
Figure S1. Whole transcriptome sequencing analysis pipeline and visualization. (A) Analysis pipeline for the identification of 
significant differentially expressed genes. (B) A volcano plot displaying the RNA‑Sequencing results. FC, fold change.



Figure S2. Analysis of dysregulated genes in TCGA‑STAD and KM‑plotter. (A) UpsetR software shows the intersecting sets of 
dysregulated genes in TCGA‑STAD detected using the three different softwares. For each column, a single point without con‑
necting lines represents the unique gene number detected by each method, while points with connecting lines represent overlap 
between the genes identified by the connected tools. The y‑axis is gene counts, for which there is no unit. (B) Survival analysis 
using KM‑plotter revealed that 10 of the 27 differentially expressed genes were significantly associated with survival. The x‑axis 
means survival month in each plot. TCGA, The Cancer Genome Atlas; STAD, stomach adenocarcinoma; KM, Kaplan‑Meier.
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Table SIII. Detection of copy number variation using FACETS.

Chr Start End CN Type Gene Database CDS length

2 20187672 20190900 4 DUP WDR35 NR 144
2 20191101 20247650 0 DEL LAPTM4A NR 597
2 20191101 20247650 0 DEL MATN3 NR 1,469
2 20355792 20530450 0 DEL PUM2 NR 3,221
2 20355792 20530450 0 DEL SDC1 NR 938
2 20777101 20906150 0 DEL GDF7 NR 1,355
2 20777101 20906150 0 DEL HS1BP3 NR 1,186
2 20777101 20906150 0 DEL LDAH NR 277
2 20914451 21012750 0 DEL LDAH NR 707
4 1782501 1812666 25 DUP FGFR3 CGC 2,444
4 8194101 8213528 26 DUP SH3TC1 NR 249
4 130016051 131946400 3 DUP C4orf33 NR 605
4 152178751 153716718 3 DUP FAM160A1 NR 3,134
4 152178751 153716718 3 DUP FBXW7 CGC 2,135
4 152178751 153716718 3 DUP GATB NR 1,687
4 152178751 153716718 3 DUP PRSS48 NR 1,046
4 152178751 153716718 3 DUP TIGD4 NR 1,540
4 152178751 153716718 3 DUP TMEM154 NR 559
6 37955401 42203650 0 DEL APOBEC2 NR 677
6 37955401 42203650 0 DEL BTBD9 NR 1,849
6 37955401 42203650 0 DEL BYSL NR 1,321
6 37955401 42203650 0 DEL C6orf132 NR 3,572
6 37955401 42203650 0 DEL CCND3 CGC 884
6 37955401 42203650 0 DEL DAAM2 NR 3,231
6 37955401 42203650 0 DEL DNAH8 NR 1,4216
6 37955401 42203650 0 DEL FOXP4 NR 2,059
6 37955401 42203650 0 DEL FRS3 NR 1,484
6 37955401 42203650 0 DEL GLO1 NR 561
6 37955401 42203650 0 DEL GLP1R NR 1,405
6 37955401 42203650 0 DEL GUCA1A NR 610
6 37955401 42203650 0 DEL GUCA1B NR 607
6 37955401 42203650 0 DEL KCNK16 NR 974
6 37955401 42203650 0 DEL KCNK17 NR 1,004
6 37955401 42203650 0 DEL KCNK5 NR 1,505
6 37955401 42203650 0 DEL KIF6 NR 2,468
6 37955401 42203650 0 DEL LRFN2 NR 2,372
6 37955401 42203650 0 DEL MDFI NR 745
6 37955401 42203650 0 DEL MED20 NR 643
6 37955401 42203650 0 DEL MOCS1 NR 1,168
6 37955401 42203650 0 DEL MRPS10 NR 613
6 37955401 42203650 0 DEL NCR2 NR 836
6 37955401 42203650 0 DEL NFYA NR 1,053
6 37955401 42203650 0 DEL OARD1 NR 464
6 37955401 42203650 0 DEL PGC NR 1,176
6 37955401 42203650 0 DEL PRICKLE4 NR 1,161
6 37955401 42203650 0 DEL SAYSD1 NR 554
6 37955401 42203650 0 DEL TAF8 NR 942
6 37955401 42203650 0 DEL TFEB CGC 1,482
6 37955401 42203650 0 DEL TOMM6 NR 227
6 37955401 42203650 0 DEL TREM1 NR 709
6 37955401 42203650 0 DEL TREM2 NR 698
6 37955401 42203650 0 DEL TREML1 NR 942
6 37955401 42203650 0 DEL TREML2 NR 971
6 37955401 42203650 0 DEL TREML4 NR 608
6 37955401 42203650 0 DEL TRERF1 NR 539
 6 37955401 42203650 0 DEL TSPO2 NR 516
  6 37955401 42203650 0 DEL UNC5CL NR 1,565
  6 37955401 42203650 0 DEL USP49 NR 2,072
  6 37955401 42203650 0 DEL ZFAND3 NR 576



