Gadus morhua Viperin

20 40 60 80 1ee 120 140 160 180
| | | | | | | |
Sequence MVPVMFLRFWTAIKSMISSLISNFHLRSDERSIVRGGRASSVSGIPDTKQKERPATTPTSVNYHFTRKCNYKCGFCFHTAKTSFVLPLDVAMKGLTLLKEAGMEKINFSGGEPFLHEKGDFLGRLVQFCKVDLQLPSVSVWSNGSMIKENWFRKYGEHLDILAVSCDSFNEDTNKLIGRT
Prediction CCHHHHF CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCeeeeee CCCCCCCCCCCCCCCCCce CCC CCCCCeCcc! cCec CC cce SCCCCC {d
Conf.Score 9566788899989999876414455666755433: 8888887666 7647928667998898" 7787243888 7504898769998978 7499979997888998898875066
H:Helix; S:Strand; C:Coil
200 220 248 260 280 300 320 340
| | | | | | |
QGRKSHLDNLYRVRDWC] INSVINT TQLNPVRWKVFQCLLIFGENAGEDALREAERFVISPEQFQDF LDRHSSVTSLVPESNQKMRDSYLILDEYMRFLDC LD IC KRGGKYVIWSKADMGLEW
cccca ccc cccc €CC CCCCCCCCCCCCCHHARHCCC! CCCCCCCCCCCCCCCSSSSSCCCSSSSSCCCCCCCCCCCCCCCCHAHRHHHCCCCHHAHHHCCCSSSSSCCCCCcee
7699 7787707 '69999974776887542223547 784247 63896179624724 7776412 5578768888736753676057667898

Danio rerio Viperin

20 40 60 80 1ee 120 148 160 180
| | | | | | |
Sequence MQLC FLALLRWL ISRPESRTSKQKEGSRAPFT TRQCNYKCGFCFHTAKTSFVLPIEEAKRGLRLLKEAGMEKINFSGGEPFVHQKGSFLGELVLYCKQELQLPSVSIVSNGSLIRESWFQKYGDYLDILAISCDSFIEETNQLIGRAQ
Prediction C (dddadddaddedddaddaaddaadadadaaadaaads CCCCCCCCCCCCCCCCCCCe: CCCSSSSSCCCCCCCCC: {ddd SCC (o SCCCCC ccc
Conf.Score 937887 798788987 7665332344578899' 7637838 772 7458987699838788 788899
H:Helix; S:Strand; C:Coil
200 220 248 260 280 300 320 348
| | | | | | | |
GRKSHLDNLHKVRNWCREYKVAFKINSVINTYNVEEDMTEQITALNP QCLLI VISDQQFQDFLERHQSIQCL Q! LILDEYMRFLDC L KFSGFDEKMFLMRGGKYVWSKADMKLEW
Cl €cC CCC CCC CCCCCCCCCCCHHHHHCCC CCCCCCCCCCCCHHHCSSSSSCCCCSSCCCCCCCCCCOCCCCCCCHHHHHHHCCCCHHHHHHCCCSSSSCCCCCCCCC
7 776467 763753233427770! 17878677678502204258878874366579887! 77 74577 789
Salmo salar Viperin
20 48 60 88 1ee 120 140 160 180
| | | | | | | | |
Sequence MFLQLCINYLQCIFAAVLAWIGGRVPQMHNTSQLSSTGKVNPATIKEVKNISQAAATPSSVNYHFTRQCNYKCGFCFHTAKTSFVLP: QLLKESGLEK: I GKLVQYCKHDLQLPSVSIVSNGSMIREKWFQTYGEYLDILAISCDSFDEDTNQTIGRA
Prediction CC CCCCCCCCCCCCCCCCCCCCCCCCCCCCCeeeeeeec CCCCCCCCCCCCCCCCCCCC: CCC SCCCCCCCe ceec cC ccc CCCCCs cC
Conf.Score 32778776777755556777877666666 7 798 787 9988999768757277856 79997 9997788997898875287
H:Helix; S:Strand; C:Coil
200 220 240 260 280 3ee 320 340
| | | | | | | |
QGRKSHLDNLCKVREWCRKYKVAFKINSVINT TKLNPVRWKVFQCLL REAERFLISDQQFQDFLDRHSSINCL) IQK LILDEYMRFLDC IL Ql KRGGKYVWSKADMRLEW
cccl CCC CCC cc CCCCCCCCCCCCCHHHHHCCC CCCCCCCCCCCCCec CCCCCCCCCCCECCCCCCCeeeee CCCHHHHHHCCCSSSSSCCCCCCC
8811 7877 89 357876541000057775387 72156765467775335765878798775407988727766400487999976167658889744754787567667789
Mus musculus Viperin
20 48 60 80 100 120 148 160 180
| | | | | | | |
Sequence MGMLVPTALAARLLSLFQQQLGSLWSGLAILFCWLRIALGWLDPGKEQPQVRGELEETQETQEDGNSTQRTTPVSVNYHF TRQCNYKCGFCFHTAKTSFVLPLEEAKRGLLLLKQAGLEKINFSGGEPFLQDRGEYLGKLVRFCKEELALPSVSIVSNGSLIQERWFKDYGEYLDILAIS
Prediction CCC CCHHHHHCCCC CCCCCCCCCCCCCCCCCCCCCCCCCeeeeece CCCCCCCCCCCCCCeeeeee CCCSSSSSCCCCCCCCC ceec CC ccc
Conf.Score 96301689999999863355033331110344333445531666667997666667777653224666788 17 77 132 7
H:Helix; S:Strand; C:Coil
200 228 248 260 280 300 320 348 360
| | | | | | | | |
C QKLRRWCI IKALSPVRWKVFQCLLI REAERFLISNEEFETFLERHKEVSCLVPESNQKMKDSYLILDEYMRFLNCTGGRKDPSKSILDVGVEEATKFSGFDEKMFLKRGGKYVWSKADLKLDW
cceccr €CcC CCC ccC €CCC cccc CCHHHHHHHHHHHHCCCCCCCCCCCCCCCSSSSSCCCCSSCCCCCCCCCCCCSSCCCHHHHCCCCCCCHHRHHHCCCSSSSCCCCCCCCce
87899789 787628 70626077 7784132123776089799999999983067865336776746627847788884027999726625552534887737677476778635760455688777789

