
No. 1: Q9P225, Dynein heavy chain 2, axonemal OS=Homo sapiens GN=DNAH2 PE=2 

SV=3. 

Unique peptide: MS/MS Fragmentation of SEEMELKLER. 

Spectrum: Found in Q9P225 in MHCC97H-TSA cell line (Ion Score cut-off=28). 

Monoisotopic mass of neutral peptide Mr (calc): 1278.6125 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Variable modifications:M4: Oxidation (M), with neutral losses 0.0000(shown in table), 

63.9983 

Ions Score: 36   Expect: 0.005 

Matches: 17/142 fragment ions using 33 most intense peaks 



 

pLabel re-inspection: 

 

 

No. 2: Q6UXU6, Transmembrane protein 92 OS=Homo sapiens GN=TMEM92 PE=2 SV=1 

Unique peptide 1: MS/MS Fragmentation of GPLELPSIIPPER. 

Spectrum 1: Found in Q6UXU6 in A549-S2101 cell line (Ion Score cut-off=29). 



 

Monoisotopic mass of neutral peptide Mr(calc): 1416.7976 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 43  Expect: 9e-005 

Matches : 25/112 fragment ions using 95 most intense peaks  

 

pLabel re-inspection: 



 

 

No. 3: P0C091, FRAS1-related extracellular matrix protein 3 OS=Homo sapiens 

GN=FREM3 PE=2 SV=2. 

Unique peptide: MS/MS Fragmentation of CEVTVLDALPR. 

Spectrum: Found in P0C091 in MHCC97H-S2101 cell line (Ion Score cut-off=28). 

 

Monoisotopic mass of neutral peptide Mr (calc): 1271.6544 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 33   Expect: 0.015 



Matches: 14/90 fragment ions using 35 most intense peaks 

 

pLabel re-inspection: 

 

 

 

No. 4: Q8NEE8, Tetratricopeptide repeat protein 16 OS=Homo sapiens GN=TTC16 PE=2 

SV=2. 

Unique peptide: MS/MS Fragmentation of LQEFDGAVEDFLK. 

Spectrum: Found in Q8NEE8 in MHCC97H-S2101 cell line (Ion Score cut-off=28). 



 

Monoisotopic mass of neutral peptide Mr (calc): 1509.7351 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 30   Expect: 0.0031 

Matches: 22/132 fragment ions using 90 most intense peaks 

 

pLabel re-inspection: 



 

 

No. 5: C9J7I0, UBAP1-MVB12-associated (UMA)-domain containing protein 1 OS=Homo 

sapiens GN=UMAD1 PE=3 SV=1. 

Unique peptide 1: MS/MS Fragmentation of 

GKTSDIEANQPLETNKENSSSVTVSDPEMENK. 

Spectrum 1: Found in C9J7I0 in MHCC97H-GSK126 cell line (Ion Score cut-off=26). 

 

Monoisotopic mass of neutral peptide Mr (calc): 3477.6053 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 68   Expect: 4.2e-007 



Matches: 44/362 fragment ions using 101 most intense peaks 

 

 

pLabel re-inspection: 

 

 



Unique peptide 2: MS/MS Fragmentation of 

TSDIEANQPLETNKENSSSVTVSDPEMENK. 

Spectrum 2: Found in C9J7I0 in MHCC97H-GSK126 cell line (Ion Score cut-off=26). 

 

Monoisotopic mass of neutral peptide Mr (calc): 3292.4888 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 44   Expect: 8e-005 

Matches: 22/332 fragment ions using 42 most intense peaks 



  

pLabel re-inspection: 

 

 

Unique peptide 3: MS/MS Fragmentation of ENSSSVTVSDPEMENK 



Spectrum: Found in C9J7I0, in MHCC97H-S2101 cell line (Ion Score cut-off=26). 

 

 

No. 6: Q6ZRH9, Uncharacterized protein FLJ46347 OS=Homo sapiens PE=2 SV=1. 

Unique peptide: MS/MS Fragmentation of VADLVAGRR. 

Spectrum: Found in Q6ZRH9 in MHCC97H-S2101 cell line (Ion Score cut-off=28). 