Table SIII. Continued.

Chr Start End CN Type Gene Database CDS length

10 122150551 122422650 0 DEL PLPP4 NR 823
10 122457898 122786200 0 DEL WDR11 NR 3,704
10 122823876 123395200 0 DEL FGFR2 CGC 2486
10 123468060 123665100 0 DEL ATE1 NR 981
10 123665339 123682725 0 DEL ATE1 NR 416
10 123682851 123704600 0 DEL ATE1 NR 172
11 1535751 2137939 30 DUP CTSD NR 1,248
11 1535751 2137939 30 DUP DUSP8 NR 1,884
11 1535751 2137939 30 DUP HOTS NR 457
11 1535751 2137939 30 DUP IFITM10 NR 690
11 1535751 2137939 30 DUP KRTAP5‑1 NR 838
11 1535751 2137939 30 DUP KRTAP5‑2 NR 535
11 1535751 2137939 30 DUP KRTAP5‑3 NR 718
11 1535751 2137939 30 DUP KRTAP5‑4 NR 689
11 1535751 2137939 30 DUP KRTAP5‑5 NR 715
11 1535751 2137939 30 DUP KRTAP5‑6 NR 391
11 1535751 2137939 30 DUP LSP1 NR 1,414
11 1535751 2137939 30 DUP MRPL23 NR 467
11 1535751 2137939 30 DUP SYT8 NR 1,218
11 1535751 2137939 30 DUP TNNI2 NR 555
11 1535751 2137939 30 DUP TNNT3 NR 792
12 9172443 11351400 3 DUP A2M NR 4,461
12 9172443 11351400 3 DUP CD69 NR 605
12 9172443 11351400 3 DUP CLEC12A NR 835
12 9172443 11351400 3 DUP CLEC12B NR 837
12 9172443 11351400 3 DUP CLEC1A NR 849
12 9172443 11351400 3 DUP CLEC1B NR 696
12 9172443 11351400 3 DUP CLEC2A NR 530
12 9172443 11351400 3 DUP CLEC2B NR 454
12 9172443 11351400 3 DUP CLEC2D NR 591
12 9172443 11351400 3 DUP CLEC7A NR 750
12 9172443 11351400 3 DUP CLEC9A NR 732
12 9172443 11351400 3 DUP CLECL1 NR 579
12 9172443 11351400 3 DUP EIF2S3L NR 1,420
12 9172443 11351400 3 DUP GABARAPL1 NR 358
12 9172443 11351400 3 DUP KLRB1 NR 684
12 9172443 11351400 3 DUP KLRC1 NR 708
12 9172443 11351400 3 DUP KLRC2 NR 702
12 9172443 11351400 3 DUP KLRC3 NR 780
12 9172443 11351400 3 DUP KLRC4 NR 481
12 9172443 11351400 3 DUP KLRC4‑KLRK1 NR 658
12 9172443 11351400 3 DUP KLRD1 NR 565
12 9172443 11351400 3 DUP KLRF1 NR 705
12 9172443 11351400 3 DUP KLRF2 NR 630
12 9172443 11351400 3 DUP KLRK1 NR 658
12 9172443 11351400 3 DUP MAGOHB NR 452
12 9172443 11351400 3 DUP OLR1 NR 828
12 9172443 11351400 3 DUP PRH1 NR 607
12 9172443 11351400 3 DUP PRH1‑TAS2R14 NR 535
12 9172443 11351400 3 DUP PRH2 NR 504
12 9172443 11351400 3 DUP PRR4 NR 408
12 9172443 11351400 3 DUP PZP NR 4,485
12 9172443 11351400 3 DUP SMIM10L1 NR 208
12 9172443 11351400 3 DUP STYK1 NR 1,278
12 9172443 11351400 3 DUP TAS2R10 NR 925
12 9172443 11351400 3 DUP TAS2R13 NR 913
12 9172443 11351400 3 DUP TAS2R14 NR 955
12 9172443 11351400 3 DUP TAS2R19 NR 901
12 9172443 11351400 3 DUP TAS2R20 NR 931



Table SIII. Continued.

