
Supplementary Figure 3. Phylogenetic trees of PR-RT segments of CRF47_BF sequences. 

HXB2 positions delimiting segments are shown on the upper left side of each tree, and 

correspond to previously defined CRF47 breakpoints (Fernández-García et al., 2010). CRF47_BF 

sequences are labeled with red circles. Those from Brazil additionally have the BR label. B 

and F1 subtype references are labeled with Ref. Trees are rooted with a reconstructed B-F1 

ancestor sequence (BF1 anc) to avoid the long-branch attraction artifact that may occur when 

using outgroups too distant from the ingroup, which may cause collapse of ingroup subclades, 

similarly to the approach used in other studies (Thomson and Fernández-García, 2011; Travers et 

al., 2004; Seager et al., 2014). Trees were constructed via maximum likelihood with two 

programs: W-IQ-Tree (Trifinopoulos et al., 2016), using the best-fit evolutionary model selected 

by the program and ultrafast bootstrap node support values; and PhyML (Guindon et al., 2010), 

using the best-fit evolutionary model selected by SMS program (Lefort et al., 2017) and aLRT SH-

like node support values. Support values of nodes corresponding to B, F1, CRF47, B/CRF47, and 

F1/CRF47 clades are indicated, in this order, with ultrafast bootstrap/aLRT SH-like values.  
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