4687 -65.26 2 63.0 12.4 2 242-257 K.GEVKVLNNITNDLRLK.D



Detailed Protein Report

1001 / 1431

Protein 788: furin preproprotein [Homo sapiens]
Accession: gi|4505579 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.6
Database Date: 2015-11-30 pI: 6.0
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530407177 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: furin isoform X2 [Homo sapiens]

gi|530407175 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: furin isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

554 1 731.2311 -195.37 2 35.8 12.4 1 749-760 K.VYTMDRGLISYK.G Oxidation: 4



Detailed Protein Report

1002 / 1431

Protein 789: PREDICTED: proline-rich transmembrane protein 1 isoform X2 [Homo sapiens]
Accession: gi|578811995 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.2
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 11.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1066 1 954.8994 -21.56 2 42.0 12.4 0 1-18 -.MPGTQTPAPAEDPHSGCR.D Carbamidomethyl: 17



Detailed Protein Report

1003 / 1431

Protein 790: PREDICTED: DNA repair and recombination protein RAD54-like isoform X1 [Homo 
sapiens]

Accession: gi|578799949 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
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

1960 1 1022.8951 -142.08 2 53.2 12.4 2 434-450 K.KTCYIYRLLSAGTIEEK.I Carbamidomethyl: 3



Detailed Protein Report

1004 / 1431

Protein 791: DDB1- and CUL4-associated factor 13 [Homo sapiens]
Accession: gi|229892270 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.5
Database Date: 2015-11-30 pI: 10.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1462 1 706.0794 76.84 3 47.1 12.4 1 179-195 R.NYDPALHPFEVPREYIR.A



Detailed Protein Report

1005 / 1431

Protein 792: PREDICTED: asparagine synthetase domain-containing protein 1 isoform X1 [Homo 
sapiens]

Accession: gi|530370551 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.0
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

1674 1 882.4076 -157.19 2 49.6 12.4 2 570-585 K.ANLTLPRGIGEKLLLR.L



Detailed Protein Report

1006 / 1431

Protein 793: PREDICTED: mediator of DNA damage checkpoint protein 1 isoform X4 [Homo 
sapiens]

Accession: gi|530428840 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 205.7
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 1

Cmpd. No. of m/z meas. z Rt Score P Range Sequence Modification



Detailed Protein Report

1007 / 1431

Cmpds. Δ m/z 
[ppm]

[min]

1647 1 938.9364 -41.92 2 49.3 12.4 2 813-829 K.VMGLLNCKMPPAEKASR.I Oxidation: 2, 9



Detailed Protein Report

1008 / 1431

Protein 794: PREDICTED: phosphorylase b kinase regulatory subunit alpha, liver isoform isoform 
X6 [Homo sapiens]

Accession: gi|578837920 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 118.7
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.72 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

70 1 518.2613 -57.00 3 30.1 12.4 0 547-560 K.SLNLVDSPQPLLEK.V WD:WU 0.72



Detailed Protein Report

1009 / 1431

Protein 795: mitochondrial uncoupling protein 3 isoform UCP3S [Homo sapiens]
Accession: gi|13259546 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.8
Database Date: 2015-11-30 pI: 9.9

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

2964 2 869.4193 -26.04 2 65.8 12.4 1 104-119 K.QVYTPKGADNSSLTTR.I



Detailed Protein Report

1010 / 1431

Protein 796: potassium voltage-gated channel subfamily C member 1 isoform A [Homo sapiens]
Accession: gi|163792201 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.8
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2976 1 992.7804 -9.50 3 66.0 12.4 2 537-563 R.SGTRERYGPCFLLSTGEYACPPGGGMR.K Carbamidomethyl: 10, 20



Detailed Protein Report

1011 / 1431

Protein 797: PREDICTED: transcription initiation factor TFIID subunit 6 isoform X2 [Homo sapiens]
Accession: gi|578814558 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.4
Database Date: 2015-11-30 pI: 9.6

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

Alias proteins:
Accession Name Description
gi|578814560 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transcription initiation factor TFIID subunit 6 isoform X3 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

868 1 946.6986 -87.24 3 39.3 12.4 1 638-667 K.QEAGDSPPPAPGTPKANGSQPNSGSPQPAP.-



Detailed Protein Report

1012 / 1431

Protein 798: PREDICTED: contactin-3 isoform X3 [Homo sapiens]
Accession: gi|530373715 Score: 12.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.2
Database Date: 2015-11-30 pI: 5.7
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

897 1 703.2174 -211.87 2 40.0 12.4 1 5-16 K.RQAQAFLPMAEK.W Oxidation: 9



Detailed Protein Report

1013 / 1431

Protein 799: insulin receptor substrate 1 [Homo sapiens]
Accession: gi|5031805 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 131.5
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 1.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578804290 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: insulin receptor substrate 1 isoform X2 [Homo sapiens]

gi|530370309 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: insulin receptor substrate 1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1995 1 719.2866 -53.40 2 53.6 12.3 0 952-964 R.AAWQESTGVEMGR.L Oxidation: 11



Detailed Protein Report

1014 / 1431

Protein 800: PREDICTED: caspase-10 isoform X6 [Homo sapiens]
Accession: gi|578805020 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 9.7
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

1119 1 954.9584 -55.00 2 42.7 12.3 2 11-27 R.SPGKISMQVVMRAAVYR.M Oxidation: 11



Detailed Protein Report

1015 / 1431

Protein 801: PREDICTED: calpain-7 isoform X2 [Homo sapiens]
Accession: gi|530372183 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.2
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1269 1 1032.5931 79.63 2 44.6 12.3 2 487-503 K.GRYSENDVKNWTPELQK.Y



Detailed Protein Report

1016 / 1431

Protein 802: tigger transposable element-derived protein 1 [Homo sapiens]
Accession: gi|22209001 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.3
Database Date: 2015-11-30 pI: 9.1

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2487 1 729.9818 77.79 2 59.4 12.3 0 297-309 K.ILLLIDNAPSHPR.A



Detailed Protein Report

1017 / 1431

Protein 803: zinc finger protein 568 isoform 6 [Homo sapiens]
Accession: gi|325651964 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.6
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.88 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1887 1 918.4473 8.72 2 52.3 12.3 2 324-338 R.MHLGEKPYKCRECGK.A Carbamidomethyl: 10 WD:WU 0.88



Detailed Protein Report

1018 / 1431

Protein 804: PREDICTED: WD repeat-containing protein 19 isoform X3 [Homo sapiens]
Accession: gi|578808579 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 144.7
Database Date: 2015-11-30 pI: 6.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

389 1 733.4679 112.36 3 33.5 12.3 1 643-661 K.DTGPDELRPMLAQNLMLKR.F



Detailed Protein Report

1019 / 1431

Protein 805: PREDICTED: LOW QUALITY PROTEIN: BCL-6 corepressor-like [Homo sapiens]
Accession: gi|578797994 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.6
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1042 1 670.8061 0.27 2 41.8 12.3 1 591-602 K.RVTTSAGCMADR.L Carbamidomethyl: 8; 
Oxidation: 9

WD:WU 0.90



Detailed Protein Report

1020 / 1431

Protein 806: PREDICTED: schlafen-like protein 1 isoform X6 [Homo sapiens]
Accession: gi|530362078 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530362080 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: schlafen-like protein 1 isoform X7 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2423 1 1131.2820 75.37 3 58.6 12.3 2 321-348 K.MKALMMEKEQLQQQLQQHGPVSCTCCVL.- Carbamidomethyl: 23, 25, 
26; Oxidation: 1



Detailed Protein Report

1021 / 1431

Protein 807: angiotensinogen preproprotein [Homo sapiens]
Accession: gi|4557287 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.1
Database Date: 2015-11-30 pI: 5.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

557 1 707.4501 125.44 2 35.8 12.3 0 5-18 R.APQSEMAPAGVSLR.A



Detailed Protein Report

1022 / 1431

Protein 808: PREDICTED: sterol regulatory element-binding protein 1 isoform X2 [Homo sapiens]
Accession: gi|578830023 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.1
Database Date: 2015-11-30 pI: 9.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2258 1 698.2825 -152.25 2 56.6 12.3 1 358-369 K.QENLSLRTAVHK.S



Detailed Protein Report

1023 / 1431

Protein 809: PREDICTED: neurogenic locus notch homolog protein 2-like isoform X1 [Homo 
sapiens]

Accession: gi|578801920 Score: 12.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.7
Database Date: 2015-11-30 pI: 10.1

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

Alias proteins:
Accession Name Description
gi|578842780 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: neurogenic locus notch homolog protein 2-like isoform 
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2463 1 864.4574 -42.61 3 59.1 12.3 2 14-38 R.AELGPALLPAGNPWVPKAAGPRPRR.Q



Detailed Protein Report

1024 / 1431

Protein 810: peptidyl-tRNA hydrolase ICT1, mitochondrial precursor [Homo sapiens]
Accession: gi|4557657 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.6
Database Date: 2015-11-30 pI: 10.9
Modification(s): Oxidation Sequence Coverage [%]: 5.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2107 1 618.7806 -19.22 2 54.9 12.2 0 156-166 R.DMITEASQTPK.E Oxidation: 2



Detailed Protein Report

1025 / 1431

Protein 811: PREDICTED: tetratricopeptide repeat protein 7A isoform X2 [Homo sapiens]
Accession: gi|530367852 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.4
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2755 1 941.9676 29.42 2 62.9 12.2 1 35-52 K.HASGFLGEHSPGGQRSCR.G



Detailed Protein Report

1026 / 1431

Protein 812: deleted in autism protein 1 isoform a precursor [Homo sapiens]
Accession: gi|27734895 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.5
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2880 1 644.3218 100.55 2 64.7 12.2 0 55-65 K.CPACFGTSWCR.R Carbamidomethyl: 10



Detailed Protein Report

1027 / 1431

Protein 813: PREDICTED: TNF receptor-associated factor 5 isoform X3 [Homo sapiens]
Accession: gi|578801456 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.2
Database Date: 2015-11-30 pI: 9.7

Sequence Coverage [%]: 4.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1679 1 865.0347 -46.70 3 49.3 12.2 2 57-80 R.GARAPSPTMAYSEEHKGMPCGFIR.Q



Detailed Protein Report

1028 / 1431

Protein 814: PREDICTED: histone-lysine N-methyltransferase 2B isoform X2 [Homo sapiens]
Accession: gi|578835223 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 212.5
Database Date: 2015-11-30 pI: 6.8

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



Detailed Protein Report

1029 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2760 1 841.9053 -83.22 2 63.0 12.2 1 7-23 K.ARIAGVGSLPLSGVEEK.M



Detailed Protein Report

1030 / 1431

Protein 815: PREDICTED: LOW QUALITY PROTEIN: spermatogenesis-associated protein 31D1, 
partial [Homo sapiens]

Accession: gi|530436439 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.0
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 0.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

149 1 636.2737 -54.29 3 30.8 12.2 1 0-0 .QESSPEKGSSLSSSVQNR.



Detailed Protein Report

1031 / 1431

Protein 816: PREDICTED: 1-acyl-sn-glycerol-3-phosphate acyltransferase delta isoform X4 [Homo 
sapiens]

Accession: gi|530383876 Score: 12.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.3
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.6

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578812839 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  1-acyl-sn-glycerol-3-phosphate  acyltransferase  delta  
isoform X8 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

40 1 845.3297 -71.12 2 29.5 12.2 1 220-232 R.NVEIMKIQHCWES.- Carbamidomethyl: 10; 
Oxidation: 5



Detailed Protein Report

1032 / 1431

Protein 817: PREDICTED: membrane protein FAM159A isoform X2 [Homo sapiens]
Accession: gi|530362541 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.8
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 15.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2304 1 937.3088 -123.46 2 57.2 12.1 0 1-17 -.MSGACTSYVSAEQEVVR.G Carbamidomethyl: 5



Detailed Protein Report

1033 / 1431

Protein 818: histone-lysine N-methyltransferase PRDM9 [Homo sapiens]
Accession: gi|147905620 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 103.3
Database Date: 2015-11-30 pI: 10.3
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

2778 1 941.4753 -36.22 2 63.3 12.1 1 99-113 R.QQVKPPWMALRVEQR.K Oxidation: 8



Detailed Protein Report

1034 / 1431

Protein 819: PREDICTED: SH2B adapter protein 2 isoform X1 [Homo sapiens]
Accession: gi|530431159 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.2
Database Date: 2015-11-30 pI: 5.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2484 1 1131.1716 -58.41 3 59.3 12.1 0 371-403 R.VASCSCELLTDVDLPRPPETTAVGAVVTAPHSR.G



Detailed Protein Report

1035 / 1431

Protein 820: semaphorin-4F isoform 2 precursor [Homo sapiens]
Accession: gi|410651493 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
Database Date: 2015-11-30 pI: 8.8

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

Quantitation
WD:WU 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

804 1 705.3763 24.50 2 38.9 12.1 1 99-109 R.RIDWMVPEAHR.Q WD:WU 1.31



Detailed Protein Report

1036 / 1431

Protein 821: PREDICTED: LETM1 and EF-hand domain-containing protein 1, mitochondrial isoform 
X3 [Homo sapiens]

Accession: gi|578808155 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.2
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

1166 1 509.6492 -285.95 2 43.2 12.1 1 2-10 M.ASILLRSCR.G



Detailed Protein Report

1037 / 1431

Protein 822: endophilin-A3 [Homo sapiens]
Accession: gi|223468657 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.3
Database Date: 2015-11-30 pI: 5.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2663 1 887.4811 -15.08 1 61.6 12.1 0 244-252 R.ISAASSVPR.R



Detailed Protein Report

1038 / 1431

Protein 823: angiogenin precursor [Homo sapiens]
Accession: gi|4557313 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.5
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.81 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|148277046 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
angiogenin precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2679 4 607.3390 64.12 2 61.9 12.1 2 49-57 R.YCESIMRRR.G WD:WU 0.81



Detailed Protein Report

1039 / 1431

Protein 824: steroid hormone receptor ERR2 [Homo sapiens]
Accession: gi|238550159 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 2.8

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.62 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

56 1 773.7195 -167.88 2 29.6 12.1 2 440-453 R.GSPKDERMSSHDGK.C Oxidation: 8 WD:WU 0.62



Detailed Protein Report

1040 / 1431

Protein 825: PREDICTED: serologically defined colon cancer antigen 3 isoform X2 [Homo sapiens]
Accession: gi|530426675 Score: 12.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.4
Database Date: 2015-11-30 pI: 4.8

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

2089 1 734.3401 -51.03 2 54.5 12.1 1 18-31 R.SLAIPDDFGYGKGK.C



Detailed Protein Report

1041 / 1431

Protein 826: zinc finger protein 20 isoform 2 [Homo sapiens]
Accession: gi|322303718 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.1
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2376 1 1130.4062 -64.30 2 58.0 12.0 0 75-93 K.ESHHCGESFNQIADDMLNR.K Carbamidomethyl: 5



Detailed Protein Report

1042 / 1431

Protein 827: MAM and LDL-receptor class A domain-containing protein C10orf112 precursor 
[Homo sapiens]

Accession: gi|565671710 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 240.9
Database Date: 2015-11-30 pI: 4.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.7

No. of unique Peptides: 1



Detailed Protein Report

1043 / 1431



Detailed Protein Report

1044 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

777 1 541.1764 -129.12 3 38.5 12.0 1 2032-
2046

R.NGGTCVVEKNGPMCR.C Carbamidomethyl: 5



Detailed Protein Report

1045 / 1431

Protein 828: PREDICTED: targeting protein for Xklp2 isoform X2 [Homo sapiens]
Accession: gi|530417959 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.0
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

1899 1 973.3824 -143.79 2 52.1 12.0 2 349-365 K.DDINLLPSKSSVTKICR.D Carbamidomethyl: 16



Detailed Protein Report

1046 / 1431

Protein 829: PREDICTED: NEDD4-binding protein 1 isoform X1 [Homo sapiens]
Accession: gi|530424557 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.8
Database Date: 2015-11-30 pI: 5.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1
Quantitation
WD:WU 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

1036 1 954.9665 41.36 2 41.7 12.0 1 71-85 K.GICEPELEERECYPK.D Carbamidomethyl: 3, 12 WD:WU 0.44



Detailed Protein Report

1047 / 1431

Protein 830: proline-rich nuclear receptor coactivator 1 [Homo sapiens]
Accession: gi|5802982 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.2
Database Date: 2015-11-30 pI: 11.0
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2381 1 951.1462 150.40 2 58.0 12.0 0 27-44 R.GYFGALPMVTTAPPPLPR.I Oxidation: 8



Detailed Protein Report

1048 / 1431

Protein 831: tryptophan 5-hydroxylase 2 [Homo sapiens]
Accession: gi|31795563 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.0
Database Date: 2015-11-30 pI: 6.0

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

852 1 683.3354 -83.47 2 39.4 12.0 1 238-248 R.EYLKNFPLLTK.Y



Detailed Protein Report

1049 / 1431

Protein 832: pyruvate dehydrogenase kinase, isozyme 2 isoform 3 precursor [Homo sapiens]
Accession: gi|315630393 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.4
Database Date: 2015-11-30 pI: 9.4

Sequence Coverage [%]: 7.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

455 2 593.1800 -194.20 2 34.7 12.0 1 180-194 R.RGAGGGGGGAGAQGR.A



Detailed Protein Report

1050 / 1431

Protein 833: RNA-binding protein 14 isoform 1 [Homo sapiens]
Accession: gi|5454064 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.4
Database Date: 2015-11-30 pI: 10.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

349 1 639.8896 62.99 2 33.0 12.0 2 607-616 R.RLAELSDYRR.L



Detailed Protein Report

1051 / 1431

Protein 834: carbohydrate sulfotransferase 11 isoform 2 [Homo sapiens]
Accession: gi|291219907 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.0
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 5.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2642 1 784.3526 -74.09 3 61.3 12.0 2 158-176 K.TLNQYSIPEINHRLKSYMK.F Oxidation: 18



Detailed Protein Report

1052 / 1431

Protein 835: tigger transposable element-derived protein 3 [Homo sapiens]
Accession: gi|23312394 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.0
Database Date: 2015-11-30 pI: 7.9

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

974 1 547.7654 -131.86 2 40.5 12.0 0 211-221 R.VLLGGLQAAPR.C



Detailed Protein Report

1053 / 1431

Protein 836: cytohesin-1 isoform 2 [Homo sapiens]
Accession: gi|110349763 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.3
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1979 1 618.9233 -17.42 3 53.4 12.0 0 2-17 M.EEDDSYVPSDLTAEER.Q



Detailed Protein Report

1054 / 1431

Protein 837: unconventional myosin-VIIa isoform 3 [Homo sapiens]
Accession: gi|256355179 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 135.7
Database Date: 2015-11-30 pI: 9.5