 

Monoisotopic mass of neutral peptide Mr (calc): 955.5563 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 30   Expect: 0.023 

Matches: 6/66 fragment ions using 8 most intense peaks 



 

pLabel re-inspection: 

 

 

 

No. 7 Q9NS26, Sperm protein associated with the nucleus on the X chromosome A 

OS=Homo sapiens GN=SPANXA1 PE=2 SV=1  

Unique peptide: MS/MS Fragmentation of SVPCDSNEANEMMPETPTGDSDPQPAPK.  

Spectrum: Found in Q9NS26 in MHCC97H-GSK126 cell line (Ion Score cut-off=26). 



 

 

No.8: F5GYI3, Ubiquitin-associated protein 1-like OS=Homo sapiens GN=UBAP1L PE=2 

SV=1. 

Unique peptide: MS/MS Fragmentation of LCSLDVLRGVRLELAGAR. 

Spectrum: Found in F5GYI3 in MHCC97H-GSK126 cell line (Ion Score cut-off=26). 

 

Monoisotopic mass of neutral peptide Mr (calc): 1997.1204 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 36   Expect: 0.0024 

Matches: 11/176 fragment ions using 15 most intense peaks 



 

pLabel re-inspection: 

 

 

No. 9: Q8N4W6, DnaJ homolog subfamily C member 22 OS=Homo sapiens GN=DNAJC22 

PE=2 SV=1. 

Unique peptide: MS/MS Fragmentation of QLAYQVLGLSEGATNEEIHR.  

Spectrum: Found in Q8N4W6 in MHCC97H cell line (Ion Score cut-off=29). 



M

onoisotopic mass of neutral peptide Mr (calc): 2227.1233 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 77  Expect: 6.3e-008 

Matches: 25/204 fragment ions using 48 most intense peaks 

pLabel re-inspection: 



 

 

 

No. 10: Q86WK7, Amphoterin-induced protein 3 OS=Homo sapiens GN=AMIGO3 PE=2 

SV=1 

Unique peptide 1:MS/MS Fragmentation of IAWVSPQQELLR 

Spectrum 1: Found in Q86WK7 in HCT116-TSA cell line (Ion Score cut-off=27) 

 

Monoisotopic mass of neutral peptide Mr(calc): 1438.7932 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 65  Expect: 1.6e-006 



Matches : 13/106 fragment ions using 23 most intense peaks 

 

pLabel re-inspection: 

 

Unique peptide 2:MS/MS Fragmentation of LLDLSSNTLR 

Spectrum 1: Found in Q86WK7 in HCT116-TSA cell line (Ion Score cut-off=27). 



 

Monoisotopic mass of neutral peptide Mr(calc): 1130.6295 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 46  Expect: 0.00091 

Matches : 7/88 fragment ions using 8 most intense peaks 

 

pLabel re-inspection: 



 

 

No. 11: Q15935, Zinc finger protein 77 OS=Homo sapiens GN=ZNF77 PE=2 SV=2 

Unique peptide 1:MS/MS Fragmentation of DVFGNGISNDEEIVK 

Spectrum 1: Found in Q15935 in HCT116-TSA cell line (Ion Score cut-off=27). 

 

Monoisotopic mass of neutral peptide Mr(calc): 1634.7788 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 47  Expect: 0.00026 

Matches : 17/154 fragment ions using 40 most intense peaks 



 

 

pLabel re-inspection: 

 

 

No. 12: P0C6C1, Ankyrin repeat domain-containing protein 34C OS=Homo sapiens 

GN=ANKRD34C PE=2 SV=2. 

Unique peptide: MS/MS Fragmentation of TGASALVYAINADDK.  

Spectrum: Found in P0C6C1 in MHCC97H cell line (Ion Score cut-off=29).  



Monoisotopic mass of neutral peptide Mr (calc): 1507.7518 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 32   Expect: 0.0059 

Matches: 7/146 fragment ions using 14 most intense peaks 

  

pLabel re-inspection: 



 

 

No. 13: P0C221, Coiled-coil domain-containing protein 175 OS=Homo sapiens 

GN=CCDC175 PE=2 SV=2. 

