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Ankyrin Repeat Domains

Figure S2. Amino acid alignment of CPXV_GRI-90 C3L homologs from representative OPXVs.
AKMV_VANII10 exhibited a large deletion spanning three ankyrin repeat domains. Sequence identity
and position are shown above (100% green, at least 30% and under 100% greeny-brown, tnder 30%
red). Shaded bars indicate amino acid similarity based on BLOSUMS62 (100% light gray, 80-100%
medium gray, 60-80% dark gray, less than 60% black). Alignment gaps are shown by horizontal lines.
Location of predicted ankyrin repeat domains are shown with blue boxes below.
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