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

2700 1 869.0838 124.35 2 62.1 12.0 1 528-542 K.LNSQHKLNANYIPPK.N



Detailed Protein Report

1055 / 1431

Protein 838: PREDICTED: SAC3 domain-containing protein 1 isoform X3 [Homo sapiens]
Accession: gi|530396707 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.7
Database Date: 2015-11-30 pI: 7.9

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

2655 1 973.4798 64.10 2 61.5 12.0 0 2-20 M.PGCELPVGTCPDMCPAAER.A



Detailed Protein Report

1056 / 1431

Protein 839: glycerophosphodiester phosphodiesterase domain-containing protein 5 [Homo 
sapiens]

Accession: gi|189571657 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.5
Database Date: 2015-11-30 pI: 8.6

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578821761 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  glycerophosphodiester  phosphodiesterase  domain-
containing protein 5 isoform X4 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2619 1 1045.1934 126.67 2 61.0 12.0 2 404-423 K.VAPGFQQTSGSKEAVASLRR.G



Detailed Protein Report
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Protein 840: PREDICTED: WD repeat-containing protein 20 isoform X13 [Homo sapiens]
Accession: gi|578826296 Score: 12.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 16.6
Database Date: 2015-11-30 pI: 9.5
Modification(s): Oxidation Sequence Coverage [%]: 8.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

188 1 744.8750 60.79 2 31.6 12.0 1 136-148 K.ETSKLFNEEMASS.- Oxidation: 10



Detailed Protein Report

1058 / 1431

Protein 841: PREDICTED: cyclic nucleotide-gated cation channel beta-3 isoform X1 [Homo sapiens]
Accession: gi|578816058 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.5
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1889 1 1057.4942 -93.37 3 52.3 11.9 2 428-460 K.HGEVQVLGGPDGTKVLVTLKAGSVLLAAGGGNR.R



Detailed Protein Report

1059 / 1431

Protein 842: melanoma-associated antigen D1 isoform b [Homo sapiens]
Accession: gi|52632377 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 86.1
Database Date: 2015-11-30 pI: 5.5

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

Alias proteins:
Accession Name Description
gi|52632379 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
melanoma-associated antigen D1 isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2048 1 731.3036 -178.47 2 54.2 11.9 2 645-656 K.MKVLRFIAEVQK.R



Detailed Protein Report

1060 / 1431

Protein 843: beta-catenin-interacting protein 1 [Homo sapiens]
Accession: gi|9910390 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.2
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 22.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578799481 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  beta-catenin-interacting  protein  1  isoform  X1  [Homo  
sapiens]

gi|59889555 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

beta-catenin-interacting protein 1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2513 1 1023.9000 -114.74 2 59.7 11.9 2 4-21 R.EGAPGKSPEEMYIQQKVR.V



Detailed Protein Report

1061 / 1431

Protein 844: ret finger protein-like 4A [Homo sapiens]
Accession: gi|222446629 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.2
Database Date: 2015-11-30 pI: 9.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1612 1 746.4374 48.07 3 48.9 11.9 0 196-215 K.VFAASTVPMTPLWVSPQLHR.V



Detailed Protein Report

1062 / 1431

Protein 845: dynactin subunit 5 isoform 2 [Homo sapiens]
Accession: gi|312261189 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 9.7
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 15.5
No. of unique Peptides: 1

Quantitation
WD:WU 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

2116 2 766.2591 -184.33 2 55.0 11.9 2 62-74 K.RSDESVRLSVNNR.E WD:WU 1.07



Detailed Protein Report

1063 / 1431

Protein 846: chondrosarcoma-associated gene 2/3 protein isoform b [Homo sapiens]
Accession: gi|193788726 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.7
Database Date: 2015-11-30 pI: 10.9

Sequence Coverage [%]: 16.4
No. of unique Peptides: 1

Quantitation
WD:WU Median: 6.88 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2558 1 1002.0267 -5.40 2 60.2 11.9 2 74-91 R.ASSPLSNNHPPTPKRFPR.Q WD:WU 6.88



Detailed Protein Report

1064 / 1431

Protein 847: PREDICTED: sodium/hydrogen exchanger 7 isoform X6 [Homo sapiens]
Accession: gi|578838129 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.7
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

843 2 937.9669 -59.83 2 38.9 11.9 1 458-473 R.AAHIYPLSFFLNLGRR.H



Detailed Protein Report

1065 / 1431

Protein 848: PREDICTED: DNA-(apurinic or apyrimidinic site) lyase isoform X2 [Homo sapiens]
Accession: gi|530403617 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 33.8
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1621 1 1130.4868 -28.13 2 48.6 11.9 1 120-139 R.QCPLKVSYGIGDEEHDQEGR.V



Detailed Protein Report

1066 / 1431

Protein 849: PREDICTED: zinc finger CCCH domain-containing protein 6 isoform X2 [Homo 
sapiens]

Accession: gi|578804313 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.5
Database Date: 2015-11-30 pI: 6.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1257 1 830.0861 111.46 2 44.4 11.9 2 456-469 K.SILKTLQKQTETLR.N



Detailed Protein Report

1067 / 1431

Protein 850: NADP-dependent malic enzyme [Homo sapiens]
Accession: gi|4505143 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.1
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2267 1 1131.3787 -58.22 1 56.8 11.9 0 413-422 K.AECSAEQCYK.I



Detailed Protein Report

1068 / 1431

Protein 851: beta-galactosidase-1-like protein 2 precursor [Homo sapiens]
Accession: gi|31543093 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.0
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578822458 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  beta-galactosidase-1-like  protein  2  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1578 2 948.1212 -11.41 2 48.4 11.9 1 13-29 R.TLGLLLLVVLGFLVLRR.L



Detailed Protein Report

1069 / 1431

Protein 852: pyroglutamyl-peptidase 1 [Homo sapiens]
Accession: gi|8923198 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.1
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.7

No. of unique Peptides: 1
Quantitation
WD:WU 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

803 1 541.1573 -169.31 3 38.9 11.9 2 87-100 K.CGHNKGYKGLDNCR.F Carbamidomethyl: 1 WD:WU 0.91



Detailed Protein Report

1070 / 1431

Protein 853: PREDICTED: zinc finger protein 749 isoform X2 [Homo sapiens]
Accession: gi|578834454 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 80.6
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1936 1 1079.8471 -109.85 2 52.9 11.9 1 267-284 R.YECSECGKLFMDSFTLGR.H Carbamidomethyl: 3; 
Oxidation: 11



Detailed Protein Report

1071 / 1431

Protein 854: diacylglycerol kinase eta isoform 4 [Homo sapiens]
Accession: gi|325197221 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.5
Database Date: 2015-11-30 pI: 5.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1474 1 689.9970 -3.59 3 46.8 11.9 1 58-76 R.ESLSGVTSHGLSCEVCKFK.A Carbamidomethyl: 13



Detailed Protein Report

1072 / 1431

Protein 855: PREDICTED: DNA mismatch repair protein Mlh3 isoform X4 [Homo sapiens]
Accession: gi|530403519 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 143.6
Database Date: 2015-11-30 pI: 6.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

964 1 523.2194 -171.68 2 40.4 11.9 2 877-885 K.LSRLKGSER.E



Detailed Protein Report

1073 / 1431

Protein 856: C4b-binding protein alpha chain precursor [Homo sapiens]
Accession: gi|4502503 Score: 11.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 67.0
Database Date: 2015-11-30 pI: 7.9
Modification(s): Oxidation Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530366456 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  C4b-binding  protein  alpha  chain  isoform  X2  [Homo  
sapiens]

gi|530366454 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  C4b-binding  protein  alpha  chain  isoform  X1  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

59 1 722.7955 -113.42 2 30.0 11.9 1 1-13 -.MHPPKTPSGALHR.K Oxidation: 1



Detailed Protein Report

1074 / 1431

Protein 857: PREDICTED: transketolase isoform X1 [Homo sapiens]
Accession: gi|578806532 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.8
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2369 1 840.8066 -86.15 2 58.0 11.8 0 589-603 K.SWGCSAHSPYPMTLK.S Oxidation: 12



Detailed Protein Report

1075 / 1431

Protein 858: dickkopf-related protein 1 precursor [Homo sapiens]
Accession: gi|7110719 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.7
Database Date: 2015-11-30 pI: 10.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1338 1 569.8185 115.24 2 45.1 11.8 0 250-259 K.DHHQASNSSR.L



Detailed Protein Report

1076 / 1431

Protein 859: leucine-rich repeat-containing protein 24 precursor [Homo sapiens]
Accession: gi|229089140 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.2
Database Date: 2015-11-30 pI: 10.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2253 1 927.9306 -0.70 2 56.6 11.8 1 343-359 K.YECEASNAGGAARVPFR.L Carbamidomethyl: 3



Detailed Protein Report

1077 / 1431

Protein 860: amyloid-like protein 1 isoform 2 precursor [Homo sapiens]
Accession: gi|4885065 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.1
Database Date: 2015-11-30 pI: 5.5

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

Quantitation
WD:WU 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

2604 1 449.6284 -237.08 2 60.8 11.8 0 508-516 K.GGLQPPDSK.D WD:WU 1.07



Detailed Protein Report

1078 / 1431

Protein 861: protein SCO2 homolog, mitochondrial precursor [Homo sapiens]
Accession: gi|153791313 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.8
Database Date: 2015-11-30 pI: 9.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|281182727 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein SCO2 homolog, mitochondrial precursor [Homo sapiens]

gi|281182722 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein SCO2 homolog, mitochondrial precursor [Homo sapiens]

gi|281182716 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein SCO2 homolog, mitochondrial precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

896 1 512.1549 -207.64 2 39.6 11.8 2 113-120 R.ARCKADFR.G Carbamidomethyl: 3



Detailed Protein Report

1079 / 1431

Protein 862: PREDICTED: receptor-type tyrosine-protein phosphatase T isoform X5 [Homo sapiens]
Accession: gi|578835723 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.9
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.4

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.93 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

2030 1 715.9422 -125.78 3 53.8 11.8 1 320-338 K.CADPVHGPQNVEIVDIRAR.Q Carbamidomethyl: 1 WD:WU 1.93



Detailed Protein Report

1080 / 1431

Protein 863: Krueppel-like factor 10 isoform b [Homo sapiens]
Accession: gi|73760403 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.4
Database Date: 2015-11-30 pI: 10.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

19 1 797.4613 101.35 2 29.2 11.8 2 199-212 R.SKCERNTVADVDEK.A



Detailed Protein Report

1081 / 1431

Protein 864: PREDICTED: BTB/POZ domain-containing protein 16 isoform X2 [Homo sapiens]
Accession: gi|530392993 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 3.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2605 1 835.2606 -166.64 2 60.8 11.8 0 27-41 K.QPFSGDLLSLSQMCK.A Oxidation: 13



Detailed Protein Report

1082 / 1431

Protein 865: zinc finger protein 573 isoform 4 [Homo sapiens]
Accession: gi|289577063 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.9
Database Date: 2015-11-30 pI: 10.2
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

2167 1 900.3438 -97.52 3 55.5 11.8 2 15-37 R.SYNSKTMTCELVTFRDVAIDFSR.Q Oxidation: 7



Detailed Protein Report

1083 / 1431

Protein 866: SWI/SNF complex subunit SMARCC2 isoform b [Homo sapiens]
Accession: gi|21237808 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.8
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

2077 1 696.2716 -109.38 2 54.6 11.8 1 488-499 R.RNLAGDVCAIMR.V Carbamidomethyl: 8; 
Oxidation: 11



Detailed Protein Report

1084 / 1431

Protein 867: kinetochore-associated protein NSL1 homolog isoform 1 [Homo sapiens]
Accession: gi|110349759 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.1
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 4.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2922 1 822.4610 -7.35 2 65.3 11.8 2 269-281 K.WYPLRPKKINLDT.-



Detailed Protein Report

1085 / 1431

Protein 868: PREDICTED: rho guanine nucleotide exchange factor 16 isoform X1 [Homo sapiens]
Accession: gi|530360293 Score: 11.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.2
Database Date: 2015-11-30 pI: 7.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2873 1 1087.0534 -20.59 2 64.6 11.8 0 112-130 R.RPACGGLPMLSFLILPMQR.V Carbamidomethyl: 4; 
Oxidation: 9



Detailed Protein Report

1086 / 1431

Protein 869: diacylglycerol O-acyltransferase 2 isoform 2 [Homo sapiens]
Accession: gi|359806523 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.0
Database Date: 2015-11-30 pI: 10.0

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2815 1 626.8578 46.04 2 63.8 11.7 1 23-34 R.SQRSHGGPALSR.E



Detailed Protein Report

1087 / 1431

Protein 870: protein Tob2 [Homo sapiens]
Accession: gi|7706739 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.6
Database Date: 2015-11-30 pI: 6.6

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

Alias proteins:
Accession Name Description
gi|578836864 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: protein Tob2 isoform X2 [Homo sapiens]

gi|530419484 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: protein Tob2 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2339 1 841.6560 -116.68 3 57.7 11.7 2 191-218 K.MKKGGGAASGGGVASSGAGGQQPPQQPR.M



Detailed Protein Report

1088 / 1431

Protein 871: PREDICTED: ephrin type-B receptor 2 isoform X2 [Homo sapiens]
Accession: gi|578798608 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.7
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.40 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

927 1 625.5184 -139.00 3 40.4 11.7 1 254-270 R.CMCKAGFEAVENGTVCR.G Carbamidomethyl: 16 WD:WU 1.40



Detailed Protein Report

1089 / 1431

Protein 872: PREDICTED: uncharacterized protein KIAA1841 isoform X3 [Homo sapiens]
Accession: gi|530368202 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.0
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2891 1 713.3518 -39.00 2 64.9 11.7 1 2-13 M.VIHVCDEAKNLK.E Carbamidomethyl: 5



Detailed Protein Report

1090 / 1431

Protein 873: uncharacterized protein C8orf58 isoform 2 [Homo sapiens]
Accession: gi|311771785 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.6
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1696 1 647.5157 204.05 2 49.9 11.7 2 338-348 R.KTFMPSLVVKK.Q Oxidation: 4



Detailed Protein Report

1091 / 1431

Protein 874: elongation factor G, mitochondrial [Homo sapiens]
Accession: gi|18390331 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.4
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Quantitation
WD:WU 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

24 1 750.8366 -54.77 2 29.5 11.7 0 222-234 R.AIYFDGDFGQIVR.Y WD:WU 1.00



Detailed Protein Report

1092 / 1431

Protein 875: PREDICTED: arf-GAP domain and FG repeat-containing protein 2 isoform X2 [Homo 
sapiens]

Accession: gi|578814185 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.4
Database Date: 2015-11-30 pI: 10.2

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

Quantitation
WD:WU 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

2691 1 973.5107 -18.13 2 62.0 11.7 1 110-126 K.IWLGLFDARTSLVPDSR.D WD:WU 0.58



Detailed Protein Report

1093 / 1431

Protein 876: PREDICTED: methyltransferase-like protein 16 isoform X1 [Homo sapiens]
Accession: gi|530410652 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.9
Database Date: 2015-11-30 pI: 9.3

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

866 1 859.6854 207.59 1 39.6 11.7 1 34-41 K.KCSLAPLK.E



Detailed Protein Report

1094 / 1431

Protein 877: PREDICTED: formin-binding protein 1 isoform X20 [Homo sapiens]
Accession: gi|530390795 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 64.0
Database Date: 2015-11-30 pI: 5.0

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

Quantitation
WD:WU Median: 0.34 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

819 2 603.8114 -24.03 2 39.1 11.7 2 223-232 R.RIVRMGESMK.T WD:WU 0.34



Detailed Protein Report

1095 / 1431

Protein 878: PREDICTED: phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 1 
protein isoform X1 [Homo sapiens]

Accession: gi|530418228 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2874 1 734.8534 -46.80 2 64.7 11.7 0 371-382 R.EIQDAYLQLFTK.L



Detailed Protein Report

1096 / 1431

Protein 879: olfactory receptor 14A16 [Homo sapiens]
Accession: gi|50233854 Score: 11.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.3
Database Date: 2015-11-30 pI: 9.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578802205 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: olfactory receptor 14A16 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2229 1 597.6218 -67.53 3 56.3 11.7 0 63-78 K.NLSFLDLCLISVTAPK.S Carbamidomethyl: 8



Detailed Protein Report

1097 / 1431

Protein 880: protein orai-3 [Homo sapiens]
Accession: gi|22748651 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.5
Database Date: 2015-11-30 pI: 8.0
Modification(s): Oxidation Sequence Coverage [%]: 6.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1484 1 1006.5855 55.41 2 47.3 11.6 0 174-192 K.FVPIGAPLDTPTPMVPTSR.V Oxidation: 14



Detailed Protein Report
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Protein 881: ubiquitin carboxyl-terminal hydrolase 6 [Homo sapiens]
Accession: gi|109638751 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 158.6
Database Date: 2015-11-30 pI: 8.8
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

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

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2697 1 1175.5508 58.82 2 62.1 11.6 1 1039-
1058

R.AFTSEEELGESEMYYCSKCK.T Oxidation: 13



Detailed Protein Report
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Protein 882: PREDICTED: PDZ domain-containing protein 2 isoform X9 [Homo sapiens]
Accession: gi|578809883 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 269.5
Database Date: 2015-11-30 pI: 9.0

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

2006 1 917.8396 -134.11 2 53.5 11.6 1 2297-
2315

R.KEGSGLGFSVAGGTDVEPK.S



Detailed Protein Report

1102 / 1431

Protein 883: carcinoembryonic antigen-related cell adhesion molecule 20 isoform 4S precursor 
[Homo sapiens]

Accession: gi|156564388 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 5.3
No. of unique Peptides: 1

Quantitation
WD:WU 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

95 1 896.4310 -0.22 3 30.1 11.6 0 167-192 K.
LESGVASGEVVEVMEGSSMTFLAETK.
S

WD:WU 1.34



Detailed Protein Report
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Protein 884: fibulin-5 precursor [Homo sapiens]
Accession: gi|19743803 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.1
Database Date: 2015-11-30 pI: 4.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2359 1 911.7720 -114.30 2 57.8 11.6 1 327-342 R.ISDNRCMCPAENPGCR.D Carbamidomethyl: 6



Detailed Protein Report
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Protein 885: PREDICTED: 6-phosphofructokinase, liver type isoform X4 [Homo sapiens]
Accession: gi|530419271 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.2
Database Date: 2015-11-30 pI: 7.9
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

1744 1 647.3021 -75.58 4 50.5 11.6 1 38-61 K.QANWLSVSNIIQLGGTIIGSARCK.A Carbamidomethyl: 23



Detailed Protein Report
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Protein 886: neuronal pentraxin-2 precursor [Homo sapiens]
Accession: gi|28195384 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.0
Database Date: 2015-11-30 pI: 5.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1754 1 785.8976 -58.56 2 50.6 11.6 2 172-184 R.QLLRKVAELEDEK.S