Unique peptide: MS/MS Fragmentation of ADLLLLENK.  

Spectrum: Found in P0C221 in MHCC97H cell line (Ion Score cut-off=29).  

 

Monoisotopic mass of neutral peptide Mr (calc): 1027.5913 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 32   Expect: 0.0041 

Matches: 14/76 fragment ions using 48 most intense peaks   



pLabel re-inspection: 

 

 

No. 14: O75901, Ras association domain-containing protein 9 OS=Homo sapiens 

GN=RASSF9 PE=2 SV=2. 

Unique peptide: MS/MS Fragmentation of ELDLEIEK.  

Spectrum: Found in O75901 in MHCC97H cell line (Ion Score cut-off=29). 



 

Monoisotopic mass of neutral peptide Mr (calc): 987.5124 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 31   Expect: 0.026 

Matches: 18/68 fragment ions using 51 most intense peaks 

  

pLabel re-inspection: 



 

 

No. 15: Q8NGK0, Olfactory receptor 51G2 OS=Homo sapiens GN=OR51G2 PE=2 SV=1. 

Unique peptide: MS/MS Fragmentation of TVLSIASRAER. 

Spectrum: Found in Q8NGK0 in MHCC97H-GSK126 cell line (Ion Score cut-off=26). 

 

Monoisotopic mass of neutral peptide Mr (calc): 1201.6779 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 27   Expect: 0.033 

Matches: 9/104 fragment ions using 19 most intense peaks 



pLabel re-inspection: 

 

  

No. 16: Q6NX49, Zinc finger protein 544 OS=Homo sapiens GN=ZNF544 PE=2 SV=1. 

Unique peptide: MS/MS Fragmentation of SDVISQLEQEEDLCR. 

Spectrum: Found in Q6NX49 in MHCC97H-GSK126 cell line (Ion Score cut-off=26). 



 

Monoisotopic mass of neutral peptide Mr (calc): 1819.8258 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 99   Expect: 4.9e-010 

Matches: 22/152 fragment ions using 27 most intense peaks 

 

pLabel re-inspection: 



 

No. 17: Q6NT89, TMF-regulated nuclear protein 1 OS=Homo sapiens GN=TRNP1 PE=2 

SV=2. 

Unique peptide: MS/MS Fragmentation of VFLAAELR.  

Spectrum: Found in Q6NT89 in MHCC97H cell line (Ion Score cut-off=29).  

Monoisotopic mass of neutral peptide Mr (calc): 917.5334 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 35   Expect: 0.0074 



Matches: 9/56 fragment ions using 24 most intense peaks 

 

pLabel re-inspection: 

 

 

No. 18: O15375, Monocarboxylate transporter 6 OS=Homo sapiens GN=SLC16A5 PE=2 

SV=1. 

Unique peptide: MS/MS Fragmentation of QAVAADALERDLFLEAK. 

Spectrum: Found in O15375 in MHCC97H-GSK126 cell line (Ion Score cut-off=26). 



 

Monoisotopic mass of neutral peptide Mr (calc): 1858.9788 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 50   Expect: 2e-005 

Matches: 25/178 fragment ions using 39 most intense peaks 

 

pLabel re-inspection: 



 

 

No. 19: Q14929, Zinc finger protein 169 OS=Homo sapiens GN=ZNF169 PE=2 SV=3 

Unique peptide 1:MS/MS Fragmentation of VTLIRHQR 

Spectrum 1: Found in Q14929 in HCT116-S2101 cell line (Ion Score cut-off=27). 

 

Monoisotopic mass of neutral peptide Mr(calc): 1021.6145 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 41  Expect: 0.0011 

Matches : 10/62 fragment ions using 16 most intense peaks 



 

pLabel re-inspection: 

 

 

No. 20: Q8IZF3, Probable G-protein coupled receptor 115 OS=Homo sapiens GN=GPR115 

PE=2 SV=3 

Unique peptide 1: MS/MS Fragmentation of SAETCTSLSVEK. 

Spectrum 1: Found in Q8IZF3 in A549 cell line (Ion Score cut-off=28). 



