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Transcriptome Bic matics
e I 1. Cancer vs. Normal paired
| samples
2. The Cancer Genome Atlas
(TCGA): NGS data from 287
GC sample
3. Other NGS data (ACRG)

llumina Hiseq 2000

Korean Gastric cancer specific

protein discovery

1. Label-free proteomics : Cancer
vs. Normal paired samples

3 2. Database : 34 paired samples

from this study. 287 samples

(TCGA), other study samples

Label-free proteomics.

Normal
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Somatic variant analysis report
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® Missense_Mutation M Nonsense_Mutation ® In_Frame_Del = Splice_Site

® Frame_Shif lns M Frame_Shift Del M Translation_Start_Site
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Number of gene : 578 Number of gene : 1,357 Number of gene : 41; 81
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Common genes 184
ey

Number of gene : 29

TceA 22 —

Number of gene : 21

< ACRG Mutated gene

£ e172| validated gene set

Number of gene : 19

le— TCGA Sig-Freq

7774

lllumina Custom panel Tier 1 : 7,175 Probes: 493.355 kbp
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1 MSGGHQLOLA ALWPHLLMAT LOAGFGRTGL VLARAVESER SAEQRATTRV IPLRMDPTGK
GVE; NLE PGFISIVKLE SPRRAPRECL

601 SUSAAPSGRL SNEQCPRAL? EPAEGPVDRS SICSTSSLE NLQKSSLSAR HEQHGRGGE
661 SEPTPGSREQ DATVHPACQI FPHYTPSVAY PWSPEANPLI CGRRGLDKRL LPETFGECYS
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Check of monoclonal R__ _ €252 epitope antibody (be
using medium sup.)
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