Figure S1. LB-piVe shares sequence homology but not identity with prototype genotype 1b strain.  Nucleotide sequence alignment of LB-piVe derived from clones fragments amplified from persistently infected cells.  The 3'-UTR amplicons derived from each clone were sequenced bidirectionally.  The HCV genotype 1b sequence (EU155326.2) is shown on the third line.  Nucleotides in the sequences identical to those of the reference are shown in green, similar nucleotides (purines or pyrimidines) are shown in cyan, deletions are shown as dashes, and different nucleotides are shown in white.  Numbering of the nucleotides is according to the EU155326.2 HCV genotype 1b sequence.  LB-piVe: virus derived from LB-piVe cells; LB: serum-derived parental virus.
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TATGGGCACGCCCGGACTACAACCCTCCATTGATAGAGTCCTGGAAGGACCCGGACTACG
TATGGGCACGCCCGGACTACAACCCTCCATTGATAGAGTCCTGGAAGGACCCGGACTACG
TATGGGCACGCCCGGATTATAACCCTCCACTGATAGAGTCCTGGAAGGACCCGGACTACG
TATGGGCACGCCCGGACTACAACCCTCCALTGATAGAGTCCTGGAAGGACCCGGACTACG
7201.....7210......7220......7230......7240......7250.......

TCCCTCCAGTGGTGCACGGGTGCCCACTGCCACCTACCAAGACCCCTCCGATACCACCTC
TCCCTCCAGTGGTGCACGGGTGCCCACTGCCACCTACCAAGACCCCTCCGATACCACCTC
TCCCTCCAGTGGTACATGGGTGCCCATTGCCACCTACCAAGGCCCCTCCAATACCACCTC
TCCCTCCAGTGGTYCACGGGTGCCCACTGCCACCTACCAAGaAaCCCCTCCgATACCACCTC
7261.....7270......7280......7290......7300......7320.......

CACGGAGGAAGAGGACGGTCGTCCTAACAGAATCCACCGTGTCTTCTGCCTTGGCGGAGC
CACGGAGGAAGAGGACGGTCGTCCTAACAGAATCCACCGTGTCTTCTGCCTTGGCGGAGC
CACGGAGGAAGAGGACGGTTGTCCTAACAGAATCCACCGTGTCTTCTGCCTTGGCGGAGC
CACGGAGGAAGAGGACGGTcGTCCTAACAGAATCCACCGTGTCTTCTGCCTTGGCGGAGT
7321.....7330......7340......7350......7360......7370.......

TTGCTACAAAGACCTTCGGTAGCTCTGAATCGTCGGCTGTCGACAGCGGCACGGCGACCG
TTGCTACAAAGACCTTCGGTAGCTCTGAATCGTCGGCTGTCGACAGCGGCACGGCGACCG
TCGCCACAAAGACCTTCAGCAGCTCCGAATCGTCGGCCGTCGACAGCGGCACGGCGACCG
TtGCtACAAAGACCTTCYgGLAGCTCtGAATCGTCGGCEGTCGACAGCGGCACGGCGACCG
7381.....7390......7400......7410......7420......7430.......

CCCCTCCTGACCAGCCCTCCGACGACGGCGACGCGGGATCCGACGTTGGGTCGTACTCCT
CCCCTCCTGACCAGCCCTCCGACGACGGCGACGCGGGATCCGACGTTGGGTCGTACTCCT
CCCCTCCTGACCAGCCCTCCGACGACGGCGACGCAGGATCCGACGTTGAGTCGTACTCCT
CCCCTCCTGACCAGCCCTCCGACGACGGCGACGCYgGGATCCGACGTTGYGGTCGTACTCCT
7441.....7450......7460......7470......7480......7490.......

CCATGCCCCCCCTTGAGGGGGAGCCGGGGGATCCCGATCTCAGCGACGGGTCTTGGTCCA
CCATGCCCCCCCTTGAGGGGGAGCCGGGGGATCCCGATCTCAGCGACGGGTCTTGGTCCA
CCATGCCCCCCCTTGAGGGGGAGCCGGGGGACCCCGATCTCAGCGACGGGTCTTGGTCTA
CCATGCCCCCCCTTGAGGGGGAGCCGGGGGALCCCGATCTCAGCGACGGGTCTTGGTCcA
7501.....7510......7520......7530......7540......7550.......

