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KKOV_G MLLSDGVWKFAVAIVLCTILCTVA-- RAVSRVLARVRSGERN
LPHV_G RRAERLTARLDVNGNR
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KTRV_G MRHTDMEFNFGLRHVIGCVILCYIIDITRCS--283
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TFAV_G METKWVVAVALVMOLYQLLSLTVS--
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LPHV_G VVLKREISGNLQLAKEQLEEAVLNMEIDSLDLEQLEEESPYRSMORTIIAIBPKLE SFAYNEEQEE DVMVIGKLSRETRFERINIDKLESITVFQ
YOGV_G LTLSRPVRRDLTMEKKEFETAVAGLELDE ISLEKLKQESLYRSVTKVTFALRPNARFAYEAEHGSEVMITGKLNRETRFDRVNIDDRTMFESFQ

IKV_G PISATAAPSKLESDKAITPTSVSINGNKINDWTRMLHITVHS PKDDSDISTAELSVRIVTNHS IPAQYSDONRHENTRFESLDLDSDVWDYKST
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SuppLEMENTAL FIGURE 1. The deduced amino acid sequences of the gp38 domain of nine nairoviruses aligned in ClustalX and adjusted
visually. Cysteine residues are shaded in black and other conserved residues are shaded in gray. Predicted N-glycosylation sites are underlined.
Predicted proteolytic cleavage sites that may define the N-terminus gp38 (furin-like or SKI-1) and N-terminus of Gn (R[R/K]LL) are shaded in
black and underlined.
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KTRV Gn FLISLNGQGHVSSAVVGHSPLVKRELNK@TFGFKKTSOLDVLET@PGGKQHRIQTNLYDIQ@PMHEMLGKAALY T@RATY
GOSV_Gn FSVSLNGQGMVSASVAGRSNQVKNELNKSTFOFPKTLDLDVLFT@PEGKQHRIQTNIVD I Q@PWHNLLGRPALY I@RATY
ERVV_Gn ISIRMSNKGIVRLSRG-SSTETIK@GTESIIPPLDG-EGDIIVDMPGGTOHFLORNIVDLO@PTY PYFQEFMLY I@RASH
TFAV_Gn ILIRMSNRGMVKLTRG-TTVET I R@GTE@MLPPLDG-EGDILI DMPGETQHFLQKNI IDLO@PNY PYFKEFMLY SH
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KKOV_Gn RPIMLYTVIAWLTVGVMALSITLOVLSLLIRTYCYFVICVKAKLDRGKGKCPSCNDMVNS SEEWQRHQN-CKRGKCPYCGTKGSE IDLRKHANV
LPHV_Gn RPLVLYTTFIWEVVGTIVLATSLOMISVTVKLYCYLVVLAKRKLDTGKGVCTDCGESVLSTEEWQRHQA-CKKGKCPYCGVKGSGNDVQKHVIN
YOGV_Gn RPTLLYIVILWLVAGILIVTITIIQLAVLCMKVYCYLVIKLKSKLDRGRGTCTFCNESVCSTEEWQRHEG-CRRGKCPYCGCKGGDVDIKRHASY
IKV_Gn RPKALYFTLFWLTFGYVCFCLVMEVLKIAVLVTCKVINFCMEKADKTRGYCEHCKLWVNSYQEWWDHKS-CCACKCPFCSLSFARREFPRHAEE
KTRV_Gn RPKALYFTLFWITFGYVCFCLVMEVVKISVLIACKLINFFMEKADRTRGYCEHCKLWVNSYQEWWDHKS-CCACKCPFCGFNFARSEFPKHAKD
GOSV_Gn RPTALYFTLFWITFGYVCFCVAME ILKFVIMLSCKLICICKEKADRTRGYCEHCKLWVNSSIEWTDHRE-CKVSRCPFCEKHFAKSEFSQHARV
ERVV_Gn RPKTTIGFFLWMSVGYIILSACCSFTLLLLRLLCKGVELCKTRFTSTQEVCEVCKQQISGNLSKQLHEANCKNGLCPYCSNRLPESSLYKHAEV