Chr Start End CN Type Gene Database CDS length

12 9172443 11351400 3 DUP TAS2R30 NR 961
12 9172443 11351400 3 DUP TAS2R31 NR 931
12 9172443 11351400 3 DUP TAS2R42 NR 946
12 9172443 11351400 3 DUP TAS2R43 NR 931
12 9172443 11351400 3 DUP TAS2R46 NR 931
12 9172443 11351400 3 DUP TAS2R50 NR 901
12 9172443 11351400 3 DUP TAS2R7 NR 958
12 9172443 11351400 3 DUP TAS2R8 NR 931
12 9172443 11351400 3 DUP TAS2R9 NR 940
12 9172443 11351400 3 DUP TMEM52B NR 557
12 9172443 11351400 3 DUP YBX3 NR 1,128
12 11351664 12303750 0 DEL BCL2L14 NR 989
12 11351664 12303750 0 DEL ETV6 CGC 1,367
12 11351664 12303750 0 DEL LRP6 NR 1,858
12 11351664 12303750 0 DEL PRB1 NR 999
12 11351664 12303750 0 DEL PRB2 NR 1,254
12 11351664 12303750 0 DEL PRB3 NR 934
12 11351664 12303750 0 DEL PRB4 NR 747
12 12303900 17560791 3 DUP APOLD1 NR 842
12 12303900 17560791 3 DUP ARHGDIB NR 611
12 12303900 17560791 3 DUP ART4 NR 948
12 12303900 17560791 3 DUP ATF7IP NR 3,852
12 12303900 17560791 3 DUP BORCS5 NR 595
12 12303900 17560791 3 DUP C12orf60 NR 739
12 12303900 17560791 3 DUP CDKN1B CGC/CPG 599
12 12303900 17560791 3 DUP CREBL2 NR 367
12 12303900 17560791 3 DUP DDX47 NR 1,380
12 12303900 17560791 3 DUP DERA NR 966
12 12303900 17560791 3 DUP DUSP16 NR 2,004
12 12303900 17560791 3 DUP EMP1 NR 478
12 12303900 17560791 3 DUP EPS8 NR 2,489
12 12303900 17560791 3 DUP ERP27 NR 829
12 12303900 17560791 3 DUP FAM234B NR 1,882
12 12303900 17560791 3 DUP GPR19 NR 1,249
12 12303900 17560791 3 DUP GPRC5A NR 1,077
12 12303900 17560791 3 DUP GPRC5D NR 1,041
12 12303900 17560791 3 DUP GRIN2B NR 4,467
12 12303900 17560791 3 DUP GSG1 NR 1,096
12 12303900 17560791 3 DUP GUCY2C NR 3,249
12 12303900 17560791 3 DUP H2AFJ NR 391
12 12303900 17560791 3 DUP HEBP1 NR 574
12 12303900 17560791 3 DUP HIST4H4 NR 313
12 12303900 17560791 3 DUP LMO3 NR 508
12 12303900 17560791 3 DUP LRP6 NR 2,876
12 12303900 17560791 3 DUP MANSC1 NR 1,299
12 12303900 17560791 3 DUP MGP NR 392
12 12303900 17560791 3 DUP MGST1 NR 471
12 12303900 17560791 3 DUP PDE6H NR 255
12 12303900 17560791 3 DUP PLBD1 NR 1,673
12 12303900 17560791 3 DUP PTPRO NR 3,677
12 12303900 17560791 3 DUP RERG NR 604
12 12303900 17560791 3 DUP SLC15A5 NR 1,749
12 12303900 17560791 3 DUP SMCO3 NR 679
12 12303900 17560791 3 DUP STRAP NR 1,063
12 12303900 17560791 3 DUP WBP11 NR 1,937
12 133806401 133841202 3 DUP ANHX NR 379 

CGC, Cancer Gene Census; CN, copy number of the genes; CPG, Cancer Predisposition Genes; NR, not reported; DEL, deletion; DUP, 
duplication; Chr, chromosome.
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