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VSV_I ndi ana 1 T DN PKIL & DP X/ DYF. RKSKEI P[L]Y] H’TKS DLHGY NVSI
Morret on_vi rus 1 T DN PKI I DP X CDYF. KKTNEVP|\]Y| SKT|. NDL HGY| NVSI
Mar aba_vi rus 1 T DD PK| I& DP 5\ DYF. KKSRDI P\]Y| TKSL SDL HGY| NI SI
Cocal _virus 1 T DD PKI & DP %/ DYF. KKSRDI P|\]Y TKSL ADL HGY SLSI
Al agoas_vi rus 1 DD PKI I DP %\ DYF. KKTSEI P||F TKS|L AE[L HGF VVSI
Caraj as_virus 1 | DD ‘PK P DP 5\ DYF. KTSKQI P[L]Y| DKT|. AEIL HAF NPSI
VSV_New_Jer sey 1 ND PKI I§ DP %/ IDYF. KNNTNI V|L|Y|\|S|T|KV. DL HAY| NPSI
Chandi pura_vi rus 1 TG VG |§ DP % CAFFTPNAKKPT|\]Y] ET L|L HSH SVTV
Piry_virus 1 TG AALE DP 5 \EYFAKNPGKI P|V|F| |STIRL KL H QY] EVNV
| sfahan_virus 1 TG AV [§. DP P DYFLQNPGKI RV KL T|. HQY] DVHV
Rabi es_vi rus 1 VN SLIKIEEI | ‘,YE %/l . . . KDLKKPQ! [T AP KAYIKS] KLDP
Mokol a_vi rus 1 VN SLKIREVI IYE| PR LDGKKPG_T_G_AP TIAVIKS KLDP
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N _protein - — — - 00 m—
VSV_I ndi ana 67 | L aiGDT Gl F SLK. . V. LPDg VSDAS
Morreton_virus 67 | L GDE|V|GI F SVK. . T . 1P ‘VSDAS
Mar aba_vi r us 67 | L GDS\V|GI F T K. . P ;V. LP ‘VSDAT
Cocal _virus 67 V L GDNV|GI F T|\VK. . V. CP VSDAT
Al agoas_vi rus 67 | IAIKIL GANV|GI F S\VK. . V. CP ‘VSDAS
Caraj as_virus 67 | L L S IGEE| [TI F SVH. . P T. VP ;RTDP
VSV_New_ / Jersey 67 L L EENVKI F KIVE . A. LPDCKSDP
Chandi pura_virus 68 S E[<|P NEPMGI F NVE. . K. EL ‘KGQDT
Piry_virus 68 C A DTT|VRLF E[VK. . L. VPDCKENA
| sf ahan_vi rus 68 C A GGl |V|SVF M E. . E. AP RKCD ..
Rabi es_vi rus 68 D F CP| GDK| [TPGS|. VIE KIRT NWAL ‘GMELT DP
Mokol a”vi rus 68 D CP A| GEK| NPS D_|RTNVECNWAQACGTDVI |HDP
consensus>50 .h!lnsYLy. a$. d| oo d o #W s%gi . .gd.v.ifdl..v...... g...pdg..d..r..
0000 [}
N _protein
VSV_I ndi ana 132 e _;MPE MDG |[TNQCKMI NEQFEP|. VIPEGRDI [FIDV]. . . . . ... ... ...
Morret on_vi rus 132 L IMPE MDGL |l NQCKMI NEKFEP|L VJPEGRDI |[FIDV. . ... .. ... ....
Mar aba_vi r us 132 C ;MPE MDGL |l NQCKMI NEQFEP|L. LIPEGRDV|FIDV. . . .. .. ... ....
Cocal _virus 132 L MT MDG. | AQCKLI NEKFEP|L I |IPEGRDFYDI|. . . ... .. ... ...
Al agoas_vi rus 132 L ) MDGL |l NQCKMI DDKFEP|. | PEGRDFFDL|. . ... ... ... ...
Caraj as_virus 132 C LPE MEG! |[EMQCKI MYPDFVP| VPEGMDFDV. . . ... ... ... ..
VSV_New Jer sey 132 L BHvT LDG [ENQCRVASTRFES| VEDGLDFFDI|. . . . .. oo
Chandi pura_virus 133 SH. .. QVE T IMTNLIYAQCKLRTKDAEE| VDETAEFHNA. . .. ... ... .. ..
Piry_virus 133 C DE YDH! [CAQCKLKSPSFES! CNPADNNYAS. . . .. ... ... ..
| sf ahan_vi rus 133 SH. .. QE SLILQK[L[YAQCKLRSPQAEE| [EDAAEFYEM. . . ... .. ... ...
