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Supplementary figures:

Suppl. figure 1. Plot showing that our CRF02 conclusion, that is, CRF02 was derived from old and new
recombination events, is not biased by the CRF02 sequence alignment quality.
Gap%: percentage of alignment gaps within every 500 nt window.

Mean dist: mean evolutionary distance (F84) within every 500 nt window.
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Suppl. figure 2. The BC epidemic in China is unique compared to China’s neighboring countries.
Two neighbor-joining trees showing that China B and C are more restrictedly derived from China’s
neighboring countries, while the B and C sequences from China neighboring countries have more
contacts with B and C from other regions of the world. Sequences used here were obtained from the
worldwide sources (Set 3, as described in Methods). Each sequence name is in a standard format of

number.subtype.country, where the number is a sequential identifier used in the sequence alignments.

(A) Subtype B sequence fragments (HXB2 positions: 3497-4473)
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(B) Subtype C sequence fragments: HXB2 positions: 6582-7349.
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Suppl. figure 3. The breakpoint frequency of CRF12, CRF28, and CRF29 sequences.
The breakpoint frequency = N/M, where N = the total number of BF recombinants that meet the
following criteria: (1) breakpoints are within group breakpoint median value + 98nt, (2) the same
subtypes flanking the breakpoint as in the CRF group; M = the total number of BF recombinants that

span this genomic region. Solid arrow: breakpoints at fixed positions; open arrow: breakpoint region.
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