Detailed Protein Report
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Protein 887: PREDICTED: zinc finger protein 334 isoform X4 [Homo sapiens]
Accession: gi|578836054 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578836058 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 334 isoform X6 [Homo sapiens]

gi|578836056 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 334 isoform X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1665 1 967.4326 -7.08 2 49.1 11.6 2 224-238 K.GRQTERKPNECNECR.K Carbamidomethyl: 11, 14



Detailed Protein Report
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Protein 888: microtubule-associated tumor suppressor candidate 2 isoform a [Homo sapiens]
Accession: gi|140161498 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 151.1
Database Date: 2015-11-30 pI: 6.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1804 1 899.4822 -27.71 2 51.2 11.6 2 307-323 K.LEAQLGQGKGEAKLDLK.Y



Detailed Protein Report
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Protein 889: transport and Golgi organization protein 6 homolog [Homo sapiens]
Accession: gi|153791502 Score: 11.6
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

2164 1 698.2954 -118.56 2 55.4 11.6 0 112-124 R.LAANFNPGKPNPR.T



Detailed Protein Report
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Protein 890: teashirt homolog 2 isoform 2 [Homo sapiens]
Accession: gi|301171536 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.5
Database Date: 2015-11-30 pI: 7.5

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

50 1 645.8133 -54.63 2 29.6 11.6 0 516-527 K.SLENTVTTAINK.A



Detailed Protein Report
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Protein 891: beta-1,4 N-acetylgalactosaminyltransferase 1 isoform 3 precursor [Homo sapiens]
Accession: gi|451172103 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1470 1 1006.5955 27.03 3 47.1 11.6 2 2-28 M.WLGRRALCALVLLLACASLGLLYASTR.D Carbamidomethyl: 8, 16



Detailed Protein Report
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Protein 892: jerky protein homolog isoform b [Homo sapiens]
Accession: gi|525342477 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.8
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1
Quantitation
WD:WU Median: 4.52 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578816229 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: jerky protein homolog isoform X3 [Homo sapiens]

gi|525342488 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

jerky protein homolog isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

69 1 773.7368 -181.03 2 29.8 11.6 0 216-229 R.LTVLMCANATGSHR.L Carbamidomethyl: 6; 
Oxidation: 5

WD:WU 4.52



Detailed Protein Report
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Protein 893: nuclear receptor coactivator 7 isoform 3 [Homo sapiens]
Accession: gi|313850978 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.4
Database Date: 2015-11-30 pI: 4.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2346 1 788.3203 -89.68 2 57.7 11.6 0 102-116 R.VLSSTSEEDEPGVVK.F



Detailed Protein Report
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Protein 894: endophilin-A2 isoform 3 [Homo sapiens]
Accession: gi|317108193 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 34.5
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Quantitation
WD:WU Median: 2.27 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

818 1 635.1543 -208.98 2 38.6 11.6 1 29-38 K.LDDDFKEMEK.K WD:WU 2.27



Detailed Protein Report
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Protein 895: ferrochelatase, mitochondrial isoform b precursor [Homo sapiens]
Accession: gi|60499021 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.8
Database Date: 2015-11-30 pI: 9.8
Modification(s): Oxidation Sequence Coverage [%]: 4.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2339 1 1029.7232 144.15 2 57.5 11.6 2 1-20 -.MRSLGANMAAALRAAGVLLR.D Oxidation: 8



Detailed Protein Report
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Protein 896: NEDD4 family-interacting protein 1 [Homo sapiens]
Accession: gi|13386480 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.9
Database Date: 2015-11-30 pI: 4.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.7

No. of unique Peptides: 1
Quantitation
WD:WU 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

1839 1 547.6443 24.04 3 51.3 11.6 0 2-18 M.ALALAALAAVEPACGSR.Y Carbamidomethyl: 14 WD:WU 0.75



Detailed Protein Report
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Protein 897: serine/arginine repetitive matrix protein 4 [Homo sapiens]
Accession: gi|50083281 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.5
Database Date: 2015-11-30 pI: 12.4

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

22 1 713.2871 -70.21 3 29.5 11.6 2 392-411 R.SSSYASTRSSSHSSRSPNPR.A



Detailed Protein Report
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Protein 898: tricarboxylate transport protein, mitochondrial isoform c [Homo sapiens]
Accession: gi|568786339 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.2
Database Date: 2015-11-30 pI: 10.3
Modification(s): Oxidation Sequence Coverage [%]: 4.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

610 1 593.6757 -215.17 2 36.0 11.6 1 143-152 K.TRMQGLEAHK.Y Oxidation: 3



Detailed Protein Report
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Protein 899: leukotriene-B(4) omega-hydroxylase 1 precursor [Homo sapiens]
Accession: gi|13435391 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.8
Database Date: 2015-11-30 pI: 6.7
Modification(s): Oxidation Sequence Coverage [%]: 4.2

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.73 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

169 1 898.4349 4.83 3 31.3 11.6 1 369-390 K.
EIEWDDLAHLPFLTMCMKESLR.
L

Oxidation: 15 WD:WU 0.73



Detailed Protein Report

1119 / 1431

Protein 900: homeobox protein BarH-like 1 [Homo sapiens]
Accession: gi|153218470 Score: 11.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.3
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 7.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1733 1 697.3497 -100.24 3 50.0 11.6 2 200-219 K.IVLQGGGLESPTKPKGRPKK.N



Detailed Protein Report
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Protein 901: signal recognition particle 9 kDa protein isoform 2 [Homo sapiens]
Accession: gi|4507217 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.1
Database Date: 2015-11-30 pI: 9.1
Modification(s): Oxidation Sequence Coverage [%]: 17.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2901 1 869.4256 -4.05 2 65.0 11.5 2 72-86 R.LMVAKEARNVTMETE.- Oxidation: 12



Detailed Protein Report
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Protein 902: PREDICTED: serine racemase isoform X3 [Homo sapiens]
Accession: gi|578830012 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.3
Database Date: 2015-11-30 pI: 4.8
Modification(s): Oxidation Sequence Coverage [%]: 8.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2683 1 887.4745 18.38 2 61.9 11.5 0 77-92 K.LMPNLYPPETIADGVK.S Oxidation: 2



Detailed Protein Report

1122 / 1431

Protein 903: tropomyosin alpha-3 chain isoform 6 [Homo sapiens]
Accession: gi|499137516 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

2779 2 626.8528 125.66 2 63.3 11.5 1 88-96 R.CREMDEQIR.L Carbamidomethyl: 1; 
Oxidation: 4



Detailed Protein Report
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Protein 904: zinc finger protein 865 [Homo sapiens]
Accession: gi|307219238 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.0
Database Date: 2015-11-30 pI: 10.6

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

2853 1 650.6072 -69.86 3 64.3 11.5 2 906-923 K.CGVCAKRFAQSSSLAEHR.R



Detailed Protein Report

1124 / 1431

Protein 905: protein sidekick-1 isoform 2 [Homo sapiens]
Accession: gi|119220550 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.3
Database Date: 2015-11-30 pI: 5.6
Modification(s): Oxidation Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2162 1 618.9457 -18.66 3 55.4 11.5 0 139-155 K.TVNSSSTSTMCELTHLK.K Oxidation: 10



Detailed Protein Report
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Protein 906: protein argonaute-2 isoform 2 [Homo sapiens]
Accession: gi|257467482 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.6
Database Date: 2015-11-30 pI: 10.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2829 1 869.4101 -11.64 2 63.9 11.5 0 535-550 R.VGDTVLGMATQCVQMK.N Carbamidomethyl: 12



Detailed Protein Report

1126 / 1431

Protein 907: PREDICTED: zinc finger protein 708 isoform X1 [Homo sapiens]
Accession: gi|578833563 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.3
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.0

No. of unique Peptides: 1
Quantitation
WD:WU 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

245 1 605.6544 -222.19 2 32.2 11.5 2 102-111 K.NPFKCKECGK.S Carbamidomethyl: 8 WD:WU 0.64



Detailed Protein Report

1127 / 1431

Protein 908: lethal(3)malignant brain tumor-like protein 2 [Homo sapiens]
Accession: gi|20149698 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 79.1
Database Date: 2015-11-30 pI: 6.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1773 1 689.9786 3.24 3 50.8 11.5 0 79-99 R.SLDGSGSEPAVCEMCGIVGTR.E



Detailed Protein Report

1128 / 1431

Protein 909: PREDICTED: V-type proton ATPase 116 kDa subunit a isoform 3 isoform X2 [Homo 
sapiens]

Accession: gi|530396189 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.0
Database Date: 2015-11-30 pI: 10.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2945 1 713.3534 -34.35 2 65.6 11.5 1 64-74 K.TFTFLQEEVRR.A



Detailed Protein Report

1129 / 1431

Protein 910: protocadherin-16 precursor [Homo sapiens]
Accession: gi|16933557 Score: 11.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 346.0
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
WD:WU Median: 3.50 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

701 1 606.1713 -219.57 2 37.2 11.5 0 2537-
2549

R.LAEAGESAGPGPR.A WD:WU 3.50



Detailed Protein Report

1132 / 1431

Protein 911: PREDICTED: echinoderm microtubule-associated protein-like 5 isoform X4 [Homo 
sapiens]

Accession: gi|578825576 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 176.2
Database Date: 2015-11-30 pI: 8.7
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1
Quantitation
WD:WU 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

1357 1 698.8708 1.22 2 45.7 11.4 0 1562-
1574

R.MQTMLAIAFGAVK.R Oxidation: 4 WD:WU 0.91



Detailed Protein Report
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Protein 912: 60S ribosomal protein L11 isoform 2 [Homo sapiens]
Accession: gi|315221152 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.1
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 6.8
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.19 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

173 1 424.2196 -47.66 3 31.4 11.4 2 147-158 R.TGCIGAKHRISK.E WD:WU 1.19



Detailed Protein Report
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Protein 913: PREDICTED: uncharacterized protein LOC102723902 [Homo sapiens]
Accession: gi|578824635 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.5
Database Date: 2015-11-30 pI: 12.7

Sequence Coverage [%]: 15.5
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.82 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2347 1 899.4199 -73.85 2 57.8 11.4 2 19-36 R.ALSPGGVWVCGARARAAR.R WD:WU 0.82



Detailed Protein Report

1135 / 1431

Protein 914: guanylate cyclase soluble subunit alpha-3 isoform D [Homo sapiens]
Accession: gi|194595482 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.1
Database Date: 2015-11-30 pI: 7.8

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

Quantitation
WD:WU Median: 1.56 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

289 1 548.1845 -238.23 2 32.7 11.4 2 2-10 M.FCTKLKDLK.I WD:WU 1.56



Detailed Protein Report
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Protein 915: dedicator of cytokinesis protein 8 isoform 2 [Homo sapiens]
Accession: gi|299473744 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 227.3
Database Date: 2015-11-30 pI: 6.3

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report

1137 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

44 1 1097.5125 -75.08 1 29.8 11.4 0 800-810 K.SGAPTALLDPR.S



Detailed Protein Report
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Protein 916: inositol 1,4,5-trisphosphate receptor type 1 isoform 2 [Homo sapiens]
Accession: gi|269954692 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 306.6
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 0.3
No. of unique Peptides: 1

Quantitation
WD:WU Median: 3.89 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1139 / 1431



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

1212 1 533.7834 -38.28 2 43.8 11.4 0 2137-
2145

K.HTAQIEIVR.L WD:WU 3.89



Detailed Protein Report
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Protein 917: PREDICTED: clusterin-associated protein 1 isoform X1 [Homo sapiens]
Accession: gi|578828036 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.5
Database Date: 2015-11-30 pI: 4.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2301 1 741.3566 -87.91 2 57.1 11.4 2 54-66 K.FKFDLGSKIADLK.A



Detailed Protein Report
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Protein 918: chloride transport protein 6 isoform 2 [Homo sapiens]
Accession: gi|379698826 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 94.5
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

535 1 689.6644 -127.65 2 35.6 11.4 1 1-13 -.MAGCRGSLCCCCR.W Oxidation: 1



Detailed Protein Report
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Protein 919: proteasome activator complex subunit 3 isoform 1 [Homo sapiens]
Accession: gi|30410794 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.5
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 6.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2745 1 941.9477 -120.25 2 62.8 11.4 2 122-137 K.VKPEIRLLIEKCNTVK.M



Detailed Protein Report
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Protein 920: PREDICTED: RNA-binding protein 44 isoform X1 [Homo sapiens]
Accession: gi|530371379 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 117.5
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578804309 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: RNA-binding protein 44 isoform X2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2324 1 1131.4711 -58.20 2 57.5 11.4 0 728-748 K.TLSQMSLSSDNSHATQNISPK.K Oxidation: 5



Detailed Protein Report
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Protein 921: PREDICTED: voltage-dependent T-type calcium channel subunit alpha-1H isoform X8 
[Homo sapiens]

Accession: gi|578828330 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 172.6
Database Date: 2015-11-30 pI: 9.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2023 1 701.2793 -99.62 3 53.9 11.4 0 1070-
1089

R.GSLSPPLIMCTAATPMPTPK.S Carbamidomethyl: 10; 
Oxidation: 9, 16



Detailed Protein Report
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Protein 922: PREDICTED: extended synaptotagmin-3 isoform X2 [Homo sapiens]
Accession: gi|578807790 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 91.8
Database Date: 2015-11-30 pI: 9.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

374 1 734.1603 -282.65 1 33.3 11.4 0 762-768 K.NTSLDGK.V



Detailed Protein Report
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Protein 923: 7SK snRNA methylphosphate capping enzyme isoform A [Homo sapiens]
Accession: gi|47271406 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.3
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.48 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1179 1 1070.0301 2.64 2 43.0 11.4 2 45-67 R.
GGTERGPGRCAPSAGSPAAAVGR.
E

Carbamidomethyl: 10 WD:WU 0.48



Detailed Protein Report
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Protein 924: PREDICTED: transcription factor E2F3 isoform X4 [Homo sapiens]
Accession: gi|530381501 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.6
Database Date: 2015-11-30 pI: 4.1
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 8.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1607 3 715.6762 49.39 3 48.8 11.4 0 1-20 -.MGCSLSEDGGMLAQCQGLSK.E Carbamidomethyl: 3, 15; 
Oxidation: 11



Detailed Protein Report
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Protein 925: PREDICTED: autism susceptibility gene 2 protein isoform X1 [Homo sapiens]
Accession: gi|530385715 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.0
Database Date: 2015-11-30 pI: 9.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1863 1 860.9061 -9.89 2 51.6 11.4 0 594-609 R.MMTPFMGISPLPGGER.F



Detailed Protein Report
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Protein 926: oxysterol-binding protein-related protein 1 isoform 1 [Homo sapiens]
Accession: gi|19718746 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 50.2
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

2915 1 713.3417 -43.47 2 65.2 11.4 0 226-238 K.CVLNFKPCGLFGK.E



Detailed Protein Report

1151 / 1431

Protein 927: PREDICTED: NAD-dependent protein deacylase sirtuin-5, mitochondrial isoform X3 
[Homo sapiens]

Accession: gi|530381706 Score: 11.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.7
Database Date: 2015-11-30 pI: 11.1
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

324 1 686.3446 49.16 2 32.7 11.4 0 33-44 K.MARPSSSMADFR.K Oxidation: 8



Detailed Protein Report
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Protein 928: prostaglandin E2 receptor EP2 subtype [Homo sapiens]
Accession: gi|31881630 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.7
Database Date: 2015-11-30 pI: 10.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

183 1 879.8364 -45.02 2 31.5 11.3 0 338-354 R.TQDATQTSCSTQSDASK.Q



Detailed Protein Report
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Protein 929: separin [Homo sapiens]
Accession: gi|134276943 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 233.0
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578824487 r e f s e q _ h u m a n

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



Detailed Protein Report
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Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

138 1 879.3993 -65.99 3 30.6 11.3 1 678-699 K.AQALLWLYICTLEAKMQEGIER.D Carbamidomethyl: 10



Detailed Protein Report
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Protein 930: PREDICTED: EF-hand calcium-binding domain-containing protein 4B isoform X6 
[Homo sapiens]

Accession: gi|578822705 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 4.9

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

Quantitation
WD:WU 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

1025 3 508.1580 -265.04 2 41.1 11.3 0 621-630 R.GLGEQLATVK.S WD:WU 2.19



Detailed Protein Report
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Protein 931: eukaryotic peptide chain release factor subunit 1 isoform 3 [Homo sapiens]
Accession: gi|532164728 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.4
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1675 1 927.3870 -89.60 3 49.6 11.3 0 3-28 K.QDVLNCTEGPIHSNGTSMISLIIPPK.D Oxidation: 18



Detailed Protein Report
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Protein 932: PREDICTED: adenylate cyclase type 8 isoform X1 [Homo sapiens]
Accession: gi|530388711 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 136.6
Database Date: 2015-11-30 pI: 6.7
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

158 1 659.9157 162.56 2 31.2 11.3 1 704-713 K.YSQMRDEVFK.S Oxidation: 4



Detailed Protein Report
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Protein 933: APC membrane recruitment protein 1 [Homo sapiens]
Accession: gi|124244056 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 124.0
Database Date: 2015-11-30 pI: 4.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

50 1 796.8030 -145.92 2 29.8 11.3 2 143-158 R.CKTSVAGATEKAVAEK.F



Detailed Protein Report
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Protein 934: PREDICTED: tudor domain-containing protein 1 isoform X3 [Homo sapiens]
Accession: gi|578819639 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 123.7
Database Date: 2015-11-30 pI: 5.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2870 1 795.7257 -4.35 3 64.6 11.3 2 828-847 R.CQLADIQSRNKHWSEEAITR.F



Detailed Protein Report
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Protein 935: leukocyte immunoglobulin-like receptor subfamily B member 1 isoform 6 precursor 
[Homo sapiens]

Accession: gi|508772614 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.3
Database Date: 2015-11-30 pI: 5.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1584 1 949.1716 123.54 2 48.1 11.3 0 1-18 -.MTPILTVLICLGLSLGPR.T



Detailed Protein Report
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Protein 936: RNA-binding protein 33 [Homo sapiens]
Accession: gi|151301053 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 129.9
Database Date: 2015-11-30 pI: 6.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2699 1 928.6057 116.79 2 62.1 11.3 2 238-253 R.ERRNIPETLELSAEAK.A



Detailed Protein Report
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Protein 937: PREDICTED: zinc finger protein 35 isoform X4 [Homo sapiens]
Accession: gi|530373105 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.7
Database Date: 2015-11-30 pI: 10.4

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

Alias proteins:
Accession Name Description
gi|530373109 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 35 isoform X6 [Homo sapiens]

gi|530373107 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 35 isoform X5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2227 2 698.3590 -34.60 2 56.2 11.3 2 38-51 K.KSGGKYSLNSGAVK.N



Detailed Protein Report
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Protein 938: nuclear RNA export factor 3 [Homo sapiens]
Accession: gi|11545757 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.1
Database Date: 2015-11-30 pI: 6.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2683 1 835.4519 96.70 2 61.9 11.3 0 101-115 R.MEGNMPDGTLGSWFK.I