TFAV_Gn RPKTTIAFFAWLSVGYILLSTVCSISLWSLKIMCKGIELCKSKLPHNSGECKVCRQHYSSELGQQLHEANCKNGLCPYCSNRLPENSLYKHAEV
CCHFV_Gn HPKTTMAFLFWESFGYVITCILCKAIFYLLIIVGTLGKRLKQYRELKPQTCTICETTPVNAIDAEMHDLNCSYNICPYCASRLTSDGLARHVIQ
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KKOV_Gn CLOKETVLEHDANVLNIRRTPRLALRLGCLVNSLOQGKPTRLTWFVVLLCLFCLLIRPVSS
LPHV_Gn CLORETVLEHDLNVLTIRRTPRYALRLGCFLNALQGRPIRLIWLVVLLLLFVFLIKPVRS
YOGV_Gn CLOQRETTLEHDKGIIEIRRTPRWALKIGCLLNGMQGKPARGAWLVVLIVMLIILVKPVSG
IKV_Gn CTSRSVKLENINAVLAVRRTPRVLIWIAVALTRYFKTVCRLSWATVLIVMCLLIISPVQS
KTRV_Gn CTSRAVKIENINAVLAVRRTPRVLIWIAVALTKYFKTVCRLSWATVLVVMCLLIISPVQG
GOSV_Gn CTKKENKLETTKAVLTVRRTPKLLLWSAVILTKYFRIICKISWGTILLALCLLIISPVRG
ERVV_Gn CPRKKPTVEAIREHENYNSTPWLFVFIFGVSEYSGTLIKRSVWIIVLLSLLLVALSPVYG
TFAV_Gn CPRREVTEDTIREHDDFNSTPWFFVFIFGISEYKGTTIKRATWLMILLALLLVSLSPVYG
CCHFV_Gn CPKRKEKVEETELYLNLERIPWVVRKLLQVSESTGVALKRSSWLIVLLVLETVSLSPVQS

* : a * : ® ok L oEE

SupPLEMENTAL FIGURE 2. ClustalX alignment of the deduced amino acid sequences of the Gn proteins of nine nairoviruses. Conserved cysteine
residues are shaded in black and two predicted transmembrane domains are shaded in gray. Predicted N-glycosylation sites are underlined.
Identical (*), strongly conserved (:) and weakly conserved (.) residues as assigned in the Gronnet Pam250 matrix are indicated below the alignment.
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SUPPLEMENTAL FIGURE 3.
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PETFSPAGSAKHISLSWESSKLVGNRVVLSGKSTAILKLNPRTSTSWEMSSPDANEKKVLTLSILDYTQIYSSRFEYITGDRKVSTWSEGSETG
PETFSPAGSVKHISLSWESSRVVGKRVILSGKSTAILKLNPKTSTSWEMTSPDANEKKILTLSILDYTQIYSSRFEYLTGDRKVTTWSEGSETG
PETYSPVGSVKHISLSWESSKVVGKKVILSGKSTALLKLNPRTSTSWEMSSEDSNEKKVLTLSILDYTQVYSSRFEYITGDRKVTTWAEGSETG
PESYTPAQSAKHISLTWESSQAVGDKIVLSGRSSTVLKLEPKTSTVWTMENKEASEKKTLTISVLDFTQIYSAEFLYATGDRNIKTWSEGSERG
PESYTPAQSAKHISLTWESSQAVGDKIILSGRSSTVLKLEPKTSTVWTMETRDASEKKTLTVSILDFTQMYSAEFLYATGDRSIKTWSEGS@SG
PESYSPAQSAKHISLSWESSQLIGDKVVLTGKSSAVLKLEPKTSTVWTMSNKDAKEKKTLTISILDYTQIYSAEFLYVTGDRLIKTWSEGS@SG
EKGFKPTSSMANLQLSWSSEEEVGGKVILSGRSTSIIKLKERTGMVWELSSSRASEKKKLVVSIMDFSQEYKTQFQYLTGDRLVSEWPRATEMTG
EKSFKPVLSMSNLQLSWTSEEEVGGKIVVSGKSTAVLKLKEKTGMVWELSSSKATEKKTLIVSVMDYTQEYKTQLOYLTGDRLVSEWPRATETG
QSTYKPTVSTANIALSWSSVEHRGNKILVSGRSESIMKLEERTGI SWDLGVEDASESKLLTVSVMDLSQMYSPVFEYLSGDRQVGEWPKATETG
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VLVSDPQSVAKKLPSEVITLH--KVQGGEVDLMHVNKILTANS L@KPQSMTHGSPGDIQIFKPDYLVKYS-~ISKRINAIEDHSWANDTWMSWQ
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GVNLGY PGDWTTETAENVVVRNSEAFQNRNNLERNY SVSHFFHSSRIYGAGKTLSMDLKGRPVQSGGNINVY ITVNNLELNSKKVNLQGIK
GVNLGY PGDWTTETAENIVVRNSEAFSNRNNLERNYSVSHFFHSSRVYGSGKSLVMDLKGRPIQSGGNINVYVTVNNLELNSKKVVITGLK
GVNLGY Y@NPGDWT T@TAENIVERNSESFKNRNDMERNFTKSHFFHSSRVYGAGNSLAMDLKARPIQSGGS INVY ITVNNLELSSKKVALEGLR
GISVSY PGDWTT@VTDGVVERNSEAFANVFKSETNYSTTHFFHSSRVVSEGKTLSLDLKARPLSSGGDITAYITVDGLELYSKEIHLEGLK
GVSVSY PGDWTT@VSDGVVEKNSEAFANVFKSETNYSTTHFFHSSRVVSQGKTLSLDLKARPISAGGDLTAFITVDGLELFSKETHLEGLK
GVSVSY PGDWTT@VSDNIVERNGDAFSNVFKSETNFSTTHFFHSTRITGAGKTMALDLKGRPLSSGGDMTAYVTVEGLELFSKETHLEGLK
GSDLDYYSTTGSWPT@TFSGVVKQNSDAFKNLETLEFNLMEEFFFHSSRVEVKGSTLGFPVKSRPKEGGGELSVLVEVNGLELHSKLIDPLGLS
GTDLDYYMTTGSWPTTYSGVVRONTDSFKNLETTEFDLLEEYFFHSSRVEVHGRTLNFPVKSRPKEGGGELTVLVEVNGLELHSKLIVPVGLM
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ELKLDDPKDVIIERGSTLLSHQNDSES -YGL! LANVGTFGSGLSMIFONYFGSVILGFLFFVLPVVLLLVFFCLGDKIFFC-RKFKWCFKSN
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ClustalX alignment of the deduced amino acid sequences of the Gc proteins of nine nairoviruses. Conserved cysteine
residues are shaded in black and one predicted transmembrane domain is shaded in gray. Identical (*), strongly conserved (:) and weakly con-
served (.) residues as assigned in the Gronnet Pam250 matrix are indicated below the alignment. Potential SKI-1 proteolytic cleavage sites
near the N-terminus that may generate the fully processed glycoprotein are shaded in black and underlined. Predicted N-glycosylation sites
are underlined. Identical (*), strongly conserved (:) and weakly conserved (.) residues as assigned in the Gronnet Pam250 matrix are indicated