 

Monoisotopic mass of neutral peptide Mr(calc): 1310.6024 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 53  Expect: 1.3e-005 

Matches : 8/108 fragment ions using 11 most intense peaks    

 

pLabel re-inspection: 



 

 

No. 21: Q8N9W4, Golgin subfamily A member 6-like protein 2 OS=Homo sapiens 

GN=GOLGA6L2 PE=2 SV=2 

Unique peptide 1: MS/MS Fragmentation of MREQEEEMR. 

Spectrum 1: Found in Q8N9W4 in A549 cell line (Ion Score cut-off=28). 

 

Monoisotopic mass of neutral peptide Mr(calc): 1252.5176 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Variable modifications: M1: Oxidation (M), with neutral losses 0.0000(shown in table), 

63.9983 



Ions Score: 34  Expect: 0.0014 

Matches : 7/128 fragment ions using 16 most intense peaks    

 

pLabel re-inspection: 

 

No. 22: H3BRN8,  Uncharacterized protein C15orf65 OS=Homo sapiens GN=C15orf65 

PE=2 SV=1 

Unique peptide 1: MS/MS Fragmentation of TLDFPNIQHTL. 

Spectrum 1: Found in H3BRN8 in A549-GSK126 cell line (Ion Score cut-off=28). 



 

Monoisotopic mass of neutral peptide Mr(calc): 1297.6667 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 40  Expect: 0.00023 

Matches : 13/102 fragment ions using 25 most intense peaks 

 

pLabel re-inspection: 



 

 

No. 23: Q5XKL5, BTB/POZ domain-containing protein 8 OS=Homo sapiens GN=BTBD8 

PE=2 SV=2 

Unique peptide 1: MS/MS Fragmentation of CGEGSAAPMVLLGSAGVCSK. 

Spectrum 1: Found in Q5XKL5 in A549-GSK126 cell line (Ion Score cut-off=28) 

 

Monoisotopic mass of neutral peptide Mr(calc): 1949.9009 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 35  Expect: 0.00048 

Matches : 9/184 fragment ions using 11 most intense peaks  



 

pLabel re-inspection: 

 

 

No. 24: Q9UN75, Protocadherin alpha-12 OS=Homo sapiens GN=PCDHA12 PE=2 SV=1 

Unique peptide 1: MS/MS Fragmentation of EDCLNPPSEPR. 

Spectrum 1: Found in Q9UN75 in A549-S2101 cell line (Ion Score cut-off=29). 



 

Monoisotopic mass of neutral peptide Mr(calc): 1312.5717 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 54  Expect: 8.1e-006 

Matches : 13/108 fragment ions using 20 most intense peaks  

pLabel re-inspection: 



 

No. 25: P08912, Muscarinic acetylcholine receptor M5 OS=Homo sapiens GN=CHRM5 

PE=2 SV=2 

Unique peptide: MS/MS Fragmentation of STSTTGKPSQATGPSANWAK.  

Spectrum: Found in P08912 in MHCC97H-GSK126 cell line (Ion Score cut-off=26). 

 

 

No. 26: Q008S8, Epithelial cell-transforming sequence 2 oncogene-like OS=Homo sapiens 

GN=ECT2L PE=2 SV=2 

Unique peptide: MS/MS Fragmentation of GTSHTPFER.  

Spectrum: Found in Q008S8 in MHCC97H cell line (Ion Score cut-off=29). 



 

No. 27: A6NNA5, Dorsal root ganglia homeobox protein OS=Homo sapiens GN=DRGX 

PE=2 SV=1 

Unique peptide: MS/MS Fragmentation of EAIEAQQSIGR.  

Spectrum: Found in A6NNA5 in MHCC97H-GSK126 cell line (Ion Score cut-off=29). 

 

 

No. 28: Q58FF6, Putative heat shock protein HSP 90-beta 4 OS=Homo sapiens 

GN=HSP90AB4P PE=5 SV=1. 

Unique peptide 1: MS/MS Fragmentation of GFEVIYMSEPIDEYCVQQLK. 

Spectrum 1: Found in Q58FF6 in MHCC97H-TSA cell line (on Score cut-off=28). 