Detailed Protein Report
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Protein 939: PREDICTED: amyotrophic lateral sclerosis 2 chromosomal region candidate gene 12 
protein isoform X2 [Homo sapiens]

Accession: gi|578803684 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.0
Database Date: 2015-11-30 pI: 9.6

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2079 1 715.9597 -76.99 3 54.4 11.3 1 176-193 R.ELKEAHEAELSELENNYK.A



Detailed Protein Report
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Protein 940: PREDICTED: sorting nexin-13 isoform X3 [Homo sapiens]
Accession: gi|530384600 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 62.1
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2929 1 1155.5370 -8.04 2 65.4 11.3 2 207-225 K.EVCRDLVCTSPKDEEGFLR.D Carbamidomethyl: 3, 8



Detailed Protein Report
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Protein 941: azurocidin preproprotein [Homo sapiens]
Accession: gi|11342670 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.9
Database Date: 2015-11-30 pI: 11.9

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2248 1 753.2914 -139.59 2 56.4 11.3 0 37-49 R.QFPFLASIQNQGR.H



Detailed Protein Report
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Protein 942: smad nuclear-interacting protein 1 [Homo sapiens]
Accession: gi|21314720 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 3.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2242 1 698.3431 -10.52 2 56.4 11.3 0 289-301 R.IADIPIDHPSCSK.Q



Detailed Protein Report
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Protein 943: transcriptional repressor CTCF isoform 2 [Homo sapiens]
Accession: gi|300388142 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.0
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 4.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1114 1 612.2788 -15.06 3 42.6 11.3 2 25-40 K.CSMCDYASVEVSKLKR.H Oxidation: 3



Detailed Protein Report
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Protein 944: zinc finger protein 41 homolog [Homo sapiens]
Accession: gi|27883846 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 22.8
Database Date: 2015-11-30 pI: 10.5

Sequence Coverage [%]: 5.1
No. of unique Peptides: 1

Quantitation
WD:WU Median: 2.98 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|403048741 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
zinc finger protein 41 homolog [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1184 1 586.1188 -218.96 2 43.0 11.3 0 85-94 K.KPYECSECGR.I WD:WU 2.98



Detailed Protein Report
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Protein 945: PREDICTED: enhancer of polycomb homolog 2 isoform X1 [Homo sapiens]
Accession: gi|578804049 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.3
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

956 1 757.0581 154.93 2 40.3 11.3 1 652-666 R.VPKVTPSSAISSIAR.E



Detailed Protein Report
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Protein 946: uncharacterized protein LOC402160 [Homo sapiens]
Accession: gi|300797344 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.8
Database Date: 2015-11-30 pI: 10.3
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

814 1 965.4561 -29.93 2 39.0 11.3 1 2-17 M.AYYGKCIETVIEQLDK.F Carbamidomethyl: 6



Detailed Protein Report

1173 / 1431

Protein 947: phosphatidylinositol N-acetylglucosaminyltransferase subunit A isoform 3 [Homo 
sapiens]

Accession: gi|299782546 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.0
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 4.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2751 1 625.8294 -55.99 2 62.8 11.3 1 52-62 R.LLGALEHKDVR.N



Detailed Protein Report
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Protein 948: CD109 antigen isoform 2 precursor [Homo sapiens]
Accession: gi|227430301 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 159.6
Database Date: 2015-11-30 pI: 5.5

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1508 3 705.9840 -55.85 3 47.2 11.3 1 110-127 R.TQDEILFSNSTRLSFETK.R



Detailed Protein Report
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Protein 949: 39S ribosomal protein L18, mitochondrial [Homo sapiens]
Accession: gi|21265080 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.6
Database Date: 2015-11-30 pI: 10.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

373 1 524.1226 -273.97 2 33.3 11.3 0 121-130 R.NVVACESIGR.V



Detailed Protein Report
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Protein 950: RIMS-binding protein 3A [Homo sapiens]
Accession: gi|153792195 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 180.6
Database Date: 2015-11-30 pI: 6.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2660 1 733.8590 -21.34 2 61.6 11.3 1 391-402 R.CYTLQAENKQLR.R



Detailed Protein Report
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Protein 951: PREDICTED: mitochondrial sodium/hydrogen exchanger 9B2 isoform X6 [Homo 
sapiens]

Accession: gi|578808778 Score: 11.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.1
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2407 1 754.4199 54.17 2 58.4 11.3 0 74-86 R.QMLACPPHGLLDR.V Carbamidomethyl: 5



Detailed Protein Report

1178 / 1431

Protein 952: cystathionine gamma-lyase isoform 2 [Homo sapiens]
Accession: gi|25453487 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.5
Database Date: 2015-11-30 pI: 6.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1446 1 695.0851 13.55 4 46.9 11.2 2 49-73 K.QGAPGQHSGFEYSRSGNPTRNCLEK.A Carbamidomethyl: 22



Detailed Protein Report

1179 / 1431

Protein 953: PREDICTED: zinc finger protein 513 isoform X2 [Homo sapiens]
Accession: gi|530367236 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.2
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1243 1 715.1105 125.80 3 43.8 11.2 2 250-268 K.CPLCPYACGNLANLKRHGR.I Carbamidomethyl: 8



Detailed Protein Report

1180 / 1431

Protein 954: UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 6 [Homo sapiens]
Accession: gi|118918426 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.7
Database Date: 2015-11-30 pI: 8.9

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

Quantitation
WD:WU Median: 3.36 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

820 1 585.2809 -15.94 2 39.1 11.2 0 369-379 K.ALHSPALSCDR.G WD:WU 3.36



Detailed Protein Report

1181 / 1431

Protein 955: PREDICTED: peroxisomal biogenesis factor 5 isoform X9 [Homo sapiens]
Accession: gi|578822993 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.0
Database Date: 2015-11-30 pI: 4.2

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.14 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

438 1 718.3578 -29.07 2 34.0 11.2 0 553-565 R.DLSTLLTMFGLPQ.- WD:WU 1.14



Detailed Protein Report

1182 / 1431

Protein 956: adrenodoxin-like protein, mitochondrial precursor [Homo sapiens]
Accession: gi|72534754 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 19.5
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 8.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1025 1 954.9501 32.22 2 41.6 11.2 0 133-148 R.EDDMLDMAPLLQENSR.L Oxidation: 4, 7



Detailed Protein Report

1183 / 1431

Protein 957: transcription factor AP-2 gamma [Homo sapiens]
Accession: gi|4507445 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.1
Database Date: 2015-11-30 pI: 8.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2528 1 1023.7905 -56.96 3 59.9 11.2 1 203-230 K.NPLNLPCQKELVGAVMNPTEVFCSVPGR.L Carbamidomethyl: 23



Detailed Protein Report

1184 / 1431

Protein 958: PREDICTED: methylglutaconyl-CoA hydratase, mitochondrial isoform X7 [Homo 
sapiens]

Accession: gi|530391285 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.3
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 7.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2735 1 941.9591 -73.03 2 62.6 11.2 0 212-230 K.LAIIPGGVTSSTEVLNPSK.S



Detailed Protein Report

1185 / 1431

Protein 959: epithelial-stromal interaction protein 1 isoform 2 [Homo sapiens]
Accession: gi|15147248 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 10.5

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

Quantitation
WD:WU 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

1468 1 620.0709 76.55 3 47.1 11.2 2 94-108 K.WKEQNRAKPVHLVPR.R WD:WU 0.74



Detailed Protein Report

1186 / 1431

Protein 960: PREDICTED: centriolar coiled-coil protein of 110 kDa isoform X4 [Homo sapiens]
Accession: gi|578828704 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.0
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.18 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2559 1 693.6709 -206.81 2 60.3 11.2 1 924-935 K.YMKAAEMGMPNK.K Oxidation: 7 WD:WU 0.18



Detailed Protein Report

1187 / 1431

Protein 961: PREDICTED: pre-mRNA 3'-end-processing factor FIP1 isoform X13 [Homo sapiens]
Accession: gi|530376863 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 61.3
Database Date: 2015-11-30 pI: 5.3

Sequence Coverage [%]: 2.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2704 1 914.0851 149.67 2 62.2 11.2 2 436-450 R.ERERDHSPTPSVFNR.F



Detailed Protein Report

1188 / 1431

Protein 962: liprin-beta-1 isoform 3 [Homo sapiens]
Accession: gi|312032471 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.9
Database Date: 2015-11-30 pI: 6.1

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

Quantitation
WD:WU Median: 1.45 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

901 1 559.2818 -42.07 2 39.7 11.2 0 1-9 -.MLQQELLSR.T WD:WU 1.45



Detailed Protein Report

1189 / 1431

Protein 963: PREDICTED: probable phospholipid-transporting ATPase IM isoform X2 [Homo 
sapiens]

Accession: gi|578827423 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.6
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1681 1 863.3176 -113.07 3 49.7 11.2 2 943-965 R.RSGYAFAHQEGYGELITSGKNMR.A Oxidation: 22



Detailed Protein Report

1190 / 1431

Protein 964: keratin-associated protein 5-1 [Homo sapiens]
Accession: gi|54400749 Score: 11.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.2
Database Date: 2015-11-30 pI: 12.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1917 1 890.3320 13.02 2 52.6 11.2 1 155-174 K.GGCGSCGCSKGACGSCGGSK.G Carbamidomethyl: 6, 8



Detailed Protein Report

1191 / 1431

Protein 965: PREDICTED: T-lymphoma invasion and metastasis-inducing protein 1 isoform X4 
[Homo sapiens]

Accession: gi|530419050 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 161.7
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.1

No. of unique Peptides: 1
Quantitation
WD:WU 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

1363 1 942.5111 16.59 2 45.8 11.1 2 1139-
1154

R.FKLYSAFCASHTKVPK.V Carbamidomethyl: 8 WD:WU 0.63



Detailed Protein Report

1192 / 1431

Protein 966: PREDICTED: zinc finger protein 844 isoform X3 [Homo sapiens]
Accession: gi|578833194 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.8
Database Date: 2015-11-30 pI: 10.4
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

85 1 695.6045 -76.90 3 30.0 11.1 1 364-381 K.CMKGLTLESNCMNLNNVK.K Carbamidomethyl: 11; 
Oxidation: 12



Detailed Protein Report

1193 / 1431

Protein 967: thrombospondin-type laminin G domain and EAR repeat-containing protein isoform 1 
precursor [Homo sapiens]

Accession: gi|22001420 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.9
Database Date: 2015-11-30 pI: 6.0

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

Quantitation
WD:WU 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

1797 1 1011.7680 171.47 1 51.1 11.1 0 58-67 R.GLQLSVAAPR.T WD:WU 1.37



Detailed Protein Report

1194 / 1431

Protein 968: PREDICTED: centrosomal protein of 120 kDa isoform X2 [Homo sapiens]
Accession: gi|530379724 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 107.6
Database Date: 2015-11-30 pI: 5.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

605 1 1106.2245 18.50 3 36.0 11.1 2 617-643 K.EMQEDIFENQLKQKELAHMQALAEEWK.K



Detailed Protein Report

1195 / 1431

Protein 969: calcium/calmodulin-dependent protein kinase type II subunit alpha isoform 2 [Homo 
sapiens]

Accession: gi|25952118 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 6.7

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

Quantitation
WD:WU Median: 0.78 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

66 1 768.2839 -179.38 2 30.0 11.1 2 29-42 R.RCVKVLAGQEYAAK.I WD:WU 0.78



Detailed Protein Report

1196 / 1431

Protein 970: nicotinate-nucleotide pyrophosphorylase [carboxylating] precursor [Homo sapiens]
Accession: gi|45269149 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.8
Database Date: 2015-11-30 pI: 5.8

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

2650 1 835.3977 -89.98 2 61.4 11.1 1 146-161 R.LVEKYGLLVGGAASHR.Y



Detailed Protein Report

1197 / 1431

Protein 971: PREDICTED: sentrin-specific protease 1 isoform X2 [Homo sapiens]
Accession: gi|578823630 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 9.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2416 1 1023.7717 -7.71 3 58.6 11.1 2 391-417 K.KSQEIPQQMNGSDCGMFACKYADCITK.D Carbamidomethyl: 24; 
Oxidation: 16



Detailed Protein Report

1198 / 1431

Protein 972: neurogenic differentiation factor 2 [Homo sapiens]
Accession: gi|98986461 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.3
Database Date: 2015-11-30 pI: 6.3
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

276 1 636.2276 -156.14 3 32.2 11.1 0 246-266 R.LAGAQCQAAGGLGGGAAHALR.T Carbamidomethyl: 6



Detailed Protein Report

1199 / 1431

Protein 973: protein shisa-7 precursor [Homo sapiens]
Accession: gi|223633890 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 11.1

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Quantitation
WD:WU 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

2765 1 941.9760 0.36 2 63.1 11.1 1 243-261 R.ARSSSLTPGIGGPDSMPPR.T WD:WU 0.89



Detailed Protein Report

1200 / 1431

Protein 974: epidermal growth factor receptor kinase substrate 8-like protein 3 isoform c [Homo 
sapiens]

Accession: gi|21071014 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.5
Database Date: 2015-11-30 pI: 8.7

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1644 1 711.3358 -24.02 3 49.3 11.1 1 44-62 R.VQGPEDALQKLFEMDAQGR.V



Detailed Protein Report

1201 / 1431

Protein 975: tyrosine 3-monooxygenase isoform b [Homo sapiens]
Accession: gi|88900503 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 55.6
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 5.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2777 1 964.4641 -76.93 3 63.1 11.1 2 281-306 K.ERTGFQLRPVAGLLSARDFLASLAFR.V



Detailed Protein Report

1202 / 1431

Protein 976: PREDICTED: V(D)J recombination-activating protein 1 isoform X1 [Homo sapiens]
Accession: gi|530395605 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 119.0
Database Date: 2015-11-30 pI: 9.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

692 1 648.3377 -44.07 2 37.5 11.1 2 487-497 K.MYRTVKAITGR.Q



Detailed Protein Report

1203 / 1431

Protein 977: receptor-type tyrosine-protein kinase FLT3 [Homo sapiens]
Accession: gi|121114304 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 112.8
Database Date: 2015-11-30 pI: 5.4
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1473 1 655.3406 24.71 2 46.8 11.1 2 645-655 K.MLKEKADSSER.E Oxidation: 1



Detailed Protein Report

1204 / 1431

Protein 978: PREDICTED: zinc finger protein 541 isoform X3 [Homo sapiens]
Accession: gi|530417371 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.9
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2278 1 1011.3645 -70.43 3 56.9 11.1 1 764-793 K.MDMCCAASPSQVAMASFSSAGPPADPSKSK.L Carbamidomethyl: 4; 
Oxidation: 14



Detailed Protein Report

1205 / 1431

Protein 979: epidermal growth factor receptor substrate 15-like 1 isoform 4 [Homo sapiens]
Accession: gi|385648259 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.4
Database Date: 2015-11-30 pI: 5.0

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

604 1 472.2410 -113.78 2 36.4 11.1 0 524-531 R.VQLETIIK.S



Detailed Protein Report

1206 / 1431

Protein 980: alpha-2,8-sialyltransferase 8F precursor [Homo sapiens]
Accession: gi|54234057 Score: 11.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1694 1 1131.2170 33.19 3 49.5 11.1 0 129-159 K.LASCCDAVQNFVVSQNNTPVGTNMSYEVESK.K Carbamidomethyl: 4



Detailed Protein Report

1207 / 1431

Protein 981: phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase TPTE2 isoform delta [Homo 
sapiens]

Accession: gi|213972593 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.4
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

89 1 879.2188 170.15 2 30.3 11.0 1 70-83 R.LIILIRIFHLLHQK.R



Detailed Protein Report

1208 / 1431

Protein 982: PREDICTED: tRNA-splicing endonuclease subunit Sen2 isoform X5 [Homo sapiens]
Accession: gi|530373218 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.4
Database Date: 2015-11-30 pI: 8.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2156 1 1030.0351 -91.45 3 55.5 11.0 1 180-208 K.SGGVGDPREPLGCLQEGSGCHPTTESFEK.S Carbamidomethyl: 13, 20



Detailed Protein Report

1209 / 1431

Protein 983: PREDICTED: phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit beta 
isoform isoform X3 [Homo sapiens]

Accession: gi|530374778 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.0
Database Date: 2015-11-30 pI: 7.1
Modification(s): Oxidation Sequence Coverage [%]: 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

2131 1 899.4303 1.31 2 55.0 11.0 0 292-306 K.MYEQEMIAIEAAINR.N Oxidation: 6



Detailed Protein Report

1210 / 1431

Protein 984: PREDICTED: hemicentin-2 isoform X1 [Homo sapiens]
Accession: gi|578796176 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 139.5
Database Date: 2015-11-30 pI: 7.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

423 1 718.2901 -107.80 3 34.3 11.0 2 1243-
1265

K.VGLRGSLPGTRGPAGSPGCGDGK.R Carbamidomethyl: 19



Detailed Protein Report

1211 / 1431

Protein 985: PREDICTED: uridine-cytidine kinase 1 isoform X2 [Homo sapiens]
Accession: gi|530427236 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.8
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 4.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

309 1 646.7814 -69.45 2 33.0 11.0 1 244-254 K.RSHLESSSRPH.-



Detailed Protein Report

1212 / 1431

Protein 986: lutropin-choriogonadotropic hormone receptor precursor [Homo sapiens]
Accession: gi|106067657 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.6
Database Date: 2015-11-30 pI: 9.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2554 1 836.1315 177.64 2 60.2 11.0 1 63-77 K.VIPSQAFRGLNEVIK.I



Detailed Protein Report

1213 / 1431

Protein 987: recombining binding protein suppressor of hairless-like protein isoform 2 [Homo 
sapiens]

Accession: gi|527122116 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 10.0
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

1915 1 655.2467 -63.21 2 52.6 11.0 0 25-35 R.SEMQLQSEADR.R Oxidation: 3



Detailed Protein Report

1214 / 1431

Protein 988: potassium voltage-gated channel subfamily H member 5 isoform 1 [Homo sapiens]
Accession: gi|22024390 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 111.8
Database Date: 2015-11-30 pI: 8.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2333 1 788.3805 -60.37 2 57.6 11.0 0 694-707 K.NEVTLSIPVDHPVR.K



Detailed Protein Report

1215 / 1431

Protein 989: PREDICTED: solute carrier organic anion transporter family member 2B1 isoform X1 
[Homo sapiens]

Accession: gi|578821116 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1287 1 882.4630 4.40 2 44.9 11.0 1 1-17 -.MGPRIGPAGEVPQVPDK.E Oxidation: 1



Detailed Protein Report

1216 / 1431

Protein 990: PREDICTED: serine/threonine-protein kinase ULK4 isoform X4 [Homo sapiens]
Accession: gi|530372727 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 100.6
Database Date: 2015-11-30 pI: 8.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1551 1 715.7619 64.52 3 48.1 11.0 0 411-429 R.ELIYTDSDLVVTPIIDNPK.I



