
Figure S1. Sequence information of circPGC.



Table SI. Primer sequences used for PCR.

Gene	 Sequence (5'-3')

circPGC-F	 TACTTCAGGCTGCCTACTTTGGTGAGATCAG
circPGC-R	 CTTGCTTCTTACTAAAGAAGAACTATTTATTATTAGAGAAAGTCCAGAGTCCAGA
pcDNA (3.1)-F	 GTTCTTCTTTAGTAAGAAGCAAGGAAAAGAATTAGGCTCG
pcDNA (3.1)-R	 GTAGGCAGCCTGAAGTATAAAAAAAAAGTCATTAGTACGTACCT

F, forward; R, reverse.



Table SII. Primer sequences used for quantitative PCR.

Gene	 Sequence (5'-3')

hsa_circ_0076305 (qPCR)-F	 CCCTCCTAGGGCATTGTATCTG
hsa_circ_0076305 (qPCR)-R	 GCCGGTGTCAAAAAGGACCA
hsa_circ_0076304 (qPCR)-F	 CCACTCTGGATTCAGCCTTCT
hsa_circ_0076304 (qPCR)-R	 TGCCATCAAACTGCGCATAG
hsa_circ_0000390 (qPCR)-F	 GCCGGTGTCAAAAAGGACCA
hsa_circ_0000390 (qPCR)-R	 GAGCATCTCATACCGGGGAA
PGC mRNA (qPCR)-F	 CTGCGACTGCAGAACTCAGA
PGC mRNA (qPCR)-R	 CAGCAAGCCCTTCTCCTTCA
GAPDH (qPCR)-F	 ACCCACTCCTCCACCTTTGAC
GAPDH (qPCR)-R	 TGTTGCTGTAGCCAAATTCGTT

F, forward; R, reverse. 



Table SIII. Association between circPGC expression and clinicopathological characteristics of patients with GC.

	 Number of patients	 High circPGC expression, n (%)	 Low circPGC expression, n (%)
Characteristic	 (n=30)	 (n=4)	 (n=26)

Age, years
  ≥60	 22	 2 (50)	 20 (77)
  <60	 8	 2 (50)	 6 (23)
Sex
  Female	 6	 0 (0)	 6 (23)
  Male 	 24	 4 (100)	 20 (77)
TNM staging
  I/II	 13	 4 (100)	 9 (35)
  III/IV	 17	 0 (0)	 17 (65)
Primary focus
  T1/T2	 4	 2 (50)	 2 (8)
  T3/T4	 26	 2 (50)	 24 (92)
Lymphatic metastasis
  Yes	 21	 3 (75)	 18 (69)
  No	 9	 1 (25)	 8 (31)

CircPGC, CircPGC, hsa_circ_0076305; TNM, tumor-node-metastasis. 


