GenBank
species amino acid alignment accesslon
number

human herpesvirus 1 398 -PARPRAAVAPCVRAPP----- PGPGFRAPAPG--- 424 NC 001806
human herpesvirus 2 406 RAARPRAAVAPRVRSPPRAAAAPVVSASADAAG--- 438 NC 001798
macacine herpesviriis 1 298 —---—-PVVPVAPRPR---PAARPPAPAPGAAPRQPAH 326 NC 004812
cercopithecine herpesvirus 2 |254 ——-—-—-PVAPVAPRPR--——- AAMPRPPRQARPP---A 277 NC 006560
papiine ]7(3;})(351.‘1';7{,5‘ 2 323 VEVVPVVPVAPRPRVAAEAPAPPRPPAQARPPTTLT 358 N(ﬁ7007653

B HSV-2 ICPO
residues alignment
311-322 PAVAAVVPRVAS
410-420 PR-AAVAPRVRS
consensus Px-AxVXPxXR

Supplemental Figure S1. SIAH-1 binding motif in ICPO homologs of primate simplexviruses.
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Supplemental Figure S2. Complete Alignment of ICPO homologoues of HSV-1 and HSV-2.
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SIAH-1 Hs MSRQTATALPTGT--SKCPPSQ-==——=——=—=—=——=————————— RVPALTGTTAS-—— 31

SIAH-2 Hs MSRPSSTGPSANKPCSKQPPPQPOHTPSPAAPPAAATISAAGPGSSAVPAAARVISGPGG €0
- AR kL LaL. 0 ER xR EERE L. L.
SIAH-1 Hs ~  ———==—————- NNDLASLFECPVCFDYVLPPILQCQSGHLVCSNCRPKLTCCPTCRGPLG- §0
SIAH-2 Hs GGGAGPVSPOQHHELTSLIFECPVCFDYVLPPILQCQAGHLVCNQCROKLSCCPTCRGALTP 120
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STAH-1 Hs STRNLAMEKVANSVLFPCKYASSGCEITLPHTEKADHEELCEFRPYSCPCPGASCKWQGS 140
SIAH-2 Hs SIRNLAMEKVASAVLFPCKYATTGCSLTLHHTEKPEHEDICEYRPYSCPCPGASCKWQGS 180
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SIAH-1 Hs LDAVMPHILMHQHKS ITTLOQGEDIVFLATDINLPGAVDWVMMQSCFGFHFMLVLEKQEKYD 200
STIAH-2 Hs LEAVMSHIMHAHKS ITTLQGEDTIVFLATDINLPGAVDWVMMQSCFGHHFMLVLEKQEKYE 240
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SIAH-1 Hs GHQQFFAIVQLIGTRKQAENFAYRLELNGHRRRLTWEATPRSTHEGIATATMNSDCLVED 260
SIAH-2 Hs GHOQFFAIVLLIGTRKQAENFAYRLELNGNRRRLTWEATPRSIHDGVAAATIMNSDCLVED 300
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SIAH-1 Hs TSIAQLFAENGNLGINVTISMC-- 232
SIAH-2 Hs TATAHLFADNGNLGINVTISTCCP 324
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Supplemental Figure S3. Alignment of human SIAH homologs