Detailed Protein Report

1217 / 1431

Protein 991: arf-GAP domain and FG repeat-containing protein 1 isoform 4 [Homo sapiens]
Accession: gi|206597509 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.1
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2525 1 1044.1469 131.14 2 59.8 11.0 1 84-100 K.HGNEVCKQIWLGLFDDR.S Carbamidomethyl: 6



Detailed Protein Report

1218 / 1431

Protein 992: protein Jade-1 isoform 2 [Homo sapiens]
Accession: gi|19923609 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.3
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|566006111 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein Jade-1 isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

565 1 661.8568 62.79 2 35.5 11.0 0 311-321 R.WALVCSLCNEK.F Carbamidomethyl: 8



Detailed Protein Report

1219 / 1431

Protein 993: leucine-rich repeat and IQ domain-containing protein 4 [Homo sapiens]
Accession: gi|122937315 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.9
Database Date: 2015-11-30 pI: 9.3

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

Alias proteins:
Accession Name Description
gi|578807342 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: leucine-rich repeat and IQ domain-containing protein 4 
isoform X2 [Homo sapiens]

gi|530374547 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: leucine-rich repeat and IQ domain-containing protein 4 
isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2663 1 659.3506 -6.24 2 61.6 11.0 1 7-17 K.SVEHSPKIHQR.N



Detailed Protein Report

1220 / 1431

Protein 994: olfactory receptor 1L6 [Homo sapiens]
Accession: gi|256773201 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.2
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 5.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

970 1 945.9344 -88.68 2 40.9 11.0 1 161-176 R.VLLMSRLSFCASHIIK.H Carbamidomethyl: 10; 
Oxidation: 4



Detailed Protein Report

1221 / 1431

Protein 995: transmembrane protein 121 [Homo sapiens]
Accession: gi|13376888 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.8
Database Date: 2015-11-30 pI: 10.2

Sequence Coverage [%]: 8.5
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578826154 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: transmembrane protein 121 isoform X2 [Homo sapiens]

gi|530404697 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: transmembrane protein 121 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1526 1 1006.6420 60.28 3 47.8 11.0 1 112-138 K.ALTLLLSVCVPGLFLLLVALDRMEYVR.T



Detailed Protein Report

1222 / 1431

Protein 996: PREDICTED: 26S proteasome non-ATPase regulatory subunit 6 isoform X2 [Homo 
sapiens]

Accession: gi|530373467 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.0
Database Date: 2015-11-30 pI: 5.7

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

Quantitation
WD:WU Median: 0.73 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578806816 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  26S  proteasome  non-ATPase  regulatory  subunit  6  
isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1145 1 666.8366 -14.10 2 43.0 11.0 1 235-244 K.KDWLFAPHYR.Y WD:WU 0.73



Detailed Protein Report

1223 / 1431

Protein 997: late cornified envelope protein 1D [Homo sapiens]
Accession: gi|30387648 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.2
Database Date: 2015-11-30 pI: 12.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 26.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2178 1 1011.9998 -26.60 3 55.7 11.0 0 85-114 R.RPQSSDCCSQPSGGSSCCGGGSSQHSGGCC.- Carbamidomethyl: 7, 8, 17, 
18



Detailed Protein Report

1224 / 1431

Protein 998: N-acylneuraminate cytidylyltransferase [Homo sapiens]
Accession: gi|8923900 Score: 11.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.3
Database Date: 2015-11-30 pI: 9.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1229 1 945.6711 141.77 2 44.0 11.0 2 189-204 R.EVTEPLNLNPAKRPRR.Q



Detailed Protein Report

1225 / 1431

Protein 999: PREDICTED: phosphatidate phosphatase PPAPDC1A isoform X5 [Homo sapiens]
Accession: gi|578819062 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.5
Database Date: 2015-11-30 pI: 9.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1787 1 901.3035 -281.98 1 50.7 10.9 2 71-77 K.IIRRTDK.T



Detailed Protein Report

1226 / 1431

Protein 1000: neurensin-1 [Homo sapiens]
Accession: gi|189217874 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.5
Database Date: 2015-11-30 pI: 8.9

Sequence Coverage [%]: 6.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2762 1 625.3101 16.69 2 62.9 10.9 0 12-23 R.QAQAAAEGGYQR.Y



Detailed Protein Report

1227 / 1431

Protein 1001: 28S ribosomal protein S35, mitochondrial isoform 2 precursor [Homo sapiens]
Accession: gi|300068923 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.4
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1620 1 715.3707 94.57 3 49.0 10.9 1 128-145 K.DFCTEWPAALDSDEKCEK.H Carbamidomethyl: 16



Detailed Protein Report

1228 / 1431

Protein 1002: syntaphilin [Homo sapiens]
Accession: gi|38202246 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.5
Database Date: 2015-11-30 pI: 5.3

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

1925 1 899.3727 -21.77 2 52.7 10.9 0 27-44 R.DAYGTSSLSSSSNSGSYK.G



Detailed Protein Report

1229 / 1431

Protein 1003: ubiquitin-like protein 7 isoform a [Homo sapiens]
Accession: gi|14249682 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.5
Database Date: 2015-11-30 pI: 4.7

Sequence Coverage [%]: 5.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|557948089 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ubiquitin-like protein 7 isoform a [Homo sapiens]

gi|557947994 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ubiquitin-like protein 7 isoform a [Homo sapiens]

gi|41152107 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ubiquitin-like protein 7 isoform a [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2456 1 754.4649 115.07 3 59.0 10.9 0 72-91 K.DDQTLDFYGIQPGSTVHVLR.K



Detailed Protein Report

1230 / 1431

Protein 1004: disintegrin and metalloproteinase domain-containing protein 18 isoform 1 
preproprotein [Homo sapiens]

Accession: gi|7656861 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 82.8
Database Date: 2015-11-30 pI: 7.8
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2129 1 734.3188 -28.32 2 55.0 10.9 0 617-629 K.VHLMGYNCNATTK.C Oxidation: 4



Detailed Protein Report

1231 / 1431

Protein 1005: PREDICTED: voltage-dependent L-type calcium channel subunit beta-1 isoform X3 
[Homo sapiens]

Accession: gi|530412809 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.5
Database Date: 2015-11-30 pI: 5.4

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

1903 1 703.2558 -139.52 2 52.2 10.9 1 342-355 K.ARYCAEGGGPVLGR.N



Detailed Protein Report

1232 / 1431

Protein 1006: BEN domain-containing protein 4 isoform a [Homo sapiens]
Accession: gi|148762950 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.3
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2807 1 651.8564 50.52 2 63.5 10.9 1 439-450 K.RSVQSGETGPER.R



Detailed Protein Report

1233 / 1431

Protein 1007: tyrosine-protein kinase SYK isoform 2 [Homo sapiens]
Accession: gi|205277435 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.5
Database Date: 2015-11-30 pI: 7.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 2.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|293332611 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
tyrosine-protein kinase SYK isoform 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1105 1 653.6417 -205.60 2 42.1 10.9 1 565-576 K.GERMGCPAGCPR.E Carbamidomethyl: 10; 
Oxidation: 4



Detailed Protein Report

1234 / 1431

Protein 1008: zinc finger protein 211 isoform 6 [Homo sapiens]
Accession: gi|388240796 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.5
Database Date: 2015-11-30 pI: 10.3

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

Quantitation
WD:WU 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

221 1 592.1368 -233.25 2 31.9 10.9 1 166-175 K.SHHNWGKCSK.A WD:WU 0.61



Detailed Protein Report

1235 / 1431

Protein 1009: GRAM domain-containing protein 1B isoform 3 [Homo sapiens]
Accession: gi|557440793 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.0
Database Date: 2015-11-30 pI: 5.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

838 1 788.6916 -14.93 3 39.3 10.9 2 13-35 K.SPSTPEQGVQRSCSSQSGRSGGK.N Carbamidomethyl: 13



Detailed Protein Report

1236 / 1431

Protein 1010: ATP-dependent zinc metalloprotease YME1L1 isoform 4 [Homo sapiens]
Accession: gi|359718987 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.9
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

1920 1 600.5632 -124.56 3 52.7 10.9 0 28-44 K.NTSVSLSGVSVSQNQHR.D



Detailed Protein Report

1237 / 1431

Protein 1011: PREDICTED: multifunctional protein ADE2 isoform X1 [Homo sapiens]
Accession: gi|578808622 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.9
Database Date: 2015-11-30 pI: 9.2

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2231 1 734.3310 -85.49 2 56.2 10.9 2 348-360 K.AHEDEPVSKSLKK.S



Detailed Protein Report

1238 / 1431

Protein 1012: ubiquitin carboxyl-terminal hydrolase 48 isoform b [Homo sapiens]
Accession: gi|76257392 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.1
Database Date: 2015-11-30 pI: 6.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

120 1 679.7199 -180.53 2 30.8 10.9 2 400-411 R.KPKCGKGTHCSR.N Carbamidomethyl: 4



Detailed Protein Report

1239 / 1431

Protein 1013: sorting nexin-18 isoform b [Homo sapiens]
Accession: gi|157057543 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 68.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Oxidation Sequence Coverage [%]: 1.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1470 1 1022.6762 114.58 1 46.8 10.9 0 620-628 R.VPLMTVLSF.- Oxidation: 4



Detailed Protein Report

1240 / 1431

Protein 1014: PREDICTED: bromodomain adjacent to zinc finger domain protein 2B isoform X27 
[Homo sapiens]

Accession: gi|578804191 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 215.9
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 1.1

No. of unique Peptides: 1



Detailed Protein Report

1241 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1818 1 1273.0889 -96.81 2 51.1 10.9 2 1931-
1952

R.LQQSQMETGFVQLALLRQVVKL.- Oxidation: 6



Detailed Protein Report

1242 / 1431

Protein 1015: coiled-coil domain-containing protein 178 isoform 2 [Homo sapiens]
Accession: gi|157671917 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 97.5
Database Date: 2015-11-30 pI: 5.9

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

Quantitation
WD:WU Median: 2.25 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

253 1 559.2713 -28.25 2 31.9 10.9 2 152-160 K.RDEKCPELK.Q WD:WU 2.25



Detailed Protein Report

1243 / 1431

Protein 1016: PREDICTED: SH3 domain-containing RING finger protein 3 isoform X2 [Homo sapiens]
Accession: gi|578804249 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.9
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

447 1 705.2428 -148.77 2 34.1 10.9 1 493-503 R.VLEKCQDGWFK.G Carbamidomethyl: 5



Detailed Protein Report

1244 / 1431

Protein 1017: PREDICTED: tumor necrosis factor receptor superfamily member 3 isoform X3 [Homo 
sapiens]

Accession: gi|578822606 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.6
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 7.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2006 1 701.2886 -42.08 3 53.7 10.9 2 57-74 R.ICCSRCPPGTYVSAKCSR.I Carbamidomethyl: 2, 3, 6



Detailed Protein Report

1245 / 1431

Protein 1018: TFIIH basal transcription factor complex helicase XPD subunit isoform 2 [Homo 
sapiens]

Accession: gi|195947407 Score: 10.9
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 46.2
Database Date: 2015-11-30 pI: 9.7

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

Quantitation
WD:WU Median: 2.21 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1633 1 977.4534 -60.37 2 48.7 10.9 2 6-24 K.RTLDAKGHGVLEMPSGTGK.T WD:WU 2.21



Detailed Protein Report

1246 / 1431

Protein 1019: PREDICTED: ubiquitin carboxyl-terminal hydrolase 37 isoform X8 [Homo sapiens]
Accession: gi|530370695 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 83.2
Database Date: 2015-11-30 pI: 5.9

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

241 1 862.8312 -77.86 2 31.8 10.8 0 394-409 K.SSLALCLDSDSEDELK.R



Detailed Protein Report

1247 / 1431

Protein 1020: 60S ribosomal protein L23a [Homo sapiens]
Accession: gi|17105394 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.7
Database Date: 2015-11-30 pI: 10.9

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

2608 1 974.3100 -249.41 1 60.9 10.8 2 60-67 K.YPRKSAPR.R



Detailed Protein Report

1248 / 1431

Protein 1021: olfactory receptor 6T1 [Homo sapiens]
Accession: gi|52353278 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 36.3
Database Date: 2015-11-30 pI: 10.4

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

1150 1 977.4905 -24.45 2 43.1 10.8 1 180-196 R.DSWPLLRLSCGDTHLLK.L



Detailed Protein Report

1249 / 1431

Protein 1022: platelet-derived growth factor D isoform 2 precursor [Homo sapiens]
Accession: gi|15451921 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 42.1
Database Date: 2015-11-30 pI: 9.4

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2901 1 682.8331 -42.36 2 65.0 10.8 1 270-280 R.NYSVNIREELK.L



Detailed Protein Report

1250 / 1431

Protein 1023: uncharacterized protein C17orf80 isoform d [Homo sapiens]
Accession: gi|571026655 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 60.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

555 1 712.9189 120.57 2 35.4 10.8 0 389-401 K.AEAQNHNCVPDVK.A



Detailed Protein Report

1251 / 1431

Protein 1024: protein GUCD1 isoform d [Homo sapiens]
Accession: gi|50845407 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.2
Database Date: 2015-11-30 pI: 6.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.8

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.56 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

227 1 782.3496 -107.19 2 32.0 10.8 2 121-134 K.ACKVLVEKCTVSVK.D Carbamidomethyl: 9 WD:WU 1.56



Detailed Protein Report

1252 / 1431

Protein 1025: E3 ubiquitin-protein ligase RNF103 isoform 2 [Homo sapiens]
Accession: gi|312147324 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 78.6
Database Date: 2015-11-30 pI: 5.5
Modification(s): Oxidation Sequence Coverage [%]: 2.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2911 1 840.9107 -41.30 2 65.2 10.8 1 167-182 R.STLIMSVPQTSTSKGK.V Oxidation: 5



Detailed Protein Report

1253 / 1431

Protein 1026: G patch domain-containing protein 3 [Homo sapiens]
Accession: gi|205277458 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.3
Database Date: 2015-11-30 pI: 4.8
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.65 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1493 1 705.9667 -4.88 3 47.0 10.8 1 506-525 R.TDMAFVRGSSCASDSPSLPD.- Carbamidomethyl: 11; 
Oxidation: 3

WD:WU 0.65



Detailed Protein Report

1254 / 1431

Protein 1027: PREDICTED: probable E3 ubiquitin-protein ligase TRIML1 isoform X2 [Homo sapiens]
Accession: gi|578809099 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.2
Database Date: 2015-11-30 pI: 5.0
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

2309 1 1131.1776 102.92 2 57.3 10.8 0 72-91 R.SEPLLLQCPEATTTELSLCR.I Carbamidomethyl: 8



Detailed Protein Report

1255 / 1431

Protein 1028: PREDICTED: serine/threonine-protein kinase TAO3 isoform X4 [Homo sapiens]
Accession: gi|578823854 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 101.7
Database Date: 2015-11-30 pI: 7.3

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

2240 1 927.9733 43.59 2 56.5 10.8 1 652-666 K.EMEHAMLIRHDESTR.E



Detailed Protein Report

1256 / 1431

Protein 1029: septin-9 isoform f [Homo sapiens]
Accession: gi|164698504 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.5
Database Date: 2015-11-30 pI: 7.8

Sequence Coverage [%]: 3.6
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578830273 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: septin-9 isoform X7 [Homo sapiens]

gi|530411385 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: septin-9 isoform X5 [Homo sapiens]

gi|530411383 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: septin-9 isoform X4 [Homo sapiens]

gi|530411381 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: septin-9 isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2038 1 719.7894 -86.50 2 53.9 10.8 0 299-310 K.DITSSIHFEAYR.V



Detailed Protein Report

1257 / 1431

Protein 1030: decorin isoform c precursor [Homo sapiens]
Accession: gi|19743850 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.3
Database Date: 2015-11-30 pI: 6.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2807 1 639.3549 -23.37 2 63.7 10.8 1 134-145 K.LTRVPGGLAEHK.Y



Detailed Protein Report

1258 / 1431

Protein 1031: PREDICTED: uncharacterized protein LOC102724921 [Homo sapiens]
Accession: gi|578803401 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.1
Database Date: 2015-11-30 pI: 9.5

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

Alias proteins:
Accession Name Description
gi|578843117 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC102724921  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1540 1 949.6512 148.55 2 48.0 10.8 2 57-71 K.KIQKLTDPQWEENLR.M



Detailed Protein Report

1259 / 1431

Protein 1032: PREDICTED: uncharacterized protein LOC101928352 [Homo sapiens]
Accession: gi|578796908 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.9
Database Date: 2015-11-30 pI: 11.8
Modification(s): Oxidation Sequence Coverage [%]: 13.0

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578845616 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  uncharacterized  protein  LOC101928352  [Homo  
sapiens]

gi|578826487 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  uncharacterized  protein  LOC101928352  [Homo  
sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2465 1 938.4759 3.50 3 59.1 10.8 0 128-158 R.GINPCGAGGGAGLTQALVGQMAPATTGTLGR.L Oxidation: 21



Detailed Protein Report

1260 / 1431

Protein 1033: PREDICTED: brain mitochondrial carrier protein 1 isoform X8 [Homo sapiens]
Accession: gi|578838760 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.3
Database Date: 2015-11-30 pI: 10.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 8.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

867 1 631.1419 -155.18 3 39.3 10.8 0 192-209 R.HQGSVEGCGSNCSACCHR.C Carbamidomethyl: 16



Detailed Protein Report

1261 / 1431

Protein 1034: coiled-coil domain-containing protein 171 [Homo sapiens]
Accession: gi|38348729 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 152.7
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

945 1 491.8025 115.71 2 40.6 10.8 0 461-468 R.TLTDYQNK.L



Detailed Protein Report

1262 / 1431

Protein 1035: mitochondrial dynamic protein MID49 isoform 3 [Homo sapiens]
Accession: gi|222080060 Score: 10.8
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.5
Database Date: 2015-11-30 pI: 10.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

773 1 450.7679 13.60 2 38.5 10.8 1 153-160 R.AWGAALRR.A



Detailed Protein Report

1263 / 1431

Protein 1036: bcl-2-like protein 12 isoform 2 [Homo sapiens]
Accession: gi|542133130 Score: 10.8
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

256 1 846.3810 3.99 2 32.0 10.8 1 158-176 R.EGSHTAEAGGPAGGGGRSH.-



Detailed Protein Report

1264 / 1431

Protein 1037: PREDICTED: PR domain zinc finger protein 1 isoform X1 [Homo sapiens]
Accession: gi|530383954 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 73.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.25 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1153 2 598.6557 -197.29 2 42.7 10.7 0 129-138 R.GSPEMPFYPR.V Oxidation: 5 WD:WU 1.25



Detailed Protein Report

1265 / 1431

Protein 1038: DNA-binding protein RFX5 [Homo sapiens]
Accession: gi|4557843 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 65.3
Database Date: 2015-11-30 pI: 10.0

