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Figure S1. Representative tandem mass spectra annotated with 

masses observed and fragment assignments for the quantitated 

proteins which were identified with only one peptide. 
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Gene Symbol Sequences m/z Charge Ion score Expect 

BASP1 AQGPAASAEEPKPVEAPAANSDQTVTVKE 970.155 3+ 79 1.6e-06 

(IPI00299024 Brain acid soluble protein 1) 

 

K12, K28: Lysine (K-full) 
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Gene Symbol Sequences m/z Charge Ion score Expect 

C14orf142 MELLGEYVGQEGKPQKLR 712.037 3+ 45 0.0048 

(IPI00646167 hypothetical protein LOC84520) 

 

N-term: N-Acetyl (Protein) 

M1: Oxidation (M) 

Q15: Deamidation (NQ) 

 



 4 

Gene Symbol Sequences m/z Charge Ion score Expect 

C14orf32 SDEFSLADALPEHSPAK 932.450 2+ 91 1.2e-07 

(IPI00171527 Uncharacterized protein C14orf32) 

 

N-term : N-Acetyl (Protein) 

K17: Lysine (K-full) 

 



 5 

Gene Symbol Sequences m/z Charge Ion score Expect 

C9orf32 TSEVIEDEKQFYSK 880.933 2+ 83 8.5e-07 

(IPI00515040 Chromosome 9 open reading frame 32) 

 

N-term : N-Acetyl (Protein) 

K9, K14: Lysine (K-full) 

 



 6 

Gene Symbol Sequences m/z Charge Ion score Expect 

CLTB LQELDAASKVTEQEWR 955.994 2+ 89 1.9e-07 

(IPI00014589 Isoform Brain of Clathrin light chain B) 

 

K9: Lysine (K-full) 

 



 7 

Gene Symbol Sequences m/z Charge Ion score Expect 

COX5B KGLDPYNVLAPK 657.871 2+ 56 0.00023 

(IPI00021785 Cytochrome c oxidase subunit 5B, mitochondrial precursor) 

 

 

 



 8 

Gene Symbol Sequences m/z Charge Ion score Expect 

DGKA WGGGYEGQNLAK 640.306 2+ 48 0.0018 

(IPI00333143 Diacylglycerol kinase alpha) 
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Gene Symbol Sequences m/z Charge Ion score Expect 

FAM50A AQYKGAASEAGR 625.812 2+ 60 0.00013 

(IPI00030098 Protein FAM50A) 

 

N-term : N-Acetyl (Protein) 
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Gene Symbol Sequences m/z Charge Ion score Expect 

FIP1L1 TGAPQYGSYGTAPVNLNIK 980.008 2+ 79 1.7e-06 

(IPI00008449 Isoform 3 of Pre-mRNA 3'-end-processing factor FIP1) 

 

K19: Lysine (K-full) 

 



 11 

Gene Symbol Sequences m/z Charge Ion score Expect 

GRHPR AADCEVEQWDSDEPIPAKELER 863.060 3+ 84 4e-07 

(IPI00037448 Glyoxylate reductase/hydroxypyruvate reductase) 

 

C4: Carbamidomethylated 

 



 12 

Gene Symbol Sequences m/z Charge Ion score Expect 

GSPT1 FVKQDQVCIAR 682.361 2+ 57 0.00027 

(IPI00218829 G1 to S phase transition protein 1 homolog) 

 

C8: Carbamidomethylated 
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Gene Symbol Sequences m/z Charge Ion score Expect 

HIGD1A STDTGVSLPSYEEDQGSKLIR 1166.573 2+ 80 1.5e-06 

(IPI00295621 HIG1 domain family member 1A) 

 

N-term : N-Acetyl (Protein) 

K18: Lysine (K-full) 

 

 



 14 

Gene Symbol Sequences m/z Charge Ion score Expect 

HIP1R TPLQGILQLGQELKPK 593.697 3+ 47 0.00015 

(IPI00024417 Huntingtin-interacting protein 1-related protein) 

 

K14, K16: Lysine (K-full) 
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Gene Symbol Sequences m/z Charge Ion score Expect 

HMGA2 GEGAGQPSTSAQGQPAAPAPQKR 733.707 3+ 73 7.8e-06 

(IPI00005996 High mobility group protein HMGI-C) 

 

K22: Lysine (K-full) 

 



 16 

Gene Symbol Sequences m/z Charge Ion score Expect 

INPP1 LCSTEEETAELLSK 805.387 2+ 75 4.2e-06 

(IPI00027139 Inositol polyphosphate 1-phosphatase) 

 

C2: Carbamidomethylated 

 



 17 

Gene Symbol Sequences m/z Charge Ion score Expect 

LOC389217 EFHLNESGNPSSK 727.838 2+ 58 0.00016 

(IPI00398010 similar to Protein SET) 

 

N9: Deamidation (NQ) 

K13: Lysine (K-full) 

 



 18 

Gene Symbol Sequences m/z Charge Ion score Expect 

LOC645877 AEELIEK 416.227 2+ 41 0.014 

(IPI00161095 Uncharacterized protein ENSP00000267785) 

 

 

 



 19 

Gene Symbol Sequences m/z Charge Ion score Expect 

MED29 VAAQNLIQNTNIDNGQK 920.983 2+ 90 1.2e-07 

(IPI00032780 mediator complex subunit 29) 
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Gene Symbol Sequences m/z Charge Ion score Expect 

MTHFD2 LVGDVDFEGVRQK 731.392 2+ 58 0.0002 

(IPI00011307 Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase) 

