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Key to annotations

The following Vif protein motifs descriptions are based on criteria established by Bell et al, 2007.

Tryptophans (W5, w' w2t w® g, W79) involved in APOBEC3G recognition and suppression are shown in cyan
highlight).

APOBECS3 binding motifs are shown in dark blue highlight; the C-terminal APOBEC3F-binding motif (" 'EDRWN'"®) is
not highlighted for simplicity.

The ®EW® motif located in central hydrophilic region known to be involved in enhancing steady state expression is
shown in yellow highlight and red font.

The nuclear localization inhibitory signal (QORLRRQS) is shown in red highlight. Sequences not having the consensus
RLRR motif but having residues with conservative physicochemical properties are also shown in highlight.

The ®°ST* CKIl and p44/42 Mitogen-Activated Protein Kinase (MAPK) phosphorylation sites are shown in magenta
highlighting. Residues other than ST that can also be phosphorylated are aslo shown in highlight.

In any case, clinical isolate or subtype consensus sequences not having the aforementioned functional sites or motifs
are shown without highlight in the corresponding region (i.e. W' which in MXO071_2 is represented by an R“).

The zinc-binding motif (H'°°C"'*C"**H"*) is shown in black highlight and white font.

Viral BC Box (144SLQYLALAALITPK..K158) is shown in green highlight and based on the criteria suggested by Bizinoto
et al, 2013.
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The protease processing site (L ™) is also shown in black highlight.
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Threonine phosphorylation sites (T ™ and T ''") are shown in yellow highlight.

The Cullin-binding box ("**KPPLPSVTKLTEDR'"®) is shown in grey highlight.
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