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S1 Fig. Recombinant genome patterns of newly characterized sequences.
Sequences with origins of subtype A1, subtype C and subtype G are shown in red,
orang and green, respectively. Recombination patterns of three CRF02 references
(pBD6_15, POC44951 and DJ263.10) were shown at the bottom. Ten subtype A and G
regions (A through J) based on CRF02 genomes were used to determine origins of
sequences in each region. The sizes of recombinant regions used for phylogenetic
analysis are indicated at the bottom based on the positions in the HxB2 genome.



