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S1: Identification of a large cluster of HBV-B derived from HCC and LCC participants 
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Figure S1: Phylogenetic tree of HBV genotype B (HBV-B) sequences from all participants. 
Viral clusters were identified and denoted in the same color via ClusterPicker using the threshold of 2% genetic distance and 0.9 bootstrap support values. The largest cluster (highlighted in red) consisted of a majority of sequences from HCC (n=7) and LC (n=10) participants.  


S2: Distinct nucleotide variations of viruses derived from HCC and LC participants
Sequences of viruses within the largest cluster (N=18) were compared with sequences outside this cluster (N=26) at nucleotide positions. We reported positions that showed a more than 2-fold difference in nucleotide frequency between viruses inside and outside the largest cluster. Nucleotide positions were referenced to the HBV reference sequence derived from a Vietnamese isolate (GeneBank accession # LC064381). 
Table S1: Distinct allele frequency between HBV-B inside and outside the large cluster
	LC064381 nucleotide-position
	In-cluster frequency (%) (N=18)
	Out-cluster frequency (%)
(N=26)
	LC064381 nucleotide-position
	In-cluster frequency (%) (N=18)
	Out-cluster frequency (%) (N=26)

	G355
	G (94.4), A (5.6)
	G (12.5), A (87.5)
	T1990
	T (0), C (100)
	T (65.4), C (30.8)

	A551
	A (5.6), T (94.4)
	A (96.2), T (0)
	C2073
	C (33.3), G (61.1)
	C (96.4), G (0)

	T777
	T (5.6), C (83.3)
	T (61.5), C (3.85)
	G2088
	G (38.9), T (55.6)
	G (88.5), T (7.7)

	A895
	A (0), G (100)
	A (80.8), G (15.4)
	C2158
	C (38.9), A (55.6)
	C (100), A (0)

	A933
	A (5.6), G (94.4)
	A (100), G (0)
	C2304
	C (0), A (100)
	C (57.7), A (34.6)

	C941
	C (100), T (0)
	C (50), T (50)
	G2357
	G (33.3), T (61.1)
	G (80.8), T (7.7)

	G1062
	G (100), A (0)
	G (26.9), A (73.1)
	G2386
	G (0), A (94.4)
	G (57.7), A (38.5)

	A1173
	A (100), G (0)
	A (50.0), G (50.0)
	A2507
	A (5.6), T (94.4)
	A (92.3), T (0)

	G1182
	G (5.6), A (94.4)
	G (100), A (0)
	A2607
	A (100), G (0)
	A (30.8), G (57.7)

	C1350
	C (5.6), A (94.4)
	C (73.1), A (19.2)
	C2940
	C (5.6), T (94.4)
	C (84.6), T (0)

	G1368
	G (5.6), A (94.4)
	G (80.8), A (3.8)
	A2999
	A (0), C (100)
	A (92.3), C (7.7)

	C1494
	C (94.4), T (5.6)
	C (50.0), T (50.0)
	C3040
	C (0), T (100)
	C (94.4), T (5.6)

	G1613
	G (0), A (94.4)
	G (88.5), A (11.5)
	A3049
	A (0), G (100)
	A (84.6), G (0)

	ATA1641-1643
	ATA (100), 
CCC,CCA,ACC,ACA (0)
	ATA (0)
CCC,CCA,ACC,ACA (100)
	A3050
	T (100), C (0)
	T (30.8), C (50)

	C1645
	C (100), A (0)
	C (26.7), A (61.5)
	C3150
	C (100), A (0)
	C (30.8), A (57.7)
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