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AS-PCR primers were designed by aligning NS5B population sequences of the antiviral treatment naive patients, genotypes
(GT) GT1a (Fig. a) and GT1b (Fig. b), in order to differentiate between Y448H (CAC) mutant variant and Y448Y (TAC) wild-
type (highlighted). One set of GT1a (MM2348-FAM/MM2350-HEX) and two sets of GT1b (MM2417_FAM/MM2418 HEX &
MM2419_FAM/MM2420_HEX) forward-labeled primers pairs with a single reverse primer were designed. Sequences in these
figures represents a subset of the 65 sequences analyzed in designing the AS-PCR primers
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