 

Monoisotopic mass of neutral peptide Mr (calc): 2447.1389 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 61   Expect: 1.6e-005 

Matches: 11/178 fragment ions using 13 most intense peaks 

 

pLabel re-inspection: 



 

 

Unique peptide 2: MS/MS Fragmentation of KGFEVIYMSEPIDEYCVQQLK. 

Spectrum 2: Found in Q58FF6 in MHCC97H-TSA cell line (Ion Score cut-off=28). 

 

Monoisotopic mass of neutral peptide Mr (calc): 2575.2338 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 36   Expect: 0.0076 

Matches: 18/220 fragment ions using 52 most intense peaks 



 

pLabel re-inspection: 

 

 

 

Unique peptide 3: MS/MS Fragmentation of SLLSVTKEGLELPEDEEEK. 

Spectrum 1: Found in Q58FF6 in MHCC97H-GSK1126 cell line (Ion Score cut-off=26). 



 

Monoisotopic mass of neutral peptide Mr (calc): 2144.0736 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 65   Expect: 1.1e-005 

Matches: 30/202 fragment ions using 77 most intense peaks 

 

pLabel re-inspection: 



 

 

Unique peptide 4: MS/MS Fragmentation of GFEVIYMSEPIDEYCVQQLKEFDGK. 

Spectrum 3: Found in Q58FF6 in MHCC97H-GSK126 cell line (Ion Score cut-off=26). 

 

Monoisotopic mass of neutral peptide Mr (calc): 3023.3933 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 40   Expect: 0.002 

Matches: 13/248 fragment ions using 31 most intense peaks 



 

pLabel re-inspection: 

 

 

 



No.29: Q13670, Putative postmeiotic segregation increased 2-like protein 11 OS=Homo 

sapiens GN=PMS2P11 PE=5 SV=1. 

Unique peptide: MS/MS Fragmentation of LSAASGYSDVTDSK.  

Spectrum: Found in Q13670 in MHCC97H cell line (Ion Score cut-off=29). 

Monoisotopic mass of neutral peptide Mr (calc): 1399.6467  

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 104   Expect: 1.9e-010 

Matches: 28/126 fragment ions using 50 most intense peaks 



pLabel re-inspection: 

 

 

 

No. 30: P01893, Putative HLA class I histocompatibility antigen, alpha chain H OS=Homo 

sapiens GN=HLA-H PE=5 SV=3 

Unique peptide 1:MS/MS Fragmentation of GGSYSQAASSNSAQGSDVSLTA 

Spectrum 1: Found in P01893 in HCT116-TSA cell line (Ion Score cut-off=27). 



 

Monoisotopic mass of neutral peptide Mr(calc): 2043.8981 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 31  Expect: 0.0062 

Matches : 34/220 fragment ions using 105 most intense peaks 

 



pLabel re-inspection: 

 

 

 

No. 31: H7BZ55, Putative ciliary rootlet coiled-coil protein-like 3 protein OS=Homo sapiens 

PE=5 SV=2 

Unique peptide 1: MS/MS Fragmentation of WDAEKVALQAR 

Spectrum 1:Found in H7BZ55 in HCT116-S2101 cell line (Ion Score cut-off=27). 

 

Monoisotopic mass of neutral peptide Mr(calc): 1285.6779 



Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 32  Expect: 0.025 

Matches : 11/96 fragment ions using 28 most intense peaks  

 

pLabel re-inspection: 

 

 

 

No. 32: Q96L14, UBAP1-MVB12-associated (UMA)-domain containing protein 1 

OS=Homo sapiens GN=UMAD1 PE=3 SV=1. 

Unique peptide: MS/MS Fragmentation of EINDVAGEIDSVTSSGTAPSTTLVDR. 



Spectrum: Found in Q96L14 in MHCC97H-S2101 cell line (Ion Score cut-off=28). 

 

Monoisotopic mass of neutral peptide Mr (calc): 2633.2668 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only) 

Ions Score: 34   Expect: 0.00071 

Matches: 19/294 fragment ions using 48 most intense peaks 



 

pLabel re-inspection: 

 

 


