SUPPLEMENTARY FIGURES

ACTLESARAGERAGEAG plis (;Dgivg_géACAm
GEA12 L
QGRNFB'WGAPMBS"ZTSpRA'FAM?z;\\ " 2XaRTYHDLLIIEY QLDN&ABREDH‘KRTQAIBPEND‘F[SSST"
- ,.[URMA@ATBZLDN&:ZDZOE»DKK&LDN(RTZ %RINzﬁRﬂ L
g ) N GEQDX?WHLx1DpEDH60XLESM15FRP4A§'ULF SLC4A )’f KCNDZ
L SA1-
TPR@TC':‘FHT /(GLH ror 572 goL1o . ﬁ?MTsﬁstu
GNECA y NF469
ERSL
DH v||_1 / FAP . WAS
C1 4|-mAMT ML et
%ﬁ'r b Gp P19 e
MTBF~ LR CEN ! ‘ PL g
HECw2 DNMT3EE S 4 / G X , : qMTgT?SB
CYP27§FR6A8¢NP | : y ’ OL8A e

OXlARRES‘I
I+ GPRL
= MDK BMP8A

IFNGEMSL
Ca XCLIB[AGT TR1

TS
BCWHFD&EZH -TDO2-. .JP62CL ;
X1+ 5 % 212 YRFN4
IGFZBFq -1,—’—‘EL0VL: ¥ r,-.CEL’r'APZ o 12
SDS 'LOVL-a—-DIOZbSMﬁNFS . XT'%"AV" 2RL2BP
. LXIPL
AGMAT RPIMI LRPaC39A10

Cé6orf223 EGFL6

MYO1B MUCL1 PMEPA1 POLR3G CST2
& HITRA# - CREGQSHaTceTRPVPKDAPewOXSEREMQREM%QPQABHDH

l l | | | l I PKD1L1 HKal‘ILRBQ’P@WOL‘FFEC
TRIB3 TM4SF19  FJX1 MUC12 GPRINT GUCY1A2 CST1 MS4A GLEC7

Supplementary Figure 1. PPl network of the 505 upregulated intersecting differentially expressed genes (DEGs). The red,
yellow, and green circles represent the top three modules, respectively. DEGs, differentially expressed genes; PPI, protein—protein
interaction.
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Supplementary Figure 2. PPl network of the 392 downregulated intersecting differentially expressed genes (DEGs). The red,

yellow, and green circles represent the top three modules, respectively. DEGs, differentially expressed genes; PPI, protein—protein
interaction.
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Supplementary Figure 3. Overexpression of GNG7 regulated the expression of its coexpression genes in GC. Expression levels
of the top three positively (A) or negatively (B) correlated genes in control and GNG7-overexpressing SGC7901 cells determined by gRT-PCR.
GC, gastric cancer; gRT-PCR, RNA extraction and quantitative reverse transcription-polymerase chain reaction. **P < 0.01 and ***P < 0.001
versus control or blank group; #P < 0.05, #P < 0.01 and ##P < 0.001 versus pcDNA3.1 group.
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