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

Quantitation
WD:WU Median: 0.69 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530365212 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: DNA-binding protein RFX5 isoform X2 [Homo sapiens]

gi|530365210 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: DNA-binding protein RFX5 isoform X1 [Homo sapiens]

gi|71040090 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

DNA-binding protein RFX5 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

905 1 654.8549 64.59 2 40.1 10.7 0 416-428 R.EVGIGGDQGPHDK.G WD:WU 0.69



Detailed Protein Report

1266 / 1431

Protein 1039: PREDICTED: LOW QUALITY PROTEIN: putative speedy protein E8-like [Homo sapiens]
Accession: gi|578844233 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.6
Database Date: 2015-11-30 pI: 6.5

Sequence Coverage [%]: 9.0
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1521 1 671.4152 79.35 3 47.7 10.7 2 6-21 R.RRVSLVLPEYYEAFNR.L



Detailed Protein Report

1267 / 1431

Protein 1040: PREDICTED: X-linked retinitis pigmentosa GTPase regulator isoform X1 [Homo 
sapiens]

Accession: gi|530421509 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 77.8
Database Date: 2015-11-30 pI: 5.1

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

2271 1 666.3126 -102.24 2 56.7 10.7 0 222-233 K.LGLPNQLLGNHR.T



Detailed Protein Report

1268 / 1431

Protein 1041: zinc finger protein 93 [Homo sapiens]
Accession: gi|38708324 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 70.9
Database Date: 2015-11-30 pI: 10.3

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

645 1 512.6921 -185.63 2 36.9 10.7 0 237-246 K.AFIASSTLSK.H



Detailed Protein Report

1269 / 1431

Protein 1042: zinc finger protein 506 isoform 2 [Homo sapiens]
Accession: gi|224028219 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.0
Database Date: 2015-11-30 pI: 10.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2642 1 685.3766 32.71 2 61.3 10.7 0 233-244 K.AFNHPATLFSHK.K



Detailed Protein Report

1270 / 1431

Protein 1043: PREDICTED: microtubule-associated serine/threonine-protein kinase 4 isoform X12 
[Homo sapiens]

Accession: gi|578810348 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 247.6
Database Date: 2015-11-30 pI: 9.5

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



Detailed Protein Report

1271 / 1431



Detailed Protein Report

1272 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2513 1 694.6522 -36.12 3 59.7 10.7 0 1135-
1153

R.EAPLQSLDENVCDVPPLSR.A



Detailed Protein Report

1273 / 1431

Protein 1044: uncharacterized protein C15orf65 [Homo sapiens]
Accession: gi|311771669 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.8
Database Date: 2015-11-30 pI: 9.5

Sequence Coverage [%]: 10.7
No. of unique Peptides: 1

Quantitation
WD:WU 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

835 1 706.2186 -146.50 2 38.8 10.7 1 9-21 K.KSTSPSNSDTEMK.S WD:WU 1.37



Detailed Protein Report

1274 / 1431

Protein 1045: PREDICTED: otoferlin isoform X1 [Homo sapiens]
Accession: gi|530368284 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 225.9
Database Date: 2015-11-30 pI: 5.3

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



Detailed Protein Report

1275 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1207 1 984.1444 151.03 2 43.4 10.7 0 542-559 K.GFLPTLGPAWVNMYGSTR.N



Detailed Protein Report

1276 / 1431

Protein 1046: PREDICTED: protein unc-80 homolog isoform X8 [Homo sapiens]
Accession: gi|578804137 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 278.5
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

1277 / 1431



Detailed Protein Report

1278 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2444 1 754.6487 -64.65 3 58.8 10.7 2 981-1001 K.RSEAGSIVDKGQVSSAPEECR.S Carbamidomethyl: 20



Detailed Protein Report

1279 / 1431

Protein 1047: mediator of RNA polymerase II transcription subunit 23 isoform c [Homo sapiens]
Accession: gi|395455064 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 155.5
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2623 1 964.2392 -292.20 1 61.1 10.7 1 898-905 R.NRVSDFVK.E



Detailed Protein Report

1280 / 1431

Protein 1048: A-kinase anchor protein 6 [Homo sapiens]
Accession: gi|21493045 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 256.6
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.61 CV: 0.00 % No. of Peptides: 1



Detailed Protein Report

1281 / 1431



Detailed Protein Report

1282 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1101 1 628.3123 5.90 2 42.5 10.7 2 485-494 R.LNDCYKEKSR.L WD:WU 0.61



Detailed Protein Report

1283 / 1431

Protein 1049: translational activator of cytochrome c oxidase 1 [Homo sapiens]
Accession: gi|27545315 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.5
Database Date: 2015-11-30 pI: 9.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

430 1 706.0114 144.80 2 33.9 10.7 2 12-25 R.AAARCLLARGPGVR.A



Detailed Protein Report

1284 / 1431

Protein 1050: cyclin-I2 isoform 2 [Homo sapiens]
Accession: gi|89886237 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 40.6
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2391 1 872.9472 -14.49 2 58.3 10.7 1 319-333 R.LMPGWCAPISDLLKK.A Carbamidomethyl: 6; 
Oxidation: 2



Detailed Protein Report

1285 / 1431

Protein 1051: fibroblast growth factor 13 isoform 1 [Homo sapiens]
Accession: gi|4758366 Score: 10.7
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.5
Database Date: 2015-11-30 pI: 10.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2152 1 698.2417 -140.23 2 55.3 10.7 2 22-35 K.SNACKCVSSPSKGK.T



Detailed Protein Report

1286 / 1431

Protein 1052: putative uncharacterized protein C15orf56 [Homo sapiens]
Accession: gi|90017700 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.0
Database Date: 2015-11-30 pI: 12.8

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

2360 1 682.7875 -99.01 2 57.9 10.6 1 4-18 R.AGRAPAEGGPAPGTR.S



Detailed Protein Report

1287 / 1431

Protein 1053: protein phosphatase 1 regulatory subunit 12B isoform f [Homo sapiens]
Accession: gi|268607514 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 43.2
Database Date: 2015-11-30 pI: 4.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1674 1 900.4535 -28.47 2 49.3 10.6 2 201-215 R.QWLNSGKIEDVRQAR.S



Detailed Protein Report

1288 / 1431

Protein 1054: PREDICTED: uncharacterized protein LOC102724147 [Homo sapiens]
Accession: gi|578824644 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.4
Database Date: 2015-11-30 pI: 11.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2833 1 616.3620 86.61 2 64.0 10.6 2 302-312 R.EPEGKEVGRCK.S



Detailed Protein Report

1289 / 1431

Protein 1055: neuralized-like protein 4 isoform 2 [Homo sapiens]
Accession: gi|53829368 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 166.6
Database Date: 2015-11-30 pI: 5.5

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

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

K.NILLSNGNRTATR.V



Detailed Protein Report

1290 / 1431

Protein 1056: cadherin-15 preproprotein [Homo sapiens]
Accession: gi|4826669 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.9
Database Date: 2015-11-30 pI: 4.7

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

Quantitation
WD:WU 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

851 1 578.2825 -67.04 3 39.0 10.6 1 45-59 R.RAWVIPPISVSENHK.R WD:WU 0.69



Detailed Protein Report
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Protein 1057: ankyrin-2 isoform 1 [Homo sapiens]
Accession: gi|52426735 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 433.4
Database Date: 2015-11-30 pI: 4.9

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

Quantitation
WD:WU 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

1579 1 993.5096 20.62 2 48.1 10.6 1 3371-
3389

K.TVAPQGQDMASIAPDNRSK.S WD:WU 1.07



Detailed Protein Report
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Protein 1058: ATPase ASNA1 [Homo sapiens]
Accession: gi|50428938 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.8
Database Date: 2015-11-30 pI: 4.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1356 1 699.4617 171.51 2 45.3 10.6 0 51-63 K.TTCSCSLAVQLSK.G Carbamidomethyl: 5



Detailed Protein Report
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Protein 1059: programmed cell death 6-interacting protein isoform 1 [Homo sapiens]
Accession: gi|22027538 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 96.0
Database Date: 2015-11-30 pI: 6.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

636 1 712.9230 75.22 2 36.8 10.6 2 691-702 K.CSDIVFARKTER.D



Detailed Protein Report
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Protein 1060: PREDICTED: inositol hexakisphosphate and diphosphoinositol-pentakisphosphate 
kinase 1-like [Homo sapiens]

Accession: gi|578798047 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 90.7
Database Date: 2015-11-30 pI: 7.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2855 1 626.8538 4.88 2 64.4 10.6 1 51-61 R.CVIAIIRHGDR.T



Detailed Protein Report
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Protein 1061: lengsin isoform a [Homo sapiens]
Accession: gi|221307485 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 57.2
Database Date: 2015-11-30 pI: 5.9
Modification(s): Oxidation Sequence Coverage [%]: 3.5

No. of unique Peptides: 1
Quantitation
WD:WU 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

109 1 981.4823 13.57 2 30.3 10.6 1 326-343 K.NMFCSTSGTEQLTITGKK.W Oxidation: 2 WD:WU 0.66



Detailed Protein Report

1298 / 1431

Protein 1062: DEP domain-containing protein 5 isoform 2 [Homo sapiens]
Accession: gi|55749924 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 63.7
Database Date: 2015-11-30 pI: 7.2

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.24 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

853 1 866.9126 5.90 2 39.1 10.6 2 244-256 R.QDHKGRFYEDFYK.V WD:WU 1.24



Detailed Protein Report
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Protein 1063: PREDICTED: spectrin beta chain, non-erythrocytic 4 isoform X1 [Homo sapiens]
Accession: gi|578834710 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 270.1
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.4
No. of unique Peptides: 1



Detailed Protein Report

1300 / 1431



Detailed Protein Report

1301 / 1431

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1037 2 530.6333 -249.62 2 41.3 10.6 2 2383-
2392

R.EGGDRRASGR.R



Detailed Protein Report
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Protein 1064: PREDICTED: N-alpha-acetyltransferase 35, NatC auxiliary subunit isoform X4 [Homo 
sapiens]

Accession: gi|530391404 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 66.0
Database Date: 2015-11-30 pI: 9.7
Modification(s): Oxidation Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2314 1 1023.8450 11.53 3 57.4 10.6 1 464-489 R.FAPFNSVMTPPPVHYLQFKEMSDLNK.Y Oxidation: 8, 21



Detailed Protein Report

1303 / 1431

Protein 1065: SKI family transcriptional corepressor 1 [Homo sapiens]
Accession: gi|384407369 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 93.7
Database Date: 2015-11-30 pI: 8.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1961 1 599.9124 -123.71 3 52.9 10.6 2 38-55 R.GVGTQEGKGTIPGSPREK.R



Detailed Protein Report
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Protein 1066: lysosomal-associated transmembrane protein 4A [Homo sapiens]
Accession: gi|7661916 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 26.8
Database Date: 2015-11-30 pI: 6.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.4

No. of unique Peptides: 1
Quantitation
WD:WU 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

574 1 469.1409 -54.78 2 36.0 10.6 0 19-26 R.CCGCCHVR.T Carbamidomethyl: 1 WD:WU 0.77



Detailed Protein Report
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Protein 1067: 39S ribosomal protein L12, mitochondrial [Homo sapiens]
Accession: gi|27436901 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 6.1

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.17 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1189 1 736.3734 21.42 2 43.5 10.6 1 27-38 R.QVPCVCAVRHMR.S Carbamidomethyl: 4; 
Oxidation: 11

WD:WU 1.17



Detailed Protein Report
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Protein 1068: PREDICTED: brefeldin A-inhibited guanine nucleotide-exchange protein 3 isoform X1 
[Homo sapiens]

Accession: gi|578812850 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 232.7
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



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

912 1 679.3350 -108.10 2 40.2 10.6 2 1114-
1125

R.LGNAMLRIVRSK.A



Detailed Protein Report
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Protein 1069: kinesin-like protein KIF2B [Homo sapiens]
Accession: gi|145275216 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.2
Database Date: 2015-11-30 pI: 9.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

167 1 579.2618 -95.79 2 31.3 10.6 1 464-473 K.RQLEGAEINK.S



Detailed Protein Report
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Protein 1070: collagen alpha-1(XIX) chain precursor [Homo sapiens]
Accession: gi|47778921 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 115.1
Database Date: 2015-11-30 pI: 9.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1829 1 1074.5529 -12.84 3 51.5 10.6 1 412-444 R.GKTGPPGKPGPPGPPGPPGIQGIHQTLGGYYNK.D



Detailed Protein Report
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Protein 1071: tumor suppressor candidate gene 1 protein [Homo sapiens]
Accession: gi|51944974 Score: 10.6
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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1610 1 853.3997 39.87 2 48.5 10.6 2 14-31 R.RGSCCGGDGAADGRGPGR.S Carbamidomethyl: 4



Detailed Protein Report
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Protein 1072: PREDICTED: glycine--tRNA ligase isoform X1 [Homo sapiens]
Accession: gi|578813403 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 69.9
Database Date: 2015-11-30 pI: 5.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1178 1 660.7641 128.35 3 43.0 10.6 2 85-101 K.NGECFRADHLLKAHLQK.L



Detailed Protein Report
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Protein 1073: glutamyl aminopeptidase [Homo sapiens]
Accession: gi|132814467 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 109.2
Database Date: 2015-11-30 pI: 5.2

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

Quantitation
WD:WU Median: 0.14 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

793 1 709.9203 61.50 2 38.3 10.6 0 541-553 R.QMGYPVLNVNGVK.N WD:WU 0.14



Detailed Protein Report

1314 / 1431

Protein 1074: C-type lectin domain family 2 member L [Homo sapiens]
Accession: gi|168229214 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 23.9
Database Date: 2015-11-30 pI: 7.7

Sequence Coverage [%]: 6.1
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2753 1 701.4057 117.54 2 62.8 10.6 1 47-59 R.RSGSGYEGSTSWK.A



Detailed Protein Report
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Protein 1075: transmembrane channel-like protein 1 [Homo sapiens]
Accession: gi|21071070 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 87.7
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

962 1 529.1944 -206.45 2 40.8 10.6 1 722-731 K.GQKAANLDLK.K



Detailed Protein Report
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Protein 1076: PREDICTED: ATP-binding cassette sub-family A member 9 isoform X4 [Homo sapiens]
Accession: gi|530411334 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 163.3
Database Date: 2015-11-30 pI: 8.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

882 1 470.6496 -174.02 2 39.4 10.6 0 979-986 R.FSIACNTK.R Carbamidomethyl: 5



Detailed Protein Report
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Protein 1077: probable ATP-dependent RNA helicase DHX35 isoform 2 [Homo sapiens]
Accession: gi|299829255 Score: 10.6
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.4
Database Date: 2015-11-30 pI: 9.5
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

2138 1 863.8534 -89.53 2 55.3 10.6 0 281-295 R.VLPMYAGLPSFEQMK.V Oxidation: 4



Detailed Protein Report
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Protein 1078: matrix-remodeling-associated protein 5 precursor [Homo sapiens]
Accession: gi|139948432 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 312.0
Database Date: 2015-11-30 pI: 9.3

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



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2644 1 1175.1326 48.53 2 61.3 10.5 1 2597-
2619

K.ADGMLHISGLSSVDAGAYRCVAR.N



Detailed Protein Report
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Protein 1079: lysine-specific demethylase 5A [Homo sapiens]
Accession: gi|110618244 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 192.0
Database Date: 2015-11-30 pI: 6.1

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1038 1 530.7671 -21.17 2 41.7 10.5 2 259-266 K.EDEVTRRR.K



Detailed Protein Report

1322 / 1431

Protein 1080: calcium-activated potassium channel subunit alpha-1 isoform c [Homo sapiens]
Accession: gi|238624130 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 137.5
Database Date: 2015-11-30 pI: 6.7
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.9

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2635 1 644.1226 -193.67 2 61.2 10.5 1 717-727 R.SERDCSCMSGR.V Carbamidomethyl: 5



Detailed Protein Report
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Protein 1081: sterile alpha motif domain-containing protein 9-like [Homo sapiens]
Accession: gi|51339291 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 184.4
Database Date: 2015-11-30 pI: 9.0

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

Alias proteins:
Accession Name Description
gi|578814011 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X6 [Homo sapiens]

gi|578814009 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X5 [Homo sapiens]

gi|578814007 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X4 [Homo sapiens]

gi|530385585 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X3 [Homo sapiens]

gi|530385581 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED:  sterile  alpha  motif  domain-containing  protein  9-like  
isoform X1 [Homo sapiens]



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

372 1 699.2836 -142.88 3 33.3 10.5 1 718-735 K.LKDLIHCWAESPKPIFAK.I



Detailed Protein Report
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Protein 1082: cyclic nucleotide-gated olfactory channel [Homo sapiens]
Accession: gi|42718011 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.0
Database Date: 2015-11-30 pI: 5.8
Modification(s): Oxidation Sequence Coverage [%]: 2.1

No. of unique Peptides: 1
Quantitation
WD:WU 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

1498 1 798.9215 3.49 2 47.5 10.5 2 485-498 K.GDIGKEMYIIKEGK.L Oxidation: 7 WD:WU 0.79



Detailed Protein Report
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Protein 1083: tripartite motif-containing protein 46 isoform 4 [Homo sapiens]
Accession: gi|375298680 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.8
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 3.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1373 1 926.7345 -26.95 3 45.9 10.5 2 5-28 K.GNGLTSMKNMEKELLCPVCQEMYK.Q Oxidation: 10, 22



Detailed Protein Report

1327 / 1431

Protein 1084: endogenous Bornavirus-like nucleoprotein 2 [Homo sapiens]
Accession: gi|40538806 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.4
Database Date: 2015-11-30 pI: 10.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

737 1 729.1287 119.14 3 38.0 10.5 2 161-179 R.GTPYASRFKDMPNFIALEK.S



Detailed Protein Report
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Protein 1085: fatty acid-binding protein 9 [Homo sapiens]
Accession: gi|122937490 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.1
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 10.6

No. of unique Peptides: 1
Quantitation
WD:WU 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

643 1 820.5020 122.11 2 36.9 10.5 1 114-127 K.MVVECKMNNIVSTR.I Oxidation: 1 WD:WU 0.85



Detailed Protein Report
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Protein 1086: amyloid protein-binding protein 2 isoform 2 [Homo sapiens]
Accession: gi|541862246 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.5
Database Date: 2015-11-30 pI: 6.6

Sequence Coverage [%]: 3.5
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1368 1 1022.5418 -38.43 2 45.9 10.5 1 331-348 R.LLQEAHDLHLSSLQLAKK.A



Detailed Protein Report
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Protein 1087: kinesin-like protein KIF18A [Homo sapiens]
Accession: gi|148612831 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.2
Database Date: 2015-11-30 pI: 9.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1967 1 618.9198 -133.11 3 53.3 10.5 1 169-185 R.DLLVNSGPLAVREDTQK.G



Detailed Protein Report
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Protein 1088: transcription factor Sp8 isoform 2 [Homo sapiens]
Accession: gi|39812501 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 48.6
Database Date: 2015-11-30 pI: 10.2
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2670 1 980.4483 58.67 2 61.7 10.5 1 326-342 R.YSGRATCDCPNCQEAER.L Carbamidomethyl: 12



