Supplementary

Table S1. Primer and conditions for nested PCR carried out in this study for amplicon region of L-HDAg of HDV

Genome.

PCR Conditions
HDV Genome Primer Final Product
Target Region Name Primer Sequence (5'-3") Pre-heat  Cycles Extension size (bp) Reference
HDV04-F GGATGCCCAGGTCGGACCG
94°C/30
HDVO05-R  AAGAAGAGRAGCCGGCCCGY sec. 323 ?
94°C/5  54°C/45 72°CJ7
L-HDAg (888-1122) min sec. min
72°C/45
HDV06-F ATGCCATGCCGACCCGAAGA sec. 234
(35
HDV07-R ~ GGGGAGCGCCCGGDGGCGG cycles)

HDYV: Hepatitis delta virus; PCR: polymerase chain reaction; bp: base pair; L-HDAg: large hepatitis delta antigen



Table S2. Distribution of HDV genotypes in HBD-HDYV superinfection patients.
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Patient ID

GP-1a
GP-2a
GP-4a
GP-5a
GP-6a
GP-7a
GP-8a
GP-9a
GP-10a
GP-11a
GP-12a
GP-14a
GP-15a
GP-16a
GP-17a
GP-18a
GP-19a
GP-20a
GP-21a
GP-22a
GP-23a
GP-24a
GP-25a
GP-26a

Age

68
39
62
56
61
64
58
45
28
67
61
39
60
45
61
53
50
64
41
31
58
43
47
64

Gender

Male
Male
Male
Male
Male
Male
Male
Female
Male
Male
Female
Male
Male
Female
Male
Male
Male
Female
Male
Female
Male
Male
Male
Female

HDV
Load(copies/ml)!
6.0
59
4.6
3.9
3.5
3.1
2.9
2.8
2.7
2.5
2.3
1.3
1.2
2.8
1.1
1.0
0.8
0.8
0.8
0.7
0.6
0.6
0.6
0.6

HDV
Genotype

GP: general population patient 1a etc.; HDV: hepatitis delta virus, viral load in log1o copies/ml
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Supplementary Figures:

Figure S1.

