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Supplementary Table 1
	[bookmark: _Hlk109732372]Sr.No
	Primer name
	Primer sequences (5’-3’) accession no.
	Nucleotide position
	Tm
(℃)

	1.
	A1762T(F)
A1762T(R)
	GAGGAGATTAGATTAATGGTCTTTGTACTAGG
CCTAGTACAAAGACCATTAATCTAATCTCCTC
	1746-1777
1777-1746
	60.5
60.5

	2.
	G1764A(F)
G1764A(R)
	GAGGAGATTAGATTAATGGTCTTTGTACTAGG
CCTAGTACAAAGATCTTTAATCTAATCTCCTC
	1746-1777
1777-1746
	64.4
64.4

	3.
	A1762T/G1764A(F)
A1762T/G1764A(R)

	GAGGAGATTAGATTAATGATCTTTGTACTAGG
CCTAGTACAAAGATCATTAATCTAATCTCCTC
	1746-1777
1777-1746
	64
64


Supplementary Table 1: Primers used for generation of HBV basal core promoter constructs via site-directed mutagenesis. Primer sequences used to generate the (1) A1762T, (2) G1764A, and (3) dual A1762T/G1764A basal core promoter mutations in the replication-competent 1.3× pHBV construct by site-directed mutagenesis. The table includes primer names, nucleotide sequences (5′–3′) of forward (F) and reverse (R) primers, corresponding nucleotide positions within the HBV genome, and melting temperatures (Tm). 
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Figure 1: Electropherogram analysis confirming generation of HBV basal core promoter mutant constructs. Representative Sanger sequencing electropherograms showing the nucleotide substitutions introduced into the 1.3× pHBV backbone by site-directed mutagenesis. Chromatograms confirm the successful generation of the A1762T, G1764A, and dual A1762T/G1764A basal core promoter mutants, with the expected nucleotide changes observed at positions 1762 and/or 1764 relative to the wild-type sequence. These results verified the accuracy of mutagenesis prior to downstream functional analyses.
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Figure 2: Restriction digestion analysis confirming integrity of wild-type and mutant 1.3× pHBV constructs. Representative agarose gel image showing EcoRI restriction digestion of purified plasmid DNA corresponding to wild-type 1.3× pHBV (Lane 1) and basal core promoter mutant constructs A1762T (Lane 2), G1764A ( Lane 2), and A1762T/G1764A ( Lane 4) and 1 kb ladder (Lane 5). Digestion generated the expected 7kb fragment in all constructs, confirming preservation of plasmid integrity following site-directed mutagenesis.
Supplementary Table 2
	Target gene
	Nucleotide sequence 
	 Primer length(nts)
	Optimised Annealing temperature (°C)

	GAPDH
	F: ATGACCCCTTCATTGACC
R: GAAGATGGTGATGGGATTTC
	F:18
R:20
	54

	TNF
	F: TTGTCGAGCTTGAGGGTG
R:AGGCAATGATCCCAAAGTAG
	F:18
R:18
	55

	IL6
	F: TTATCTTCTGAGCATCGAGG
R:CCAAGAAAAGGCAAAGAATC
	F:18
R:20
	56

	STAT3
	F: AAAAGTTTCCTACAACCGGC
R: GGAAGATGCCATTTCGTGAA
	F:20
R:20
	55

	SOCS2
	F: GTCAGACAGAATGGTACTG
R: TCCAATCTGAATTTTTCGGTG
	F:19
R:21
	52


Supplementary Table 2: Primers used for quantitative real-time PCR analysis. Primer sequences used for quantitative real-time PCR (qRT-PCR) analysis of host genes, including TNF-α, IL-6, STAT3, and SOCS2, with GAPDH (housekeeping gene) used as the internal normalization control. The table lists forward (F) and reverse (R) primer sequences, primer length (nts, nucleotides), and optimized annealing temperatures used for amplification.
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Figure 3: Cytokine ELISA quantification of (A) TNF-α, (B) IL-6: Four-parameter logistic (4PL) standard curves generated using recombinant cytokine standards and expressed as pg/mL.
Supplementary Figure 4
[image: ]
Figure 4: Flow-cytometric gating strategy for cell-cycle analysis. Cells were first gated on FSC-A vs SSC-A to exclude debris. The gated population was further analyzed using FSC-H vs FSC-A to select single cells and eliminate doublets. Cell-cycle distribution was then determined with DNA content measured in the PE-A channel. Representative histogram shows the percentages of cells in G0/G1, S, G2/M, and sub-G1 (apoptotic) phases.
Supplementary Figure 5
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Figure 5: Uncropped immunoblot images corresponding to STAT3, pSTAT3 and SOCS2 western blot analysis shown in the main manuscript. Full-length uncropped immunoblot membranes showing detection of STAT3, pSTAT3, SOCS2, and GAPDH (loading control) in lysates from hepatoma cells (HepG2 and Huh7) transfected with EV (empty vector), WT (wild-type 1.3× pHBV), M1 (A1762T), M2 (G1764A), and M3 (A1762T/G1764A dual mutant) constructs. Molecular weight markers are included. These uncropped blots correspond to the representative cropped immunoblots presented in Figure 4 of the main manuscript.
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and the corresponding consecutive GAPDH blot used for normalization.
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Raw western blot image of SOCS2, STAT3 and pSTAT3 (Huh?7 cell line) with merged molecular weight marker and
the corresponding consecutive GAPDH blot used for normalization.
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Note: The same transferred membrane was cut at the appropriate molecular weight regions and probed separately with the
respective primary antibodies according to standard western blotting protocol. GAPDH was used as the consecutive loading
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