Homo sapiens Viperin

20 48 60 80 100 120 148 160 180
| | | | | | | | |
Sequence MWVLTPAAFAGKLLSVFRQPLSSLWRSLVPLFCWLRATFWLLA VLRGPDET! PTTPTSVNYHFTRQCNYKCGFCFHTAKTSFVLPLEEAKRGLLLLKEAGMEKINFSGGEPFLQDRGEYLGKLVRFCKVELRLPSVSIVSNGSLIRERWFQNYGEYLDILAISC
Prediction CC CCCCCCCCCCCCCCCCCCCCCCCCCCCCCeeeceecc CCCCCCCCCCCCCCCeCCCc: cce SCCCCCCCCC CCCC CC ccc C
Conf.Score 984532342488999987135778888887777483753334532234564 7887 17758918657799998 77603 744898779997988 1 75
H:Helix; S:Strand; C:Coil
200 220 248 260 280 300 320 340 360
| | | | | | | |
QKLRRWCRDYRVAFKINSVINRFNVEEDMTEQIKALNPVRWKVFQCLLIEGENCGEDAL! v ERHKEVSCL Q! LILDEYMRFLNC ILD! I LKRGGKYIWSKADLKLDW
ccce (e ccc ccc ccc CCCCCCCCHHHHHCCC CCCCCCCCCCCCCCCCCSSSSCCCCSSCCCCCCCSSSCCCCeeec CCCHHHHHHCCC ccceecee
3899 777865 70857277579998734658631111 7847884357897131451 750125300 1685667258777789

Supplementary Figure S1: Predicted secondary structure of orthologous Viperins from several species using I-
TASSER website. Confidence score values range from 0 (the lowest confidence) to 9 (the highest confidence).