Rabi es_vi rus 138 SKI SGOYTG AD ............ E0 [FETAPF VEHHTLMTTHKMCA
Mokol a_vi rus 138 S VGONTANMK TINVADRM. & v oo oo e oL EO! | FETAPF VEHHTL MT THKMCA
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N _protein 000 00000000000Q 000000 Q0
VSV_I ndi ana 185 K D [MATIFG \ T w E
Morret on_vi rus 185 K D 8/ TIFG IST T E
Mar aba_vi rus 185 K D ®ATIFG IST T E
Cocal _virus 185 K D WA TIFG IST T E
Al agoas_vi rus 185 Kl D M ATIFG IST T| E
Caraj as_virus 185 Kl D AT FG ST T| E
VSV_New _Jer sey 185 E K D 8/ T[FGHL|S Si T E
Chandi pura_virus 186 Kl D MSTILS Pl F S
Piry_virus 186 | K| D 45 T|MA P M P
| sf ahan_vi rus 186 S K| D M ATILS Sl F S
Rabi es_vi rus 196 S . D i/ SFTGHI TA | N
Mokol a_vi rus 196 S Y| D 8V EFTGHI SP LLLLY| N
consensus>50 .W nd. N% k.vaavDM#h. f kkhe. a. . RyGTl vsr %kDCaalL.tf.h..Ki.g$s.e#v.twiln.e



N _protein QQ?QQQQ..QQQQQ
VSV_I ndi ana 254 \F VKINPAF W . L
Morret on_vi rus 254 ‘F VKINPAF .. L
Mar aba_vi rus 254 ‘L VKINPAF .. L
Cocal _virus 254 ‘L VKINPAF L
Al agoas_vi rus 254 ‘F VKINPAF L
Caraj as_virus 254 ‘F VKINPSF L
VSV_New _Jer sey 254 ‘F VKINPAF . L
Chandi pura_virus 255 | TKINPSF . F
Piry_virus 255 ‘F VKINPCF . V|
| sf ahan_vi rus 255 F VKINPCF . L
Rabi es_vi rus 265 L AV FINLI ®
Mokol a_vi rus 265 IF RAL AV F|_LI C
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VSV_I ndi ana 322 1 EYT T[AGL[L]Y] Va D _V|GD PD. . ... DSTGGL TTNAPP[GR EWL GWF
Morret on_vi rus 322 |1 EYT T|AGLLY| \Y D Cl |GD PD.. ... PNAGGL TTNAPPCGR EWL GWF
Mar aba_vi rus 322 | EYT T|AIGL|L]Y] \ D Y|V|GD PE. .. .. TGDGGL TTNAPP(JGR EWL SWF
Cocal _virus 322 | EYT T|AGL[L|Y] \ D Y|V|GD SE. . ... NTTGGL NSNAPP/(JGR EWL GWF
Al agoas_vi rus 322 |1 EYT T|AGLLY| \Y D Y|\|GD PD.. ... NSDGGL TTNAPP(JGR EWL GWF
Car aj as_virus 322 | EYT TIAIGL|L[L \ D Y|\|\GDE SD. . ... PSAGGL TSNAPPKIGR DWL GWF
VSV_New_ / Jersey 322 | EYT CASL| L \Y D Y|l |GE TE. . ... KDDSLKKSDV|IPPK|GR DWL GWY|
Chandi pura_virus 323 | AY TIAAL[|F | E V| ING KE. . ... KDSREDNDT|I|PPSER VWL AW
Piry_virus 323 | PY QAAL|L|F T D HN KAAPDASDNSEREESK|-AP/I|TR EWL AVWW
| sfahan_virus 323 | PY TAAW.|F G T|1|DDS ED. . ... EDI NKGL GVI<AP|I|TR MWL AW
Rabi es_vi rus 333 CAP V|L|GGY|L FF T F|~DE EY..... EAAELTKTDV|AL|ADD N. . SDD
Mokol a_vi rus 333 CAP VIL|GGY|L FF T FIZDE DY..... TELEEARVEASL|ADD D. . SDE
consensus>50 i.y..$t.a.ll.aya.g.s.d..q.F...d..y..d............. n..p..rdvvewl . w. eD..
N _protein 000 D e e
VSV_I ndi ana 387 RKP| PTM ................. DK. .
Morret on_vi rus 387 RKPQIP ‘ML ................. DK. .
Mar aba_vi rus 387 RKPRPEMLIVIVAKH. ... DK. .
Cocal _virus 387 RKPIA IMLQYAKK. . . .............. DK. .
Al agoas_vi rus 387 RKPQIP ‘ML ................. DK. .
Caraj as_virus 387 GNIIPEMY|ISEAKH. .o DK. .
VSV_New Jer sey 387 GKPIP ‘ML ................. DK. .
Chandi pura_virus 388 HEI JP ‘MK ................. A. .
Piry_virus 393 QVRJIR ‘ME ................. A. ..
| sf ahan_vi rus 388 KVPUIQUME/TFARH. ... oo SV.
Rabi es_vi rus 396 SGH RJPE I I MNGGRLKRSHI RRYV SSDS
Mokol a_vi rus 396 SGEQIRSPE | MMNNGKL KKVHI RRYI JADGS
consensus>50 oo Todmooyasr. % .




