
S5 Fig. Root-to-tip regression to estimate the tMRCAs and clock rates. A simple 
linear regression of the root-to-tip genetic distances against the sampling dates was 
performed using the TempEst software. The root was determined by maximizing the 
coefficent of determinant R2. The vertical axis measures the genetic distances between 
the samples and the root while the horizontal axis scales the sampling time (year). The 
same sequence alignment of the newly characterized 22 NFLG sequences from 
Pakistan and 35 subtype reference sequences from Los Alamos HIV Sequence 
Database (www.hiv.lanl.gov) was analyzed. Ancestor traces were shown in green lines 
for subtype A1a (the blue dots in panel A) and CRF02a (the blue dots in panel B). !
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