
Supporting MS/MS Spectra and Sequence Coverage for Biomarker Candidates 
 

CD59_HUMAN (100%), 14,177.2 Da
(P13987) CD59 glycoprotein precursor (Membrane attack complex inhibition factor) (MACIF) (MAC-inhibitory protein) (MAC-IP) (Protectin) (MEM43 antigen) (Membrane inhibitor of reactive lysis) (MIRL) (20 kDa homologous restriction factor) (HRF-20
5 unique peptides, 7 unique spectra, 165 total spectra, 48/128 amino acids (38% coverage)

M G I Q G G S V L F G L L L V L A V F C H S G H S L Q C Y N C P N P T A D C K T A V N C S S D F D A C L I T K A G L Q V Y N K C W K F E H C N F N D V T T R L R E N E L T Y Y C C K
K D L C N F N E Q L E N G G T S L S E K T V L L L V T P F L A A A W S L H P

 
 

b4-H2O
y8-NH3-H2O+2H

y8+2H

y10-NH3-H2O+2H

b6-H2O-H2O

y5+1

y6+1

b2 y2 b3

y3

b4
b5

y4

b6

y5
y6

b7

y7

b8
y8

b9y9

E N E L T Y Y C+57 C+57 K
K C+57 C+57 Y Y T L E N E

m/z

Re
la

tiv
e 

In
te

ns
ity

0%

25%

50%

75%

100%

0 200 400 600 800 1000 1200

1,378.92 AMU, +2 H (Parent Error: 270 ppm)
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BASI_HUMAN (100%), 42,199.7 Da
(P35613) Basigin precursor (Leukocyte activation antigen M6) (Collagenase stimulatory factor) (Extracellular matrix metalloproteinase inducer) (EMMPRIN) (5F7) (Tumor cell-derived collagenase stimulatory factor) (TC
11 unique peptides, 17 unique spectra, 116 total spectra, 164/385 amino acids (43% coverage)
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NPC2_HUMAN (100%), 16,570.0 Da
(P61916) Epididymal secretory protein E1 precursor (Niemann-Pick disease type C2 protein) (hE1)
7 unique peptides, 8 unique spectra, 49 total spectra, 103/151 amino acids (68% coverage)
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LG3BP_HUMAN (100%), 65,332.1 Da
(Q08380) Galectin-3-binding protein precursor (Lectin galactoside-binding soluble 3-binding protein) (Mac-2-binding protein) (Mac-2 BP) (MAC2BP) (Tumor-associated antigen 90K)
23 unique peptides, 31 unique spectra, 210 total spectra, 320/585 amino acids (55% coverage)
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MFGM_HUMAN (100%), 43,122.9 Da
(Q08431) Lactadherin precursor (Milk fat globule-EGF factor 8) (MFG-E8) (HMFG) (Breast epithelial antigen BA46) (MFGM) [Contains: Lactadherin short form; Medin]
12 unique peptides, 14 unique spectra, 24 total spectra, 173/387 amino acids (45% coverage)
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TSN8_HUMAN (100%), 26,045.0 Da
(P19075) Tetraspanin-8 (Tspan-8) (Transmembrane 4 superfamily member 3) (Tumor-associated antigen CO-029)
4 unique peptides, 6 unique spectra, 66 total spectra, 55/237 amino acids (23% coverage)
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TACD1_HUMAN (100%), 34,920.2 Da
(P16422) Tumor-associated calcium signal transducer 1 precursor (Major gastrointestinal tumor-associated protein GA733-2) (Epithelial cell surface antigen) (Epithelial glycoprotein) (EGP) (Adenocarcinoma-associated ant
10 unique peptides, 14 unique spectra, 97 total spectra, 148/314 amino acids (47% coverage)
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EPHB3_HUMAN (100%), 110,330.7 Da
(P54753) Ephrin type-B receptor 3 precursor (EC 2.7.10.1) (Tyrosine-protein kinase receptor HEK-2)
8 unique peptides, 9 unique spectra, 14 total spectra, 156/998 amino acids (16% coverage)
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EFNB1_HUMAN (100%), 38,007.4 Da
(P98172) Ephrin-B1 precursor (EPH-related receptor tyrosine kinase ligand 2) (LERK-2) (ELK ligand) (ELK-L)
5 unique peptides, 6 unique spectra, 20 total spectra, 91/346 amino acids (26% coverage)
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HPLN1_HUMAN (100%), 40,166.2 Da
(P10915) Hyaluronan and proteoglycan link protein 1 precursor (Proteoglycan link protein) (Cartilage link protein) (LP)
13 unique peptides, 17 unique spectra, 124 total spectra, 182/354 amino acids (51% coverage)
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EMIL1_HUMAN (100%), 106,694.7 Da
(Q9Y6C2) EMILIN-1 precursor (Elastin microfibril interface-located protein 1) (Elastin microfibril interfacer 1)
19 unique peptides, 23 unique spectra, 66 total spectra, 287/1016 amino acids (28% coverage)
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SDC1_HUMAN (100%), 32,476.3 Da
(P18827) Syndecan-1 precursor (SYND1) (CD138 antigen)
2 unique peptides, 2 unique spectra, 3 total spectra, 36/310 amino acids (12% coverage)
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CAD13_HUMAN (100%), 78,287.6 Da
(P55290) Cadherin-13 precursor (Truncated-cadherin) (T-cadherin) (T-cad) (Heart-cadherin) (H-cadherin) (P105)
2 unique peptides, 2 unique spectra, 2 total spectra, 55/713 amino acids (8% coverage)
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DKK3_HUMAN (100%), 38,290.3 Da
(Q9UBP4) Dickkopf-related protein 3 precursor (Dkk-3) (Dickkopf-3) (hDkk-3)
4 unique peptides, 4 unique spectra, 7 total spectra, 90/350 amino acids (26% coverage)
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FSTL1_HUMAN (100%), 34,985.3 Da
(Q12841) Follistatin-related protein 1 precursor (Follistatin-like 1)
7 unique peptides, 7 unique spectra, 27 total spectra, 74/308 amino acids (24% coverage)
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PTPRM_HUMAN (100%), 163,633.8 Da
(P28827) Receptor-type tyrosine-protein phosphatase mu precursor (EC 3.1.3.48) (Protein-tyrosine phosphatase mu) (R-PTP-mu)
3 unique peptides, 3 unique spectra, 3 total spectra, 50/1452 amino acids (3% coverage)

