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Figure S1. Similarity plot analysis of the recombinant form 2k/1b, detected in sample A61-TX178, against
reference strains (2k: AB031663, KC197234; 1b: EU781827, EU781828 and 2k/1b: AY587845) based on
the C/E1, NS3, NS4B/NS5A and NS5B HCV genomic regions analyzed by Sanger sequencing in the
laboratory. The possible region for the recombination site is highlighted and corresponds to nucleotides

1296 to 3409 (H77 reference positions).



