


Phylogenetic tree of all HERV-K(HML-2) proviruses that have complete env sequences and that integrated since the human-chimpanzee divergence (~ 5 million years ago). Tree is built from env amino acid sequences using the Neighbor-Joining method (as implemented in MEGA5) and midpoint rooted with one additional provirus that is also found in the Gorilla genome. Proviruses with full-length env ORFs (see table 1) are shown in red. Scale shows amino acid divergence along branches.
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