M R T L G T C L A T L A G L L L T A A G E T F S G G C L F D E P Y S T C G Y S Q S E G D D F N W E Q V N T L T K P T S D P W M P S G S L M L V N A S G R P E G Q
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y11+2H

y14+2H

y9+1 y11+1

y2 b4
b5

y4 b6
y5

b7
y6

b8

y8

b10

y9

b11

y10

b12

y11

b13
y13

b14y14 b15

T E G G V G I S N Y A E L V V K
K V V L E A Y N S I G V G G E T

m/z

Re
la

tiv
e 

In
te

ns
ity

0%

25%

50%

75%

100%

0 200 400 600 800 1000 1200 1400 1600

1,635.61 AMU, +2 H (Parent Error: 470 ppm)

 



BST1_HUMAN (100%), 35,739.4 Da
(Q10588) ADP-ribosyl cyclase 2 precursor (EC 3.2.2.5) (Cyclic ADP-ribose hydrolase 2) (cADPr hydrolase 2) (Bone marrow  stromal antigen 1) (BST-1) (CD157 antigen)
8 unique peptides, 12 unique spectra, 22 total spectra, 146/318 amino acids (46% coverage)
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GPR64_HUMAN (100%), 111,494.3 Da
(Q8IZP9) G-protein coupled receptor 64 precursor (Epididymis-specific protein 6) (He6 receptor)
5 unique peptides, 6 unique spectra, 12 total spectra, 80/1017 amino acids (8% coverage)
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