VIG MDSAGKNRYELLFMDDDVSDPLDNLT ARARRRARAGKEKQPSARRARRTKTTANKVAN 60
Vig2 MOLAEKHIVALMFPAIDVSTFTFVSGVKFYIMDNSGNNRYELLFMDDDDSSGLAQPQIAR 60

VIG SNNEKANAGSNIGGENAE -I

NKENNALNKTDGKKFTPSADNKQQQFNNNASSNYK 120

Vig2 VVARPKKPEPRKRLPE -SK QE 'EIIE FVVARRKAN-——- 101
VIG Q;C%T” QSSG—JIF TREFGSGRGQRGRGRGERRQRSVNFRQONGNAETREQRNNRRNVRENYV 180
Vig2 z ( /GRPKNP-TANGANNQGRFNNNQRY! "-NEI..N“ETGNEL?QF..“-— 156
VIG GAPDGQQSRPYRGPGGGPGAGGDRPQRONRNYDGONRKREFDR DG 240
Vige 0 0—-———- FNNRDNRGP-——-—————- PRVRTGEKFG---KREFDR! G 198
VIG AGSHNWGSVKEAIDDVNEKNESETNVINAEGGAKADESGTEPQNEQATAEEEAKELTLDEW 300
Vig2 GGRAHNWGSPKQDIEDLKITGETS--PQAEKEDSANEQSADP--AVAREEDESKQMTLDEW 254
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VIG KKKENDSEEELEYDPALYPQRVGR 359
Vig2 K \DQRAKPEN ..,._-WECA_;DN.-,.EHETEXI.'LS——hrmeSI-ISEDELEYDPSLx'.:"‘F.. R 312
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VIG QRRVLDIQFNFNDG GPGGFGGRGGRGGPRPGGFGG-GPRSEGGNRDGGNR-EGGRDN 417
Vig2 L,,.,F..I'."‘I '“"II"ND; .‘».“'C-FE—}IS':‘ RPG-AGPREGGFRNDGPRGEGGYRNDGPRGEGGYRN 370
VIG REGGNRGPR-DGQQ-HNNEGGGSSAQNQRPPIDRRGPGNNQNNNONSGPGENKRFERQQN 475
Vig2 DGPRGEGPRNEGPRGEGYRNDGPRGEGFRGPRFNNGEPSNGYENRQDNNRFGEKR--RSAQ 428

VIG TAPKVNDERQFPTLA 490
Vig2 KPLKVDDERQFPTLC 443
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Supplementary figure 1. CLUSTAL 2.0.8 VIG and Vig2 protein sequence
alignment. Colors were used as follows: small and hydrophobic residues
(AVFPMILW) are red; basic (RK) are in magenta; hydroxyl, amine (STYHCNG)
and Q are green; others are grey. An alignment displays the following symbols
denoting the degree of conservation observed in each column:

"*" means that the residues or nucleotides in that column are identical; ":" means
that conserved substitutions have been observed; "." means that semi-
conserved substitutions are observed.




