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SUPPLEMENTARY FIG. S2. Bootscan analyses of two
pol sequences hit to the CRF87_cpx strains. The pol se-
quences of HIV isolates 803 and 1452 sequences share
identical breakpoints with the CRF87_cpx strains 01BC.CN
.2012.DH32, 01BC.CN.2009.09YNLC497sg and 01BC.CN
.2009.09YNLC215050sg.