Detailed Protein Report
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Protein 1089: PREDICTED: GDP-mannose 4,6 dehydratase isoform X1 [Homo sapiens]
Accession: gi|578811609 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.3
Database Date: 2015-11-30 pI: 9.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1480 1 428.0689 -309.31 2 46.9 10.5 0 57-64 R.SSSFNTGR.I



Detailed Protein Report
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Protein 1090: dual specificity tyrosine-phosphorylation-regulated kinase 2 isoform 1 [Homo sapiens]
Accession: gi|4503427 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.7
Database Date: 2015-11-30 pI: 10.2
Modification(s): Oxidation Sequence Coverage [%]: 3.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

959 1 546.7312 -52.04 4 40.3 10.5 2 69-88 K.SMEGMGKVKATPMTPEQAMK.Q Oxidation: 2, 5



Detailed Protein Report
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Protein 1091: PREDICTED: nuclear distribution protein nudE homolog 1 isoform X9 [Homo sapiens]
Accession: gi|578828131 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.7
Database Date: 2015-11-30 pI: 5.2

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

Alias proteins:
Accession Name Description
gi|578840026 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: nuclear distribution protein nudE homolog 1 isoform X3 
[Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2463 1 973.4886 -46.60 2 59.1 10.5 2 2-18 M.NTAFPVTGWASRKEILR.H



Detailed Protein Report
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Protein 1092: PREDICTED: src substrate cortactin isoform X2 [Homo sapiens]
Accession: gi|578821165 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.2
Database Date: 2015-11-30 pI: 6.6

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

2947 1 694.8617 -0.54 2 65.6 10.5 1 256-266 K.LQLHESQKDYK.T



Detailed Protein Report
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Protein 1093: kinetochore-associated protein 1 [Homo sapiens]
Accession: gi|7661960 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 250.6
Database Date: 2015-11-30 pI: 5.6

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

Quantitation
WD:WU Median: 0.88 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578824490 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  kinetochore-associated  protein  1  isoform  X1  [Homo  
sapiens]



Detailed Protein Report
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Cmpd. No. of m/z meas. Δ m/z z Rt Score P Range Sequence Modification Ratios



Detailed Protein Report

1338 / 1431

Cmpds. [ppm] [min]

1494 1 981.9243 -80.41 2 47.0 10.5 2 128-143 K.ANDENRRTYQNLVIEK.D WD:WU 0.88



Detailed Protein Report
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Protein 1094: PREDICTED: caspase recruitment domain-containing protein 8 isoform X17 [Homo 
sapiens]

Accession: gi|578834172 Score: 10.5
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 39.4
Database Date: 2015-11-30 pI: 4.4

Sequence Coverage [%]: 5.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1515 1 735.1472 95.61 3 47.7 10.5 1 332-350 K.FHLYLVPSDALLTKWISSL.-



Detailed Protein Report
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Protein 1095: PREDICTED: probable E3 ubiquitin-protein ligase HERC4 isoform X2 [Homo sapiens]
Accession: gi|578819226 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 104.8
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.7
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

605 1 625.2922 -61.03 3 36.4 10.4 0 470-485 K.LIQPDHPQISQQVNEK.M



Detailed Protein Report
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Protein 1096: PREDICTED: filamin-B isoform X7 [Homo sapiens]
Accession: gi|578805877 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 225.9
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.88 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

224 1 575.6716 -248.03 2 31.6 10.4 0 1136-
1147

K.VVASGPGLEHGK.V WD:WU 0.88



Detailed Protein Report
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Protein 1097: spermatogenesis-associated protein 2 [Homo sapiens]
Accession: gi|5174487 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 58.4
Database Date: 2015-11-30 pI: 9.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578836253 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  spermatogenesis-associated  protein  2  isoform  X1  
[Homo sapiens]

gi|209413749 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

spermatogenesis-associated protein 2 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1652 1 865.4599 50.67 2 49.4 10.4 0 171-184 K.VECEQMLEIHSQVK.D Carbamidomethyl: 3



Detailed Protein Report
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Protein 1098: mastermind-like protein 2 [Homo sapiens]
Accession: gi|33286444 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 125.1
Database Date: 2015-11-30 pI: 10.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1853 1 1057.5056 -4.32 2 51.8 10.4 2 44-60 R.IAVCRQHHLSCEGRYER.G Carbamidomethyl: 11



Detailed Protein Report
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Protein 1099: long-chain-fatty-acid--CoA ligase ACSBG2 isoform c [Homo sapiens]
Accession: gi|574584663 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.5
Database Date: 2015-11-30 pI: 9.3
Modification(s): Oxidation Sequence Coverage [%]: 2.7

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2122 1 757.2736 -37.46 2 55.1 10.4 0 374-386 K.CEMNQMSGEPLDK.L Oxidation: 3, 6



Detailed Protein Report
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Protein 1100: PREDICTED: serine/threonine-protein kinase tousled-like 1 isoform X3 [Homo sapiens]
Accession: gi|578805282 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.8
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1076 1 540.6516 -238.63 2 41.7 10.4 1 267-275 R.LNKCISMSK.K Carbamidomethyl: 4



Detailed Protein Report
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Protein 1101: PREDICTED: interleukin-4 receptor subunit alpha isoform X6 [Homo sapiens]
Accession: gi|578828546 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 53.7
Database Date: 2015-11-30 pI: 4.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 5.1

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1710 1 900.2977 -32.09 3 49.7 10.4 0 409-434 K.QCHGQEDGGQTPVMASPCCGCCCGDR.S Carbamidomethyl: 19



Detailed Protein Report
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Protein 1102: PREDICTED: zinc finger protein 558 isoform X2 [Homo sapiens]
Accession: gi|530414534 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.9
Database Date: 2015-11-30 pI: 10.5

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2266 1 863.8501 -160.21 2 56.8 10.4 1 15-29 R.VNKPSLISQLEQDKK.V



Detailed Protein Report
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Protein 1103: dickkopf-related protein 2 precursor [Homo sapiens]
Accession: gi|7657023 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 28.4
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 4.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2021 1 719.7845 12.19 2 53.9 10.4 1 110-121 R.CHRDGMCCPSTR.C Carbamidomethyl: 7; 
Oxidation: 6



Detailed Protein Report
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Protein 1104: secretin preproprotein [Homo sapiens]
Accession: gi|11345450 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.0
Database Date: 2015-11-30 pI: 12.0
Modification(s): Oxidation Sequence Coverage [%]: 10.7

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.93 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

918 1 770.6818 -179.60 2 39.9 10.4 0 58-70 R.SEQDAENSMAWTR.L Oxidation: 9 WD:WU 0.93



Detailed Protein Report
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Protein 1105: SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily 
E member 1-related [Homo sapiens]

Accession: gi|83715964 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.8
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 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

318 1 591.7318 -78.66 2 33.1 10.4 1 145-153 K.MCTEKIQEK.K Carbamidomethyl: 2; 
Oxidation: 1



Detailed Protein Report
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Protein 1106: PREDICTED: zinc finger CCHC domain-containing protein 9-like [Homo sapiens]
Accession: gi|530410856 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.5
Database Date: 2015-11-30 pI: 9.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 6.2

No. of unique Peptides: 1
Quantitation
WD:WU 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

492 1 689.6601 -214.61 2 35.1 10.4 1 84-95 K.CGSTDHEITKCK.A Carbamidomethyl: 1 WD:WU 0.91



Detailed Protein Report
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Protein 1107: CD27 antigen precursor [Homo sapiens]
Accession: gi|4507587 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.1
Database Date: 2015-11-30 pI: 9.6
Modification(s): Carbamidomethyl Sequence Coverage [%]: 10.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1812 1 1045.8095 11.98 3 51.0 10.4 1 58-85 R.KAAQCDPCIPGVSFSPDHHTRPHCESCR.H Carbamidomethyl: 8



Detailed Protein Report
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Protein 1108: TCR gamma alternate reading frame protein isoform 2 [Homo sapiens]
Accession: gi|51702238 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 12.8
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 12.6

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.79 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578813513 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  TCR  gamma  alternate  reading  frame  protein  isoform  
X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

71 1 857.9091 -53.04 2 30.1 10.4 0 87-100 K.SVVYFAIITCCLLR.R Carbamidomethyl: 10, 11 WD:WU 0.79



Detailed Protein Report
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Protein 1109: PREDICTED: uncharacterized protein C9orf173 isoform X2 [Homo sapiens]
Accession: gi|578817480 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 38.0
Database Date: 2015-11-30 pI: 12.0

Sequence Coverage [%]: 3.4
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.93 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

815 1 647.8146 -7.85 2 39.0 10.4 2 147-158 K.SKSFRGCHSASK.T WD:WU 0.93



Detailed Protein Report
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Protein 1110: upstream stimulatory factor 1 isoform 2 [Homo sapiens]
Accession: gi|46877102 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 27.4
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 4.0
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.68 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

829 1 647.8199 -30.73 2 39.2 10.4 2 142-151 R.RAQHNEVERR.R WD:WU 0.68



Detailed Protein Report
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Protein 1111: PREDICTED: potassium channel subfamily T member 2 isoform X3 [Homo sapiens]
Accession: gi|578800878 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 85.7
Database Date: 2015-11-30 pI: 7.3

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Quantitation
WD:WU 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

2058 1 766.2651 -167.59 2 54.3 10.4 1 1-12 -.MFSRQDHQTILR.A WD:WU 0.91



Detailed Protein Report
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Protein 1112: PREDICTED: collagen alpha-3(IV) chain isoform X6 [Homo sapiens]
Accession: gi|530369772 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 99.9
Database Date: 2015-11-30 pI: 9.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1731 1 927.5221 67.52 3 50.3 10.4 1 511-540 K.GSPGSPGNTGLPGFPGFPGAQGDPGLKGEK.G



Detailed Protein Report
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Protein 1113: PREDICTED: vacuolar protein sorting-associated protein 53 homolog isoform X2 
[Homo sapiens]

Accession: gi|530410472 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.4
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578829979 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: vacuolar protein sorting-associated protein 53 homolog 
isoform X3 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2698 1 946.5530 92.66 3 62.2 10.4 0 262-288 K.AQGPPKPNTDEGGAVLPSCADLFVYYK.K



Detailed Protein Report
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Protein 1114: PREDICTED: sister chromatid cohesion protein PDS5 homolog B isoform X3 [Homo 
sapiens]

Accession: gi|530402178 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 160.7
Database Date: 2015-11-30 pI: 9.2

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1604 1 882.0680 124.94 2 48.8 10.4 0 476-490 K.CLYYLYATLDLNAVK.A



Detailed Protein Report

1362 / 1431

Protein 1115: PREDICTED: nuclear envelope pore membrane protein POM 121 isoform X2 [Homo 
sapiens]

Accession: gi|530386697 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 121.6
Database Date: 2015-11-30 pI: 11.5
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

2272 1 703.3240 -44.91 2 56.7 10.4 1 263-274 R.NSRMVCSPVTVR.I Carbamidomethyl: 6



Detailed Protein Report
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Protein 1116: PREDICTED: melanoma inhibitory activity protein 3 isoform X3 [Homo sapiens]
Accession: gi|578800895 Score: 10.4
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 209.3
Database Date: 2015-11-30 pI: 4.6

Sequence Coverage [%]: 0.6
No. of unique Peptides: 1



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2077 1 734.3308 -113.16 2 54.4 10.4 1 920-931 K.REDLLIISSFFK.E



Detailed Protein Report
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Protein 1117: PREDICTED: ubiquitin carboxyl-terminal hydrolase 15 isoform X3 [Homo sapiens]
Accession: gi|530401067 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.4
Database Date: 2015-11-30 pI: 4.9

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1496 1 619.7680 82.44 3 47.1 10.3 1 488-503 K.KLDLWSLPPVLVVHLK.R



Detailed Protein Report
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Protein 1118: PREDICTED: ankyrin repeat and SOCS box protein 15 isoform X7 [Homo sapiens]
Accession: gi|578813924 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 54.7
Database Date: 2015-11-30 pI: 5.7

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1536 1 671.4430 126.89 2 47.9 10.3 1 57-68 K.KGSYDMVSTLIK.H



Detailed Protein Report
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Protein 1119: PREDICTED: small G protein signaling modulator 3 isoform X6 [Homo sapiens]
Accession: gi|530420028 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 71.6
Database Date: 2015-11-30 pI: 5.8

Sequence Coverage [%]: 2.2
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

563 1 756.9503 105.42 2 35.5 10.3 2 619-632 R.SFGVPSGWMKMAKS.-



Detailed Protein Report
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Protein 1120: ATP synthase F(0) complex subunit C3, mitochondrial isoform B precursor [Homo 
sapiens]

Accession: gi|298358756 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 10.6
Database Date: 2015-11-30 pI: 11.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 14.3

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

115 1 849.4132 -20.25 2 30.4 10.3 1 1-15 -.MFACAKLACTPSLIR.A Carbamidomethyl: 9; 
Oxidation: 1



Detailed Protein Report
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Protein 1121: E3 ubiquitin-protein ligase MARCH9 precursor [Homo sapiens]
Accession: gi|40255016 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 37.7
Database Date: 2015-11-30 pI: 10.5
Modification(s): Carbamidomethyl Sequence Coverage [%]: 9.2

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1271 1 1137.1500 14.26 3 44.6 10.3 2 35-66 R.GGGCGWAPFAGCSTRDGDGDEEEYYGSEPRAR.G Carbamidomethyl: 4



Detailed Protein Report
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Protein 1122: heterogeneous nuclear ribonucleoprotein D0 isoform c [Homo sapiens]
Accession: gi|14110414 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 32.8
Database Date: 2015-11-30 pI: 9.0

Sequence Coverage [%]: 4.2
No. of unique Peptides: 1

Quantitation
WD:WU Median: 0.52 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2535 1 729.3445 63.67 2 60.0 10.3 0 73-85 K.NEEDEGHSNSSPR.H WD:WU 0.52



Detailed Protein Report
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Protein 1123: transmembrane protein 126B isoform d [Homo sapiens]
Accession: gi|375065842 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.1
Database Date: 2015-11-30 pI: 10.3

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

1806 1 697.0294 -14.46 3 51.2 10.3 0 98-117 R.SSLIGIVCGVFYPSSLAFTK.N



Detailed Protein Report
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Protein 1124: PREDICTED: leucine-rich repeat-containing protein 49 isoform X3 [Homo sapiens]
Accession: gi|530406077 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 45.4
Database Date: 2015-11-30 pI: 9.0

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

784 1 450.7564 -22.94 2 38.6 10.3 0 46-53 R.LTINNVAR.Q



Detailed Protein Report
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Protein 1125: mediator of RNA polymerase II transcription subunit 13 [Homo sapiens]
Accession: gi|102468717 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 239.1
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 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

1464 1 1006.5988 75.55 2 46.7 10.3 2 1251-
1267

K.VDEALVKSSCLHPWSKR.N Carbamidomethyl: 10



Detailed Protein Report

1376 / 1431

Protein 1126: protein-tyrosine sulfotransferase 2 precursor [Homo sapiens]
Accession: gi|56699463 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 41.9
Database Date: 2015-11-30 pI: 9.9

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

Quantitation
WD:WU Median: 0.38 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|56699465 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein-tyrosine sulfotransferase 2 precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1673 1 1045.0313 -28.88 2 49.6 10.3 2 178-195 K.FLLMVRDGRASVHSMITR.K WD:WU 0.38



Detailed Protein Report
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Protein 1127: schlafen family member 11 [Homo sapiens]
Accession: gi|157388957 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 102.8
Database Date: 2015-11-30 pI: 9.0
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578831629 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: schlafen family member 11 isoform X3 [Homo sapiens]

gi|530411217 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: schlafen family member 11 isoform X2 [Homo sapiens]

gi|157388965 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

schlafen family member 11 [Homo sapiens]

gi|157388963 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

schlafen family member 11 [Homo sapiens]

gi|157388961 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

schlafen family member 11 [Homo sapiens]

gi|157388959 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

schlafen family member 11 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1159 1 666.8476 60.36 2 43.2 10.3 0 306-316 R.GELYGYACMIR.V Carbamidomethyl: 8



Detailed Protein Report
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Protein 1128: AP-2 complex subunit alpha-1 isoform 2 [Homo sapiens]
Accession: gi|19913416 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 105.3
Database Date: 2015-11-30 pI: 8.7

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2708 1 974.0860 30.01 2 62.3 10.3 1 548-564 K.FINLFPETKATIQGVLR.A



Detailed Protein Report
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Protein 1129: phosphorylated adapter RNA export protein [Homo sapiens]
Accession: gi|66392146 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.4
Database Date: 2015-11-30 pI: 5.1
Modification(s): Oxidation Sequence Coverage [%]: 6.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1012 1 984.1752 8.05 3 41.0 10.3 2 258-283 K.AIELLMETAEVEQNGGLFIMNGSRRR.T Oxidation: 6



Detailed Protein Report
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Protein 1130: delta-like protein 4 precursor [Homo sapiens]
Accession: gi|9506545 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 74.6
Database Date: 2015-11-30 pI: 6.6

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2633 1 1175.1428 60.41 2 61.2 10.3 2 557-576 R.LRRPDDGSREAMNNLSDFQK.D



Detailed Protein Report

1381 / 1431

Protein 1131: pancreatic lipase-related protein 3 precursor [Homo sapiens]
Accession: gi|190341077 Score: 10.3
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.2
Database Date: 2015-11-30 pI: 9.4
Modification(s): Oxidation Sequence Coverage [%]: 1.9

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

261 1 528.1590 -186.43 2 32.0 10.3 0 394-402 K.LEPGMTYTK.L Oxidation: 5 WD:WU 0.90



Detailed Protein Report
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Protein 1132: protein lin-54 homolog isoform b [Homo sapiens]
Accession: gi|169234721 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 56.2
Database Date: 2015-11-30 pI: 10.6

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

Quantitation
WD:WU Median: 1.24 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|573014793 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
protein lin-54 homolog isoform b [Homo sapiens]

gi|169234723 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

protein lin-54 homolog isoform b [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

107 1 504.5800 42.14 3 30.6 10.2 1 405-417 K.CIGCKNFEESPER.K WD:WU 1.24



Detailed Protein Report
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Protein 1133: probable inactive ribonuclease-like protein 12 precursor [Homo sapiens]
Accession: gi|67459908 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 17.2
Database Date: 2015-11-30 pI: 6.8
Modification(s): Carbamidomethyl 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

1960 1 973.3783 -84.95 2 52.9 10.2 0 86-102 K.VACQNLSAIFCFQSETK.F Carbamidomethyl: 3



Detailed Protein Report

1384 / 1431

Protein 1134: tetratricopeptide repeat protein 40 [Homo sapiens]
Accession: gi|359385708 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 303.3
Database Date: 2015-11-30 pI: 7.2
Modification(s): Oxidation Sequence Coverage [%]: 0.8