 

 

 



 21 

Gene Symbol Sequences m/z Charge Ion score Expect 

NACA2 IQDLSQQAQLAAAEK 807.923 2+ 105 5.1e-09 

(IPI00007471 Nascent polypeptide-associated complex subunit alpha-2) 

 

Q2: Deamidation (NQ) 

 



 22 

Gene Symbol Sequences m/z Charge Ion score Expect 

NXT1 ASVDFKTYVDQACR 851.400 2+ 46 0.0029 

(IPI00007605 NTF2-related export protein 1) 

 

N-term : N-Acetyl (Protein) 

C13: Carbamidomethylated 

 



 23 

Gene Symbol Sequences m/z Charge Ion score Expect 

OGT ASSVGNVADSTEPTKR 830.912 2+ 76 4.3e-06 

(IPI00005780 Isoform 3 of UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltrans) 

 

N-term : N-Acetyl (Protein) 

 



 24 

Gene Symbol Sequences m/z Charge Ion score Expect 

PBLD MKLPIFIADAFTAR 531.968 3+ 55 0.00021 

(IPI00024896 Phenazine biosynthesis-like domain-containing protein) 

 

 

 



 25 

Gene Symbol Sequences m/z Charge Ion score Expect 

PFDN5 IQQLTALGAAQATAKA 778.445 2+ 105 1.7e-09 

(IPI00015361 Prefoldin subunit 5) 

 

 

 



 26 

Gene Symbol Sequences m/z Charge Ion score Expect 

PICALM ATTLSNAVSSLASTGLSLTK 961.535 2+ 99 6.8e-09 

(IPI00216184 Isoform 2 of Phosphatidylinositol-binding clathrin assembly protein) 

 

 

 



 27 

Gene Symbol Sequences m/z Charge Ion score Expect 

PTBP2 VTNILMLK 466.287 2+ 60 4.5e-05 

(IPI00254162 Isoform 3 of Polypyrimidine tract-binding protein 2) 

 

 

 



 28 

Gene Symbol Sequences m/z Charge Ion score Expect 

PYCR1 LGAQALLGAAK 510.820 2+ 94 9.4e-09 

(IPI00376503 pyrroline-5-carboxylate reductase 1 isoform 2) 

 

K11: Lysine (K-full) 

 



 29 

Gene Symbol Sequences m/z Charge Ion score Expect 

RALYL VFIGNLNTAIVK 644.888 2+ 48 0.0005 

(IPI00166137 Isoform 1 of RNA-binding Raly-like protein) 

 

 

 



 30 

Gene Symbol Sequences m/z Charge Ion score Expect 

RPL34 LSYNTASNKTR 631.835 2+ 54 0.00066 

(IPI00219160 60S ribosomal protein L34) 

 

K9: Lysine (K-full) 

 



 31 

Gene Symbol Sequences m/z Charge Ion score Expect 

RPL36AL GKDSLYAQGR 547.784 2+ 58 0.00019 

(IPI00056494 60S ribosomal protein L36a-like) 

 

 

 



 32 

Gene Symbol Sequences m/z Charge Ion score Expect 

S100A16 AADKLIQNLDANHDGR 586.972 3+ 54 0.00054 

(IPI00062120 Protein S100-A16) 

 

K4: Lysine (K-full) 

 



 33 

Gene Symbol Sequences m/z Charge Ion score Expect 

SF3B5 MLQPCGPPADKPEEN 845.884 2+ 46 0.0019 

(IPI00010404 Splicing factor 3B subunit 5) 

 

C5:Carbamidomethylated 

K11: Lysine (K-full) 

 



 34 

Gene Symbol Sequences m/z Charge Ion score Expect 

SLTM AAATGAVAASAASGQAEGKK 879.957 2+ 80 1.5e-06 

(IPI00019996 modulator of estrogen induced transcription isoform b) 

 

N-term : N-Acetyl (Protein) 

 



 35 

Gene Symbol Sequences m/z Charge Ion score Expect 

SNRPC PKFYCDYCDTYLTHDSPSVR 842.034 3+ 48 0.00088 

(IPI00013396 U1 small nuclear ribonucleoprotein C) 

 

C5, C8: Carbamidomethylated 
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Gene Symbol Sequences m/z Charge Ion score Expect 

TIMM8A SKPVFSESLSD 598.299 2+ 51 0.001 

(IPI00028376 Mitochondrial import inner membrane translocase subunit Tim8 A) 

 

 



 37 

Gene Symbol Sequences m/z Charge Ion score Expect 

TXNRD2 WGLGGTCVNVGCIPK 809.407 2+ 94 6.2e-08 

(IPI00157820 Thioredoxin reductase 2, mitochondrial precursor (EC 1.8.1.9) (TR3)) 

 

C7, C12: Carbamidomethylated 

 



 38 

Gene Symbol Sequences m/z Charge Ion score Expect 

UBXD7 AAHGGSAASSALK 585.299 2+ 45 0.0042 

(IPI00642423 Isoform 2 of UBX domain-containing protein 7) 

 

N-term : N-Acetyl (Protein) 

 



 39 

Gene Symbol Sequences m/z Charge Ion score Expect 

UPP1 AATGANAEKAESHNDCPVR 683.318 3+ 69 1.2e-05 

(IPI00004406 Isoform 1 of Uridine phosphorylase 1) 

 

C16: Carbamidomethylated 

N-term : N-Acetyl (Protein) 

K9: Lysine (K-full) 

 


