Figure S2. Results of singleplex PCRs, cloning and sequencing of ambiguous positions.

Eight indels and two C->T substitutions in the BVA2 sequence generated by multiplex PCRs and
pyrosequencing were checked by novel singleplex PCRs with subsequent cloning and Sanger
sequencing of the amplification products. Positions are numbered according to BRS. Nucleotides
identical to the reference sequence are indicated by dots.
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