No. of unique Peptides: 1



Detailed Protein Report

1385 / 1431



Detailed Protein Report
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Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2308 1 841.6632 -116.58 3 57.3 10.2 2 972-994 K.KFGPEESRLVAEMLCTATAIQGR.S Oxidation: 13



Detailed Protein Report
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Protein 1135: pre-mRNA 3' end processing protein WDR33 isoform 1 [Homo sapiens]
Accession: gi|56243590 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 145.8
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2371 1 937.3024 -144.74 2 57.9 10.2 1 975-991 R.HEQSGGPEHGPERGPFR.G



Detailed Protein Report
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Protein 1136: PREDICTED: 6-phosphofructokinase type C isoform X3 [Homo sapiens]
Accession: gi|530392193 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 81.7
Database Date: 2015-11-30 pI: 8.5

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2259 1 619.2475 -151.99 2 56.6 10.2 1 393-404 R.SAVRVGIADGHR.M



Detailed Protein Report
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Protein 1137: PREDICTED: uncharacterized protein LOC728637 isoform X2 [Homo sapiens]
Accession: gi|578810543 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 24.1
Database Date: 2015-11-30 pI: 8.9

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

246 1 530.5813 -91.19 3 32.2 10.2 1 131-145 K.NSTLLDTSKAVAIEK.A



Detailed Protein Report
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Protein 1138: PREDICTED: nck-associated protein 5 isoform X5 [Homo sapiens]
Accession: gi|578804245 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 193.9
Database Date: 2015-11-30 pI: 9.3

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

Quantitation
WD:WU Median: 3.89 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

1394 1 533.7488 -137.10 2 45.8 10.2 1 631-639 K.QNLTKIPPR.G WD:WU 3.89



Detailed Protein Report
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Protein 1139: PREDICTED: glyoxalase domain-containing protein 5 isoform X1 [Homo sapiens]
Accession: gi|578838023 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 13.3
Database Date: 2015-11-30 pI: 5.2

Sequence Coverage [%]: 11.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

786 1 848.9729 36.84 2 38.7 10.2 2 16-29 K.ILGMEVMTFKEDRK.A



Detailed Protein Report
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Protein 1140: cleavage and polyadenylation specificity factor subunit 2 [Homo sapiens]
Accession: gi|34101288 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.4
Database Date: 2015-11-30 pI: 4.8

Sequence Coverage [%]: 1.7
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

1834 1 734.4148 23.62 2 51.3 10.2 1 610-622 R.LKDSLVSSLQFCK.A



Detailed Protein Report
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Protein 1141: collagen triple helix repeat-containing protein 1 isoform 2 [Homo sapiens]
Accession: gi|368711292 Score: 10.2
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

1998 1 840.7992 -129.23 2 53.6 10.2 0 21-36 K.LEMNGPSAFQGLICGK.Y Oxidation: 3



Detailed Protein Report
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Protein 1142: ADNP homeobox protein 2 [Homo sapiens]
Accession: gi|7662346 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 10.1

Sequence Coverage [%]: 1.3
No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|530414111 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: ADNP homeobox protein 2 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

951 1 770.8434 -90.42 2 40.7 10.2 1 859-873 K.VRPQAEGTPGSTGKR.V



Detailed Protein Report

1396 / 1431

Protein 1143: retinal guanylyl cyclase 1 [Homo sapiens]
Accession: gi|4504217 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 120.0
Database Date: 2015-11-30 pI: 7.4
Modification(s): Oxidation Sequence Coverage [%]: 0.9

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.64 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

190 1 642.1902 -203.56 2 31.6 10.2 1 965-974 R.MRHMPEVPVR.I Oxidation: 1, 4 WD:WU 1.64



Detailed Protein Report
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Protein 1144: zinc finger protein 592 [Homo sapiens]
Accession: gi|108860697 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 137.4
Database Date: 2015-11-30 pI: 9.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.2

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.90 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|530407316 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 592 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

852 1 974.4621 -3.82 2 39.1 10.2 1 189-203 K.FPVPELHMFDHFCKK.E Carbamidomethyl: 13; 
Oxidation: 8

WD:WU 0.90



Detailed Protein Report
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Protein 1145: kin of IRRE-like protein 1 isoform 2 precursor [Homo sapiens]
Accession: gi|556503362 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 72.7
Database Date: 2015-11-30 pI: 5.4

Sequence Coverage [%]: 2.4
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1905 1 891.3754 -53.76 2 52.5 10.2 0 590-605 K.FNSHPFPGAAGYPTYR.L



Detailed Protein Report
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Protein 1146: neuromedin-U receptor 1 [Homo sapiens]
Accession: gi|188497623 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 47.3
Database Date: 2015-11-30 pI: 10.4
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

2913 1 869.4027 27.32 2 65.2 10.2 0 365-379 R.ETFQEALCLGACCHR.L Carbamidomethyl: 12



Detailed Protein Report
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Protein 1147: ribonucleases P/MRP protein subunit POP1 [Homo sapiens]
Accession: gi|225007648 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 114.6
Database Date: 2015-11-30 pI: 10.3
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 1.0

No. of unique Peptides: 1
Quantitation
WD:WU Median: 1.13 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|225007652 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
ribonucleases P/MRP protein subunit POP1 [Homo sapiens]

gi|225007650 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

ribonucleases P/MRP protein subunit POP1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2209 1 1131.3087 -184.38 1 56.1 10.2 0 741-750 R.SEVPCAPMPK.K Carbamidomethyl: 5; 
Oxidation: 8

WD:WU 1.13



Detailed Protein Report

1401 / 1431

Protein 1148: cullin-1 [Homo sapiens]
Accession: gi|32307161 Score: 10.2
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.6
Database Date: 2015-11-30 pI: 8.9

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

Alias proteins:
Accession Name Description
gi|530387140 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: cullin-1 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1171 1 666.8327 -29.92 2 43.3 10.2 0 365-375 K.MYVQTVLDVHK.K



Detailed Protein Report
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Protein 1149: ranBP-type and C3HC4-type zinc finger-containing protein 1 isoform 1 [Homo sapiens]
Accession: gi|5454168 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 52.9
Database Date: 2015-11-30 pI: 5.3
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.0

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1428 1 783.1753 -189.81 2 46.6 10.1 0 455-468 R.VNGIPCHPSCQNCH.- Carbamidomethyl: 13



Detailed Protein Report

1403 / 1431

Protein 1150: probable gluconokinase isoform 3 [Homo sapiens]
Accession: gi|379642551 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.7
Database Date: 2015-11-30 pI: 5.9

Sequence Coverage [%]: 5.0
No. of unique Peptides: 1

Quantitation
WD:WU Median: 3.01 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

702 1 387.7050 -42.29 2 37.6 10.1 0 46-52 R.DILTQGK.D WD:WU 3.01



Detailed Protein Report

1404 / 1431

Protein 1151: PREDICTED: outer dense fiber protein 3B isoform X8 [Homo sapiens]
Accession: gi|578837697 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.9
Database Date: 2015-11-30 pI: 11.9

Sequence Coverage [%]: 8.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1116 1 645.3234 -28.32 3 42.6 10.1 2 113-130 K.VGEGPGRTQGVPGPRQWR.R



Detailed Protein Report

1405 / 1431

Protein 1152: PREDICTED: kynurenine/alpha-aminoadipate aminotransferase, mitochondrial 
isoform X1 [Homo sapiens]

Accession: gi|578809158 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.7
Database Date: 2015-11-30 pI: 9.0
Modification(s): Oxidation Sequence Coverage [%]: 2.4

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2581 1 637.8494 -38.12 2 60.5 10.1 1 4-14 K.FVLVAGMLPRR.V Oxidation: 7



Detailed Protein Report

1406 / 1431

Protein 1153: transmembrane protein 68 isoform 3 [Homo sapiens]
Accession: gi|557786131 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 15.8
Database Date: 2015-11-30 pI: 6.2

Sequence Coverage [%]: 12.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1673 1 938.9125 -87.28 2 49.2 10.1 1 94-110 R.KTVATLWDGHAAVWHGK.Q



Detailed Protein Report

1407 / 1431

Protein 1154: angiotensin-converting enzyme 2 precursor [Homo sapiens]
Accession: gi|11225609 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 92.4
Database Date: 2015-11-30 pI: 5.3

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2742 1 817.4866 67.39 1 62.7 10.1 0 535-541 K.HEGPLHK.C



Detailed Protein Report

1408 / 1431

Protein 1155: PREDICTED: obscurin-like protein 1 isoform X8 [Homo sapiens]
Accession: gi|530370081 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 188.3
Database Date: 2015-11-30 pI: 5.4
Modification(s): Carbamidomethyl Sequence Coverage [%]: 0.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

402 1 538.2257 -26.26 2 34.1 10.1 0 1660-
1669

R.EGAELCPGDK.Y Carbamidomethyl: 6



Detailed Protein Report
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Protein 1156: apolipoprotein D precursor [Homo sapiens]
Accession: gi|4502163 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 21.3
Database Date: 2015-11-30 pI: 4.9
Modification(s): Oxidation Sequence Coverage [%]: 6.3

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.90 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

368 1 690.4400 149.87 2 33.2 10.1 1 176-187 K.KMTVTDQVNCPK.L Oxidation: 2 WD:WU 0.90



Detailed Protein Report
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Protein 1157: PREDICTED: coiled-coil domain-containing protein 158 isoform X8 [Homo sapiens]
Accession: gi|578809093 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 122.8
Database Date: 2015-11-30 pI: 6.4

Sequence Coverage [%]: 2.3
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1460 1 982.5829 82.94 3 47.0 10.1 2 530-554 K.LQELQHLKNEGDHLRNVQTECEALK.L



Detailed Protein Report

1411 / 1431

Protein 1158: fetal and adult testis-expressed transcript protein [Homo sapiens]
Accession: gi|14861838 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 20.7
Database Date: 2015-11-30 pI: 9.9

Sequence Coverage [%]: 6.6
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.48 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2684 1 715.3525 -39.72 2 61.9 10.1 1 148-159 R.LRALEEQGATWR.H WD:WU 1.48
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Protein 1159: ATP-dependent RNA helicase DDX18 [Homo sapiens]
Accession: gi|38327634 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 75.4
Database Date: 2015-11-30 pI: 10.1
Modification(s): Oxidation Sequence Coverage [%]: 1.8

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1269 1 697.8175 -17.16 2 44.2 10.1 0 428-439 K.LMVFFSSCMSVK.Y Oxidation: 9
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Protein 1160: PREDICTED: lon protease homolog 2, peroxisomal isoform X1 [Homo sapiens]
Accession: gi|530424409 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 89.6
Database Date: 2015-11-30 pI: 6.8
Modification(s): Oxidation Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2792 1 700.9125 87.47 2 63.3 10.1 1 233-244 K.IRTSSMPEQAHK.V Oxidation: 6
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Protein 1161: PREDICTED: prothymosin alpha-like [Homo sapiens]
Accession: gi|113420837 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 11.9
Database Date: 2015-11-30 pI: 3.7

Sequence Coverage [%]: 16.5
No. of unique Peptides: 1

Quantitation
WD:WU Median: 1.08 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|410172476 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: prothymosin alpha-like [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2007 1 947.3382 -146.89 2 53.7 10.1 1 1-18 -.MSDAAVDTSSEIIAKDLK.E WD:WU 1.08
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Protein 1162: synaptotagmin-13 isoform 2 [Homo sapiens]
Accession: gi|351542146 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 31.3
Database Date: 2015-11-30 pI: 8.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.9

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578820656 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: synaptotagmin-13 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2945 1 729.3727 81.79 2 65.6 10.1 0 18-28 K.LHYCLDYDCQK.A Carbamidomethyl: 9
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Protein 1163: type 1 phosphatidylinositol 4,5-bisphosphate 4-phosphatase isoform 2 [Homo 
sapiens]

Accession: gi|154816184 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.4
Database Date: 2015-11-30 pI: 10.8
Modification(s): Carbamidomethyl Sequence Coverage [%]: 3.6

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2003 1 621.2942 -43.69 2 53.4 10.1 2 190-199 R.TLARCPHCRK.V Carbamidomethyl: 8
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Protein 1164: zinc finger protein 219 [Homo sapiens]
Accession: gi|156415996 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.8
Database Date: 2015-11-30 pI: 10.9
Modification(s): Carbamidomethyl Sequence Coverage [%]: 2.2

No. of unique Peptides: 1

Alias proteins:
Accession Name Description
gi|578825867 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: zinc finger protein 219 isoform X4 [Homo sapiens]

gi|578825865 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: zinc finger protein 219 isoform X3 [Homo sapiens]

gi|156416026 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 219 [Homo sapiens]

gi|156415998 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

zinc finger protein 219 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1199 1 591.8419 -151.95 3 43.6 10.1 0 78-93 R.AHPGAQAFQCPHCGHR.A Carbamidomethyl: 13
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Protein 1165: transmembrane and immunoglobulin domain-containing protein 2 isoform 2 
precursor [Homo sapiens]

Accession: gi|281306840 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 30.3
Database Date: 2015-11-30 pI: 10.3

Sequence Coverage [%]: 6.8
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1886 1 1045.8876 -107.32 2 51.9 10.1 0 36-54 R.QGSQATLVCQVDQATAWER.L
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Protein 1166: PREDICTED: adenylate kinase 8 isoform X2 [Homo sapiens]
Accession: gi|578817081 Score: 10.1
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 49.8
Database Date: 2015-11-30 pI: 5.7
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

1430 1 1022.7032 -95.12 3 46.3 10.1 0 10-34 R.IPPEMPQYGEENHIFELMQAMWLCK.H Oxidation: 18, 21



Detailed Protein Report

1420 / 1431

Protein 1167: PREDICTED: angiomotin-like protein 1 isoform X6 [Homo sapiens]
Accession: gi|578822001 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 76.0
Database Date: 2015-11-30 pI: 5.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

825 1 848.9721 28.99 2 39.1 10.0 2 302-318 R.NGAKQHLPGSGNGKGFK.V
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Protein 1168: carbamoyl-phosphate synthase [ammonia], mitochondrial isoform c [Homo sapiens]
Accession: gi|170295797 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 116.0
Database Date: 2015-11-30 pI: 5.6

Sequence Coverage [%]: 1.6
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2548 1 973.5400 12.35 2 60.1 10.0 2 465-481 K.QISKCLGLTEAQTRELR.L



Detailed Protein Report
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Protein 1169: PDZ and LIM domain protein 4 isoform 1 [Homo sapiens]
Accession: gi|19923181 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 35.4
Database Date: 2015-11-30 pI: 9.2

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

1594 1 715.4238 125.91 3 48.6 10.0 0 213-233 R.YLQGMLEAGEGGDWPGPGGPR.N



Detailed Protein Report
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Protein 1170: carnosine synthase 1 isoform 2 [Homo sapiens]
Accession: gi|148839342 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 88.4
Database Date: 2015-11-30 pI: 5.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

1575 1 1073.1550 112.90 2 48.4 10.0 1 65-85 R.EAAELARDLTCPTGASAELAR.L
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Protein 1171: calsyntenin-3 precursor [Homo sapiens]
Accession: gi|42475534 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 106.0
Database Date: 2015-11-30 pI: 5.1
Modification(s): Carbamidomethyl Sequence Coverage [%]: 1.5

No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2025 1 899.3750 -66.39 2 53.7 10.0 1 537-550 R.LESREVIECLYACR.E Carbamidomethyl: 9, 13
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1425 / 1431

Protein 1172: prohibitin-2 isoform 3 [Homo sapiens]
Accession: gi|390608669 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 29.0
Database Date: 2015-11-30 pI: 10.4

Sequence Coverage [%]: 6.9
No. of unique Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2763 1 973.5204 -2.06 2 63.1 10.0 1 90-107 K.ISSPTGSKDLQMVNISLR.V



Detailed Protein Report
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Protein 1173: properdin precursor [Homo sapiens]
Accession: gi|4505737 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.2
Database Date: 2015-11-30 pI: 10.1

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

Quantitation
WD:WU Median: 1.03 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|223671861 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
properdin precursor [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

1362 1 816.4149 -5.18 2 45.4 10.0 1 439-452 R.CEELQGQKLVVEEK.R WD:WU 1.03



Detailed Protein Report
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Protein 1174: NFX1-type zinc finger-containing protein 1 [Homo sapiens]
Accession: gi|28626521 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 220.1
Database Date: 2015-11-30 pI: 7.2
Modification(s): Carbamidomethyl, Oxidation Sequence Coverage [%]: 0.5

No. of unique Peptides: 1
Quantitation
WD:WU Median: 3.22 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578836091 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED:  NFX1-type  zinc  finger-containing  protein  1  isoform X1  
[Homo sapiens]



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

293 1 657.7265 -89.80 2 32.8 10.0 0 1315-
1324

K.EFQCMKPCQK.V Carbamidomethyl: 4; 
Oxidation: 5

WD:WU 3.22
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Protein 1175: putative polypeptide N-acetylgalactosaminyltransferase-like protein 5 [Homo sapiens]
Accession: gi|281485547 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 51.4
Database Date: 2015-11-30 pI: 9.6
Modification(s): Oxidation Sequence Coverage [%]: 3.6

No. of unique Peptides: 1
Quantitation
WD:WU Median: 0.42 CV: 0.00 % No. of Peptides: 1

Alias proteins:
Accession Name Description
gi|578813950 r e f s e q _ h u m a n

(refseq_human_20140103.fasta)
PREDICTED: putative polypeptide N-acetylgalactosaminyltransferase-
like protein 5 isoform X2 [Homo sapiens]

gi|578813948 r e f s e q _ h u m a n
(refseq_human_20140103.fasta)

PREDICTED: putative polypeptide N-acetylgalactosaminyltransferase-
like protein 5 isoform X1 [Homo sapiens]

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

2735 1 928.9724 42.01 2 62.7 10.0 0 80-95 K.SMLGTDFNHTNPELHK.E Oxidation: 2 WD:WU 0.42
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Protein 1176: protein salvador homolog 1 [Homo sapiens]
Accession: gi|11141889 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 44.6
Database Date: 2015-11-30 pI: 9.5

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

Quantitation
WD:WU Median: 1.58 CV: 0.00 % No. of Peptides: 1

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification Ratios

504 1 472.1588 -261.22 2 34.7 10.0 1 24-31 K.KETSPLLR.N WD:WU 1.58
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Protein 1177: 2'-5'-oligoadenylate synthase-like protein isoform a [Homo sapiens]
Accession: gi|11321577 Score: 10.0
Database: refseq_human(refseq_human_20140103.fasta) MW [kDa]: 59.2
Database Date: 2015-11-30 pI: 8.8

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

Cmpd. No. of 
Cmpds.

m/z meas. Δ m/z 
[ppm]

z Rt
[min]

Score P Range Sequence Modification

2656 1 665.3226 -39.85 2 61.5 10.0 1 340-350 R.ENPISSWNVKR.A


