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Figure S1. Sequence verification of HBV-human integration breakpoints by Sanger Sequencing. HBV-human fusions in both the genome

and transcriptome were validated by Sanger sequencing of samples generated from RNA. Alignment of the human and HBV sequences around the

integration sites are shown.



Table S1. Sequences of primers used for Sanger sequencing.

Gene Primer orientation sequence (5°-3’)
CAMSAP?2 Forward CTTCGCTTCACCTCTGCACG
Reverse GTTTGAGGAGGCTGAGGAGGA
CCDC12 Forward CGTGAACGCCCACCGAA
Reverse CGCACCAGGCCTTGTACTC
DPP7 Forward CGGGGCGCACCTCTCTT
Reverse TGCTCCGCGAAGACCAGTAGA
ORAF3 Forward TACCACTTCAGCCTAGCCCCTAC

Reverse AGCTCCAAATTCTTTATAAGGGTC




Table S2. Sequences of primers used for quantitative RT-PCR analysis.

gene Primer orientation sequence (5’ t0 3)
DPP7 Forward GGTGTCGGACAGGTTCTGG
Reverse GCGAAGACCAGTAGAGCCC
Rb Forward ACTCTCACCTCCCATGTTGC
Reverse TGCACTCCTGTTCTGACCTC
eyclinD1 Forward CCCTCGGTGTCCTACTTCA
Reverse CTCCTCGCACTTCTGTTCCT
eyclinE Forward CAGCCTTGGGACAATAATGC
Reverse TTGCACGTTGAGTTTGGGTA
CDK2 Forward CAGGATGTGACCAAGCCAGT
Reverse TGAGTCCAAATAGCCCAAGG
P21 Forward TTAGCAGCGGAACAAGGAGT
Reverse CGTTAGTGCCAGGAAAGACA
P27 Forward ATGTCAAACGTGCGAGTGTCT
Reverse CCGAGCTGTTTACGTTTGACG
ps3 Forward TAGTGTGGTGGTGCCCTATG
Reverse CCAGTGTGATGATGGTGAGG
GAPDH Forward GATTTGGTCGTATTGGGCG

Reverse

TGGAAGATGGTGATGGGAT




