Figure S1. Sequence information of circPGC.
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SiRNA Design

Length: 1098 nt
Query: sequence of circPGC Vector Sbjct: Sequence information matched after BLAST

circPGC
Score Expect Identities Gaps Strand
2152 bits(1165) 0.0 1165/1165(100%) 0/1165(0%) Plus/Minus

Nt
Sbjct 1212 AAAGGTACGTACTAATGACTTTTTTTTTATACTTCAGGCTGCCTACTTTGGTGAGATCAG 1153

e T THTOTT T i >
Sbjct 1152 CATCGGGACTCCACCCCAGAACTTCCTGGTCCTTTTTGACACCGGCTCCTCCAACTTGTG 1093

Query 121  GGTGCCCTCTGTCTACTGCCAGAGCCAGGCCTGCACCAGTCACTCCCGCTTCAACCCCAG 180
CELCCCLL LT L LT L L LEELEEELEEEEEEELEEEEEEEEELLEEEEEELT

Sbjct 1092 GGTGCCCTCTGTCTACTGCCAGAGCCAGGCCTGCACCAGTCACTCCCGCTTCAACCCCAG 1033

O T
Sbjct 1032 CGAGTCGTCCACCTACTCCACCAATGGGCAGACCTTCTCCCTGCAGTATGGCAGTGGCAG 973

Query 241  CCTCACCGGCTTCTTTGGCTATGACACCCTGACTGTCCAGAGCATCCAGGTCCCCAACCA 300
CELCLCLL LT LT EEEEL L LEEEEEEEELELEELEEELELEEEEEE LT

Sbjct 972  CCTCACCGGCTTCTTTGGCTATGACACCCTGACTGTCCAGAGCATCCAGGTCCCCAACCA 913

e T O T T >
Sbjct 912  GGAGTTCGGCTTGAGTGAGAATGAGCCTGGTACCAACTTCGTCTATGCGCAGTTTGATGG 853

e LT T T T T T
Sbjct 852  CATCATGGGCCTGGCCTACCCTGCTCTGTCCGTGGATGAGGCCACCACAGCTATGCAGGG 793

e T T T T T =
Sbjct 792  CATGGTGCAGGAGGGCGCCCTCACCAGCCCCGTCTTCAGCGTCTACCTCAGCAACCAGCA 733

e LT =
Sbjct 732  GGGCTCCAGCGGGGGAGCGGTTGTCTTTGCCGCTGTGGATAGCAGCCTGTACACGGGGCA 673

e T T =
Sbjct 672  GATCTACTGGGCGCCTGTCACCCAGGAACTCTACTGGCAGATTGGCATTGAAGAGTTCCT 613

e T LT T =
Sbjct 612  CATCGGCGGCCAGGCCTCCGGCTGGTGTTCTGAGGGTTGCCAGGCCATCGTGGACACAGG 553

e T T T
Sbjct 552  CACCTCTCTGCTCACTGTGCCCCAGCAGTACATGAGTGCTCTTCTGCAGGCCACAGGGGC 493

Query 721  CCAGGAGGATGAGTATGGACAGTTTCTCGTGAACTGTAACAGCATTCAGAATCTGCCCAG 780

CLEECEELUELCELCCCECC TP EETEL LT
Sbjct 492  CCAGGAGGATGAGTATGGACAGTTTCTCGTGAACTGTAACAGCATTCAGAATCTGCCCAG 433

Query 781  CTTGACCTTCATCATCAATGGTGTGGAGTTCCCTCTGCCACCTTCCTCCTATATCCTC 840

T
I|IIIIIIIIIIIIIII|II|IIII|II|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 432  CTTGACCTTCATCATCAATGGTGTGGAGTTCCCTCTGCCACCTTCCTCCTATATCCTCAG 373

Query 841  TAACAACGGCTACTGCACCGTGGGAGTCGAGCCCACCTACCTGTCCTCCCAGAACGGCCA 900

CCCEECELCELCELCEECELE P EETETT T
Sbjct 372  TAACAACGGCTACTGCACCGTGGGAGTCGAGCCCACCTACCTGTCCTCCCAGAACGGCCA 313

Query 901 CCCTGTGGATCCTCGGGGATGTCTTCCTCAGGTCCTACTATTCCGTCTACGACTTG! 960

T I
I|IIIIII||II|IIII|II|III||II|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 312  GCCCCTGTGGATCCTCGGGGATGTCTTCCTCAGGTCCTACTATTCCGTCTACGACTTGGG 253

Query 961  CAACAACAGAGTAGGCTTTGCCACTGCCGCCTAGACTTGCTGCCTCGACACGTGGGCTCC 1020
FCELECELECER L CCEECE L P TP

Sbjct 252  CAACAACAGAGTAGGCTTTGCCACTGCCGCCTAGACTTGCTGCCTCGACACGTGGGCTCC 193

Query 1021 CCTCTTCCTCTTGACCCTGCACCCTCCTAGGCCATTGTATCTGTCTTTCCACTCTGGATT 1080

CLLELELECEEEECCE L LT
Sbjct 192  CCTCTTCCTCTTGACCCTGCACCCTCCTAGGGCATTGTATCTGTCTTTCCACTCTGGATT 133

Query 1081 CAGCCTTCTTTTTCTGGACTCTGGACTTTCTCTAATAATAAATAGTTCTTCTTTAGTAAG 1140

FCELELELELEE TP LT
Shjct 132  CAGCCTTCTTTTTCTGGACTCTGGACTTTCTCTAATAATAAATAGTTCTICTTTAGTAAG 73

Query 1141 AAGCAAGGAAAAGAATTAGGCTCGG 1165

P
Shjct 72 AAGCAACCAAAACAATTAGCCTCCG 48



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
hsa_circ_0076305 (QPCR)-R
hsa_circ_0076304 (qPCR)-F
hsa_circ_0076304 (QPCR)-R
hsa_circ_0000390 (qPCR)-F
hsa_circ_0000390 (qPCR)-R
PGC mRNA (qPCR)-F

PGC mRNA (qPCR)-R
GAPDH (qPCR)-F

GAPDH (qPCR)-R

CCCTCCTAGGGCATTGTATCTG
GCCGGTGTCAAAAAGGACCA
CCACTCTGGATTCAGCCTTCT
TGCCATCAAACTGCGCATAG
GCCGGTGTCAAAAAGGACCA
GAGCATCTCATACCGGGGAA
CTGCGACTGCAGAACTCAGA
CAGCAAGCCCTTCTCCTTCA
ACCCACTCCTCCACCTTTGAC
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 13 4 (100) 9 (35)

/v 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 (1)

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