KKOV_L PGDGTCFFSSVSKYIFN--TTEMWKTVKSTCANYARAHWQEVMEMDRRYQSPETY IEDLMNDQYWGGSVEAEILSKALNMTIH
LPHV_L PGDGTCFFSSVSKYIFN--TTELWQTVKSTCANYARAHWKEVMEMDRQYAEADAY ISDLMRDQYWGGSIEAEILSKALNMTIY
YOGV_L PGDGTCFFSSVSKYIFN--TTEQWRAVKTTCANYARANWDTVMEIDRHYQNADHYVNDLMRDQYWGGSVEAEILNKALNMTVH
IKV_L LPDGRCFFRAMAKFMFN--SSDEWLIVKRACIEYSRQHWNRFLVYTRLYPSSADYERDIMRDDYWGGSLEAEVLSDLYNLTIH
KTRV_L QPDGRCFFRAMAKFMFN--SSDEWLIVKRACIEYARQHWNKFLVFTRLYQTPADYERDIMRDDYWGGSLEAEVLSDLYNLTIH
GOSV_L VPDGKCFFRAMAKFMEFN--SDEEWLLVKRACVEFARQHWDRFLEFTRNYQRANDYERDIMRDDYWGGSLESDILSELYNVTIH
ERVV_L VGDGNCFYRALSRLHSESRTSNEHLYYRLLIPDAVDKYFDIEPEAIGLGLNKQEYVSKAILDGEWAGSLEASMLSKFLDITII
TFAV_L VGDGNCFYRALSRLHSKDKTSDEHLYYRLLIPDAAQRYFDTEQEAVGLGLTKEEYASRAILDGEWAGSLEASMLSKFLDITII
CCHFV_L PGDGNCFYHSIAELTMPNKTDHSYHYIKRLTESAARKYYQEEPEARLVGLSLEDYLKRMLSDNEWGSTLEASMLAKEMGITII
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KKOV_L IWVSGDGVWVNNARRWGADQIHASLNLIHVHGGHENLL

LPHV_L TWVSGDGVWVSNARRWGGE PIQTSLNLIHVHGGHENLL
YOGV L IWVSDDGVWVQNARRWGREAVAASLNLVHVHGGHENLL
IKV_L FWVTDDHQOWIHHVQRWKNNAPHMS INLLFNQN-HEDLL

KTRV_L FWVTNDHOWIHHVQRWKNNAPHMSINLLFNQN-HEDLL
GOSV_L FWVTDDHLWIHHVQRWGLEAPHISINLLFNON-HEDLL
ERVV_L IWIVDDSGTIISANRYGEGRPSQAYNLCMVGNAHFDSL
TFAV_L IWIIDGSGTITSAQRYGNNKPSKAYNLCLIGNTHEDSL
CCHFV_L IWTVAASDEVEAGIKFGDGDVFTAVNLLHSGQTHEDAL
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SupPLEMENTAL FIGURE 4. ClustalX alignment of the deduced amino acid sequences of the OTU-like protease domain in the L proteins of
nine nairoviruses. Identical (*), strongly conserved (:) and weakly conserved (.) residues as assigned in the Gronnet Pam250 matrix are indicated
below the alignment. Fully conserved residues that may be critical in the active site fold are shaded in gray.



