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Supplementary Figure 2. Phylogenetic trees of genome segments of the 4 NFLG sequences analyzed by bootscanning (Fig. 3) which
appeared to be of recombinant origin in only one or two viruses. The HXB2 positions delimiting the analyzed segments are indicated
above the trees. Sequence names of BF1 viruses are in blue. Names of subtype references are preceded by the corresponding subtype name.
As outgroup, a B-F1 ancestor sequence, reconstructed with 1Q-Tree, was used to avoid the artefacts caused by distant outgroups (Hill et al.,

2022). Node support values indicate UFB values obtained with 1Q-Tree.



