Supplemental Figure 1
Schematic representation of the two-step PCR strategy that was used to generate the universal tail amplicon library. (a) First round PCR targets the HBV-specific sequences and adds the universal tails (Univ-A, Univ-B). (b) Second round PCR targets the universal tails and adds the 454 adaptors (A, B), key and multiplex identifier (MID) sequences, respectively.
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