500 bp
323 bp

500 bp

234 bp A G T D e W

L-HDAg

S00 bp
323 bp

1000 bp

S00 bp

- L vessedl

L-HDAg




Figure S1. Agarose Gel Electrophoresis of HDV amplicons from nested PCR using
primer-specific targeting for L-HDAg. 1st round PCR product is 323 bp (A, C), 2nd
round PCR product is 234 bp (B, D) M: Marker; NC: negative control; PC: positive
control; Samples were loaded at 6 uL (A, B, C); Samples were loaded at 10 uL (D) in 3%
gel. Sample number list as below: 1: GP-1a; 2: GP-2a; 3: GP-3a; 4: GP-4a; 5: GP-5a; 6: GP-
6a; 7: GP-7a; 8: GP-8a; 9: GP-9a; 10: GP-10a; 11: GP-11a; 12: GP-12a; 13: GP-13a; 14: GP-
14a; 15: GP-15a; 16: GP-16a; 17: GP-17a; 19: GPP-19a; 20: GP-20a; 21: GP-21a; 23: GP-23a;
24: GP-24a; 25: GP-25a.
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GPla GGGGAGATGGGICTACCCACGGGAATCCCCGGGATCCCCIGATGTCCAGTICCCTCCCCCGICCGAGCGAAGGGGLATICCGGAACACCTITCCATCCGAGGGACGAAGCCGLUCCCCGEGCGUTCCCCACGGAL:
GP-2a CCTG. . AA AGTATAT CTAT GGAAT. . CT.G.TT..CCTCACGTCCAG. C.T.. CAGTCCTG..GAA.. GGA.TCCGGG. GC.TAGCAT.GT. GGACGAAGC . G...C..G..G.T. . C.T.C
GP-4a AT BT T T T 2 L L G......... TG
GP-5a ATC.GCTG. AAGAGTAA TCCC.TGGGAATCCC . GG.T.CCCC. AC....AG....TCC.. .GT.CTG.T.AAGGGGGACTC GGGACA.C.TGC.T.TIG GGA GAAG. . > GGGG. GCTCCC
GP-éa A . G.GCT AGGGCTAAC CACGGAAATTCCTGAGTT.CCC. GTGTCCAGGC . GT. CCT. TCCGAG..AA. .GAGA TCCGGGA. C.. G ATGCT.GG..C.AAC..G. CC.G.GG.G.TC.CC.A
GP-fa .. .GAGAT. .GT.TA. CAC. . G.AT.. .C..T.T.. . CTGATGT.CAGT..CT... CGTICGAGCG.A. .. .GACT C.G.ACT.C.T.CAT.TGA .GACG AG.CG..T....
GP-fa A . G.GCT AGGGTTAAC TACGGAAATTCCTGAGTT.CCC. GTGTCCAGGC.GT. CCT TCCGAGT.AA .GAGA TCCGGGAT C.TTIG. ATGCT.GG..C.AAC..G. ;
GP-%a AA AG.GG.CTGAGGG.T.ACCT . CGGAAATTCC GAGT CCCC.GAT. ... AGG. GTCC. TCT.CGG.A. AAGGGAGACTC GGGACT.C.AGC.T.CIG. GGA GAA.. .GCCC CGGGG.GCTICCC..
GP-I0a .. .G. A ATGGGT TAC TACGGGAAT .CCCGGGAT.CCC. ATGTCCAGTC..T..CC.GTCCGAGC.AA.  GGGATTCCGG.A.AC TIC ATCC AGG..C.AA. . .G. CCCG.GCG.T.C.CA. .4
GP-1la O e S T Co.o U TT LT .. BCGCT.. CACCGAL
GP-12a ATCG.C... .AAG.G.ATATCCT. . GGGAATCCCTGGG. TCCCCT. CGT. . AG... TC. . CG.TCCT..C A GGGG.ACT CGGGATGCCTT.CAT.CT GG.A. AAG.. .CC CGGGG.GCTICCC.(
GP-Ha A . G.GCT AGGGCTAAC TACGGAAATTCCTGAGTT.CCC. ATGTCCAGGC.GT. CCA TCCGAGT.AA .GAGA TCCGGGA.GC..TG. ATGACAGG..C.AAC..G..CC
GP-I5a A .G.GCT AGGGCTAAC CACGGAAATTCCTGAGTT.CCC. ATGTCCAGGC . GT. CCA TCCGAGT.AA .GAGA TCCGGGA.GC..TG ATGACAGG. .C.AAC. .G..CLC.G
GP-I6a .. .G.. GAA GGCGTA. CTAC GGAAT. .CT.G.TT.. CTGA.GTCCAGT.C.T.. CCGTCC.A. .GAA.. GGATTCCGGA. ACCTTCCATTT.A GGACGAAGC G..ACC.G.GG.G.TC.CCC
GP-17a A . G.GCT AAGGTTATC TATGGAAATTCCTGAGTT.CCC. ATGTICCGG.C.T.. C. GTICCTA.TGAA.. . GA. TCCGGG..TCC ATGAT.GT. .GGA.CAA.C.... CC.G.GCG.T.C.CA.
GP-10a LA G.GGCT . AGGGTTA. CTACGGAAATTCCTGAGITCCCCTIGGTGTC . AGG. .GT.CC.TCTC. . .GT. AA. GGAGACTCCGGGAC. .TAG.AT.CTGG.G.CGAA. . G.CTC..G.G.G.T.CCC.(
GP- 1% . AG..G.. .G. GAGGG. TAACCCT.GGAATTC.TGAGTICCC. TG. GT.CAGG.... .. CCT.TCC.A.A. AGGGA. CTC GGGATIC TTGCATG.IGG.GACGAA. C.C.C. CGGGE.G.TCC.(
GP-20a A . G.GCT AGGGCTAAC TACGGAAATTCCTGAGTT.CCC. ATGTCCAGGC GT. CCA TCCGAGT.AA. .GAGA TCCUGGGA.GC..TG. ATGACAGG..C.AAC..G. CCCG.GCG.T.C.CA.
GP-2Ia A. AG.GG.CTGAGGG.T.ACCC.CGGAAATTCC GAGT TCCC.GAT.. . AGG. . GTCC. TCT.CG..T.AAGGGAGCCTC GGGA.TTCCIGC.T.CIG.GGA GAA. . .GCCC GCTCCCAL
GP-22a LA G.GGCT . AGGGTTA. CTACGGAAATTCCTGAGITCCCCTGATGTC . AGG. .GT.CC.. . TC.. . GT AA GGAGACTCCGGGAC.. .CAG.AT.CTGG.G.CGAA. . . G.CIC
GP-23a ATC.GCTG. AAGAGTAT.TCCT.TGGGAATCCC . GGIT.CCCC. AC....AG....TCC.. .GT.CTG.T.AAGGGGGACTC GGGACG.C.TGC.T.CIG.GGA GAAG. . GCCC. CGG
GP-Ma TTICC.TG. T.AGC..TCA.CCCCCT. TCCCCG..TTCC.CTC.TC.AGTG.A.. . CCAAT AA.G.TC.A.GG.T.CACT. . GG.T.GCGTCC.T.T.CTTC.TTT.. . TCIT. .GGT.GGGGCATG(
GP-25a A .G.GCT AGGGCTAAC CACGGAAATTCCTGAGTT.CCC. GTGTICCAGGC GT. CCT . TCCGAG. .AA. . GAGA TCCGGGAT . C.TIG.ATGCT.GG..C.AAC..G. TCCG.GGG.G.T.CCC
GP-26a T A GAGG CTG GGGCTAACCTA GGAACTTC TGAGTTCCC TGA GT CAGG CCA TCC A T AGGGA. CTC GGGA GC . TGCATGAC G GAAGAA C C CGGA T CTCAL

Figure S2. Representative HDV sequences of Taiwan HBV/HDYV superinfection
patients showing patient-specific HDV isolates alignment. Sequence table showing
conserve and non-conserved regions of HDV partial genome (L-HDAg). GP-9a is used
as the reference sequence for alignment. Dots depicts conservative nucleotides.
Consensus graph shows the distribution pattern and color of the nucleotide in
alignment. Sequence alignment was done in Jalview software v. 2.11.1.0.



