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Raw immunoblot images related to Extended data Fig.3f
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Raw Immunoblot images related to Extended data Fig.5a
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Raw Immunoblot images related to Extended data Fig.3i
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Raw Immunoblot images related to Extended data Fig.om
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Raw Immunoblot images related to Extended data Fig.6a
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Raw Immunoblot images related to Extended data Fig.6e
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Supplementary Table 13: Guide RNAs used for CRISPR gene editing In this study.

crRNA Name Sequence
Hs.Cas9.STAT1#1 TGTGATAGGGTCATGTTCGT
Hs.Cas9.STAT1#2 CCACTAGTTCATCATTAATC

Supplementary Table 14: shRNAs sequences used for knock-down of genes In this study.

Name Target sequence

shControl CCTAAGGTTAAGTCGCCCTCGC
shGSK3B#1 CCCAAACTACACAGAATTTAA
ShGSK3B#2 GCTGAGCTGTTACTAGGACAA
ShGSK3A#1 GCTGGACCACTGCAATATTGT
ShGSK3A#2 CCATAGCCCATCAAGCTCCTG

Supplementary Table 15: Primer sequences used In this study.

Primer name Forward Reverse

GAPDH GCCTCAAGATCATCAGCAATGC CCACGATACCAAAGTTGTCATGG
ITGAM(CD11b) AACCCCTGGTTCACCTCCT CATGACATAAGGTCAAGGCTGT
IRF7 GTGGACTGAGGGCTTGTAG TCAACACCTGTGACTTCATGT
1ISG15 GCCTCAGCTCTGACACC CGAACTCATCTTTGCCAGTACA
MX1 GGCTGTTTACCAGACTCCGACA CACAAAGCCTGGCAGCTCTCTA
DDX58 CCAGCATTACTAGTCAGAAGGAA CACAGTGCAATCTTGTCATCC
ERVL ATATCCTGCCTGGATGGGGT GAGCTTCTTAGTCCTCCTGTGT
MER57B1 CCTCCTGAGCCAGAGTAGGT ACCAGTCTGGCTGTTTCTGT
MERA4D CCCTAAAGAGGCAGGACACC TCAAGCAATCGTCAACCAGA
MLT1CA49 TATTGCCGTACTGTGGGCTG TGGAACAGAGCCCTTCCTTG

Supplementary Table 16: Primer sequences used for CUT&RUN-gPCR In this study.

Region Forward primer Reverse primer

(Promoter)

STAT1 TCTGCTCGGTCTGGGGTC CGCTGCCTTTTCTCCTGC
STAT?2 GATTAGGGTTGCAGTCCCCG AGCTCATACTAGGGACGGGA
IFIH1 GCAGGCAGAAAGGTCAGGTA CTTCAGGGCCAGGGTGAAAA
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