1

Supplementary table 1

The sequences of ShRNA construction

Gene

Sequences (5°-3°)

GINS2-shRNA

Scramble-shRNA

Sense

Antisense

Sense

Antisense

5’-CCGGGCGATTAACCTGAAACAAAGACTCGAGT

CTTTGTTTCAGGTTAATCGCTTTTTG-3’

5’-AATTCAAAAAGCGATTAACCTGAAACAAAGAC

TCGAGTCTTTGTTTCAGGTTAATCGC-3’

5’-GATCCGTGGCATGCGTAGAAGGCAACTCGAGA

TTGCCTTCTACGCATGCCATTTTTC-3

5’-TCGAGAAAAAGTGGCATGCGTAGAAGGCAACT

CGAGATTGCCTTCTACGCATGCCAG-3
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Supplementary table 2 The sequences of QRT-PCR primers

Products

Gene Forward Reverse
(bp)

GAPDL TGACTTCAACAGCGACACC CACCCTGTTGCTGTAGCC o
CA AAA

GINS2 CAGAAATGTCGCCTGCTCC  GGATTTCGTCTGCCTTCG 153

GADD4ss  GAGAGCAGAAGACCGAAA  CAGCAGGCACAACACCA .
GG C

BRCA2 CACCCACCCTTAGTTCTACT CCAATGTGGTCTTTGCAG 250
GT CTAT

LiA AGATGCCTGAGATACCCAA  CCAAGCACACCCAGTAGT s
AACC CT

TNFAIP3  CCACGATGCTCAGGTTTG ECCCTTTCTCAGCCAAGA 222

IFIT1 GCGCTGGGTATGCGATCTC gAGCCTGCCTTAGGGGAA 96

T3 AAAAGCCCAACAACCCAG — CGTATTGGTTATCAGGACT .
AAT CAGC
AAGTACGCCGAGCAGATTA  ATGTCTGGGTGTCCATTTG

E2F8 128
TG GG
GGTGGCTGAAAAACGGGA  AGATGGGACCACACTTTC

FGFR2 o N 104

M TCCGTGAAGTCTAGGGACA GTCACAGAGCCGAATACC .
G AG

STAT2 GGTTTGATTTGGGACTTTG ~ CTGCTGGTTCTGAAGGTT -
GT TGG

BMPR ACGGGTATCTTTTGTTGGTG TGTCAGCTTTCATAGTGG 13
T CATC

pRkacs  GATTGGTGGGCATTAGGAG — TCTGAACTGAAGTGGGAT 154
TG GGG

P35 TGAGCAGGTGCTGCAACA  CCACTCCATCCCTAGCAA 290
AAAG ACCC

FITM ATGAACCACATTGTGCAAA  CATAGCCACTTCCTGCTC %
cC CTC

TNIP1 CCTCTTCCATCTGCCGGAAT E(T:TCATCCAGCTGAGGCT 258

NFKBIE TTACCCATGTTGGGTCAGC  AACGGTGTTTCAGGGTCC 40
C TC

IFI6 CTCGCTGATGAGCTGGTCT %TACTTGTGGGTGGCGT 149

ISG15 CAGCTCCATGTCGGTGTCA éGGTTCGTCGCATTTGTC 184

VX GGTCAGTTACCAGGACTAC ~GGTTATGCCAGGAAGGTC .
GAG TATT



NTRK3

FANCD2

RELB

RAPIA

FANCB

ILIR2

IRF1

STAT1

KRAS

IFITM3

IRF9

AAGCCCACCCACTACAACA

AT
CACTGACCAGGCATACTTT
CAGCCTCGTGGGGAAAGA

C

TTGAGGCGGTCTAACTACC
C

CAACTTATGGATTCAGGTG
GAG

CCTGGAAGATGCTGGCTAT
TAC

GATGCTTCCACCTCTCACC

GGCACCAGAACGAATGAG
G

GGAGGGCTTTCTTTGTGTAT

TTG

TCGTCTGGTCCCTGTTCAA

CAGTAGTTGTCCGTGATAAT

CG

TGGGACTCACTTCGTCAA
ACA

TCTAGGAGCGGCATACAT
T

CCAGCGTTGTAGGGGTCA
A

CAACGAACATACATCATC
CC

TTTCCCATTTAGCAGCAA
cC

CGGTTCCCAGAAACACCT
TAC
TGCTCCACCTCCAAGTCC
CCACAACGGGCAGAGAG
G

TGTCTTGTCTTTGCTGATG
TTTC

CCAACCATCTTCCTGTCC
C

GTGCTTGGCTTTAGAGTT
GG

148

268

171

300

109

200

201

124

225

100

205




