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Figure S1: The expression of the 13 key prognosis-associated genes (TGFBI, GPSM2, STIL, LIFR, CD36, COL4A1, CYFIP2, CKAP2, FAM83D, GPR155, ANKRD22, TMEM171 and STX19) compared GC samples with normal samples based on the GSE51575, GSE118916, GSE79973 and GSE81948 datasets. TGFBI, STIL, GPSM2, FAM83D, COL4A1 and CKAP2 was up-regulated in the GC samples, whereas LIFR, CD36, CYFIP2, GPR155, ANKRD22, TMEM171 and STX19 was down-regulated in GC samples.
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Figure S2: Progression-free survival (PFS) analysis of the 13 key prognosis-associated genes based on GSE26253 dataset. TMEM171 and TGFBI was closely associated with PFS, whereas others were not associated with PFS. 
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Figure S3: A, The GC patients with higher TMEM171 expression had a better OS than that with lower TMEM171 expression based on TCGA dataset; B, ROC analysis for forecasting overall survival (OS) based on TCGA dataset; C, Multivariate regression analysis revealed that TMEM171 was closely revealed with prognosis of GC patients based on GSE62254; D, Functional enrichment analysis of TMEM171 based on GSE62254. 
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Figure S4: The transfect effect of TMEM171 knockdown or overexpression by using qRT-PCR and western blotting in Hs-746T and HGC-27 cells. 






Table S1 Primers and oligonucleotides sequences used in present study. 
	Name
	Sequence 5'-3'

	TMEM171 forward
	CCAGTGCCTTATCTTTGGGTT

	TMEM171 reverse
	CTGTCTCGTTTAGCGGTTCCT

	GAPDH forward
	ACAGCCTCAAGATCATCAGC

	GAPDH reverse
	GGTCATGAGTCCTTCCACGAT

	shTMEM171-1 forward
	GATCCGCCCATGTTAAGAAGAGAAACCTCGAGGTTTCTCTTCTTAACATGGGCTTTTTG

	shTMEM171-1 reverse
	AATTCAAAAAGCCCATGTTAAGAAGAGAAACCTCGAGGTTTCTCTTCTTAACATGGGCG

	shTMEM171-2 forward
	GATCCGCTGAGAGTCCTGGAACTAACCTCGAGGTTAGTTCCAGGACTCTCAGCTTTTTG

	shTMEM171-2 reverse
	AATTCAAAAAGCTGAGAGTCCTGGAACTAACCTCGAGGTTAGTTCCAGGACTCTCAGCG

	
	













Table S2 The genes associated with overall survival (OS) in gastric cancer
	Gene
	Coefficient
	Hazard ratio (95%CI)
	p-value

	STIL
	-1.5
	0.23(0.13-0.42)
	2.00E-06

	GPR155
	1.2
	3.4(2.1-5.7)
	2.50E-06

	FAM83D
	1.4
	4(2.2-7.3)
	8.20E-06

	ACTN1
	2.7
	15(4.5-50)
	9.60E-06

	CEP55
	-1.1
	0.33(0.2-0.55)
	1.30E-05

	DNER
	0.66
	1.9(1.4-2.6)
	2.20E-05

	NEK2
	-1.1
	0.33(0.19-0.55)
	2.50E-05

	ECT2
	-1.9
	0.15(0.062-0.36)
	2.90E-05

	BUB1
	-3.3
	0.036(0.0074-0.17)
	3.30E-05

	KIF2C
	-1.4
	0.25(0.13-0.48)
	3.50E-05

	CYFIP2
	1.4
	3.9(2-7.5)
	4.50E-05

	BGN
	1.5
	4.6(2.2-9.6)
	4.50E-05

	COL4A1
	1.5
	4.5(2.2-9.4)
	5.00E-05

	MAD2L1
	-1.2
	0.29(0.16-0.53)
	5.10E-05

	CCNB1
	-1.1
	0.34(0.2-0.57)
	5.30E-05

	CKAP2
	-3.2
	0.042(0.008-0.22)
	1.70E-04

	TMEM171
	-1.5
	0.23(0.1-0.51)
	2.70E-04

	KL
	1.2
	3.3(1.7-6.4)
	3.00E-04

	DTL
	-1.1
	0.34(0.19-0.61)
	3.20E-04

	GPSM2
	-1.9
	0.16(0.055-0.44)
	4.10E-04

	ASPM
	-1.1
	0.34(0.19-0.62)
	4.60E-04

	TGFBI
	1.1
	3.1(1.7-6)
	4.60E-04

	STX19
	-0.9
	0.41(0.25-0.68)
	5.10E-04

	CD36
	1.5
	4.3(1.9-9.9)
	5.50E-04

	ANKRD22
	-0.96
	0.38(0.22-0.67)
	6.70E-04

	LIFR
	1
	2.7(1.5-5)
	7.50E-04

	CENPF
	-1.6
	0.21(0.085-0.52)
	7.50E-04

	SLC16A7
	0.92
	2.5(1.5-4.3)
	8.20E-04

	ADHFE1
	1.8
	6.3(2.1-19)
	8.60E-04

	UBE2T
	-1.1
	0.33(0.17-0.64)
	9.00E-04
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