CCGTGAGTGAAGAGGCTAGTGAGGATGTCGTCTGCTGCTCGATGTCCTACACATGGACAG
CCGTGAGTGAAGAGGCTAGTGAGGATGTCGTCTGCTGCTCGATGTCCTACACATGGACAG
CCGTGAGCGAAGAGGCTAGTGAGGATGTCGTCTGCTGCTCGATGTCCTACACTTIGGACTG
CCGTGAGtLGAAGAGGCTAGTGAGGATGTCGTCTGCTGCTCGATGTCCTACACATGGACAG
7561.....7570......7580......7590......7600......7610.......

GCGCCTTGATCACGCCATGCGCCGCGGAGGAAAGCAAGCTGCCCATCAATGCGTTGAGCA
GCGCCTTGATCACGCCATGCGCCGCGGAGGARAGCAAGCTGCCCATCAATGCGTTGAGCA
GCGCCCTGATCACGCCATGCGCCGCGGAGGAAAGCAAGCTGCCCATCAATGCGTTGAGCA
GCGCCtTGATCACGCCATGCGCCGCGGAGGAAAGCAAGCTGCCCATCAATGCGTTGAGCA
7621.....7630......7640......7650......7660......7670.......

ACTCCTTGCTGCGCCACCATAACATGGTCTATGCCACAACATCCCGCAGCGCAAGCCAAC
ACTCCTTGCTGCGCCACCATAACATGGTCTATGCCACAACATCCCGCAGCGCAAGCCAAC
ACTCTTTGCTGCGCCACCATAACATGGTCTATGCTACAACATCCCGCAGCGCGAGCCAGC
ACTCcTTGCTGCGCCACCATAACATGGTCTATGCCACAACATCCCGCAGCGCaAGCCAAC
7681.....7690......7700......7710......7720......7730.......

GGCAGAAGAAGGTCACCTTTGACAGACTGCAAGTCCTGGACGATCACTACCAGGACGTGC
GGCAGAAGAAGGTCACCTTTGACAGACTGCAAGTCCTGGACGATCACTACCAGGACGTGC
GGCAGAAGAAGGTCACCTTTGACAGACTGCAAGTCCTGGACGACCACTACCGGGACGTGC
GGCAGAAGAAGGTCACCTTTGACAGACTGCAAGTCCTGGACGALCACTACCaGGACGTGC
7741.....7750......7760......7770......7780......7790.......

TCAAGGAGATGAAGGCGAAGGCGTCCACAGTTRAAGGCTAAACTTCTATCCGTAGAAGAAG
TCAAGGAGATGAAGGCGAAGGCGTCCACAGTTAAGGCTAAACTTCTATCCGTAGAAGAAG
TCAAGGAGATGAAGGCGAAGGCGTCCACAGTTAAGGCCAAACTTCTATCCGTAGAAGAAG
TCAAGGAGATGAAGGCGAAGGCGTCCACAGTTAAGGCELAAACTTCTATCCGTAGAAGAAG
7801.....7810......7820......7830......7840......7850.......

CCTGTAAGCTGACGCCCCCACATTCGGCCAGATCCAAATTTGGCTATGGGGCAAAGGACG
CCTGTAAGCTGACGCCCCCACATTCGGCCAGATCCAAATTTGGCTATGGGGCAAAGGACG
CCTGTAAACTGACGCCCCCACATTCGGCCAAATCCAAATTTGGCTATGGGGCGAAGGACG
CCTGTAAgCTGACGCCCCCACATTCGGCCAgATCCAAATTTGGCTATGGGGCaAAGGACG
7861.....7870......7880......7890......7900......7920.......




LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB





LB-piVe





EU155326.2  





Consensus  





LB








[image: image1]