Supplementary Information
Figure S1 miR-1208 and miR-1279 Sinhibited GC cell apoptosis and promoted cell proliferation, migration, and EMT.
A and B, E and F The proliferative capacity in HGC-27 cells transfected miR-1208 or miR-1279 mimics (A and B)/inhibitor (E and F) were determined via colony formation assay. C and G The proliferative capacity in MGC-803 cells were determined by CCK8 assay after cells transfected miR-1208 or miR-1279 mimics (C)/inhibitor (G). D and H Proteins of apoptosis and proliferation were detected by Western after GC cells transfected miR-1208 or miR-1279 mimics (D) /inhibitor (H). I-L and N-Q Transwell and wound-healing assays were performed to assess the migration ability of cells transfected miR-1208 or 1279 mimics (I-L)/inhibitor (N-Q). M and R Western blot detected the proteins of migration and EMT after GC cells overexpression (M) or silence (R) miR-1208 or miR-1279. *P<0.05, **P<0.01, ***P<0.0001.

Figure S2 miR-1208 and miR-1279 inhibitor reserve si-circDDX17 function on GC cells apoptosis and proliferation.
Conduct the following experiments when MGC-803 cells co-transfected si-circDDX17 and miR-1208-in: The proliferative capacity was determined via A colon formation assay, B CCK8 assay; The migration capacity was determined via C Transwell and D wound-healing assay. Conduct the following experiments when MGC-803 cells co-transfected si-circDDX17 and miR-1279-in: The proliferative capacity was determined via E colon formation assay, F CCK8 assay; The migration capacity was determined via G Transwell and H wound-healing assay; *P<0.05, **P<0.01, ***P<0.0001.

Figure S3 FKBP5 affects proliferation, apoptosis, migration, and EMT of GC cells.
HGC-27 cells transfected FKBP5 vector: A qRT-PCR to detect FKBP5 mRNA expression level; B and C Colony formation (B) and CCK8 (C) assay to analyze cells viability. MGC-803 cells transfected si-FKBP5: D qRT-PCR to detect FKBP5 mRNA expression level; E and F Colony formation (E) and CCK8 (F) assay to analyze cells viability. G and H Apoptosis and proliferation-related proteins were detected by Western blot. I and J Transwell (I) and wound healing assay (J) to detect cells migration when HGC-27 cells transfected FKBP5 vector; K and L Transwell (K) and wound healing assay (L) to detect cells migration when MGC-803 cells transfected si-FKBP5. M and N Migration and EMT-related proteins were detected by Western blot; Scale bars were 50 μm, *P<0.05, **P<0.01, ***P<0.0001.

Figure S4 si-FKBP5 reserve miR-1208 and miR-1279 inhibitor function on GC cells apoptosis and proliferation.
Perform the following experiment when MGC-803 cells co-transfected si-FKBP5 and miR-1208-in: The proliferative capacity was determined via A colon formation assay, B CCK8 assay; The migration capacity was determined via C Transwell and D wound-healing assay. Conduct the following experiments when MGC-803 cells co-transfected si-FKBP5 and miR-1279-in: The proliferative capacity was determined via E colon formation assay, F CCK8 assay; The migration capacity was determined via G Transwell and H wound-healing assay; *P<0.05, **P<0.01, ***P<0.0001.

Figure S5 CircDDX17 regulates the expression and location of protein on ERK1/2 and STAT3.
A and B Western blot analysis the proteins of ERK1/2 and STAT3 after HGC-27 cells overexpression circDDX17; C and D Western blot analysis the proteins of ERK1/2 and STAT3 after MKN-45 cells overexpression circDDX17; E and F Western blot analysis the proteins of ERK1/2 and STAT3 after MGC-803 cells knockdown circDDX17; G IHC assay to detect the expression of FKBP5 in subcutaneous xenograft tumors; H and I Western blot to analysis the expression of FKBP5, ERK1/2, and STAT3; J and K Confocal laser detect the expression and location of t-ERK1/2 and p-ERK1/2 after MGC-803 cells knockdown circDDX17; L and M Confocal laser detect the expression and location of t-STAT3 and p-STAT3 after MGC-803 cells knockdown circDDX17; N, O, P and Q Western blot to analysis the proteins of ERK1/2 and STAT3 pathway when GC cells overexpression or silence circDDX17. R and S IF to analyze the expression and location of t-ERK1/2 and p-ERK1/2 after GC cells silence circDDX17 (scale bar, 10 μm). T and U IF to analyze the expression and location of t-STAT3 and p-STAT3 after GC cells silence circDDX17; IHC × 100, scale =200 μm; IF × 600, scale =10 μm, *P <0.05, **P <0.01, ***P <0.001.

Table S1 The clinicopathological features of GC patients with differential expressions of miR-1208
	Clinical Parameters
	Cases（51）
	Expression of miR-1208
	P value

	
	
	High (33)
	Low (18)
	

	Gender
	
	
	
	ns

	Male
	38
	25
	13
	

	Female
	13
	8
	5
	

	Age (years)
	
	
	
	ns

	>65
	37
	26
	11
	

	≤65
	14
	7
	7
	

	Tumor size (cm)
	
	
	
	ns

	>4
	24
	14
	10
	

	≤4
	27
	19
	8
	

	Lymphatic Metastasis
	
	
	
	<0.05

	[bookmark: _Hlk130046908]Yes
	22
	18
	4
	

	No
	29
	15
	14
	

	TNM stage
	
	
	
	ns

	I+II
	23
	16
	7
	

	III+IV
	28
	17
	11
	




[bookmark: _GoBack]Table S2 The clinicopathological features of GC patients with differential expressions of miR-1279
	Clinical Parameters
	Cases（51）
	Expression of miR-1279
	P value

	
	
	High (n=36)
	Low (n=15)
	

	Gender
	
	
	
	ns

	Male
	38
	29
	9
	

	Female
	13
	7
	6
	

	Age (years)
	
	
	
	ns

	>65
	37
	24
	13
	

	≤65
	14
	12
	2
	

	Tumor size (cm)
	
	
	
	<0.05

	[bookmark: _Hlk130047982]>4
	24
	21
	3
	

	≤4
	27
	15
	12
	

	Lymphatic Metastasis
	
	
	
	ns

	Yes
	22
	15
	7
	

	No
	29
	21
	8
	

	TNM stage
	
	
	
	ns

	I+II
	23
	18
	5
	

	III+IV
	28
	18
	10
	



