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Supplemenatary Figure S1. Phylogenetic tree of Georgian lyssavirus N gene PCR products
Sanger sequences of PCR products of the N-terminus (approximately 542 bp) of lyssavirus N
genes of RABV-GEO isolates were subjected to phylogenetic relatedness analysis using Geneious

Prime software (Dotmatics, Boston, MA).
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Supplementary Figure S2. PCA of ectodomain group and subregion. Principal components analysis of
ectodomain groups and subregions of Georgia from which samples were collected. Points indicate score

for principal components 1 and 2 and are color coded in correspondence with ectodomain group assignment
and shaped by geographical origin of the sample. Vectors (blue arrows) show the loadings, indicating the

weight each variable has on the principal component. Due to a vector angle close to 90°, we interpret these
variables as unlikely to be correlated.



RABV_GEQ_97_N
QFQ33552.1 M

s
Sequence logo

i
splP16285.1| B!
DA NNOW! o
ABI KUNNDWVS K PENIVDQN

IGNWARTGGM
IGNWARTGGM:!

DVEENW@H&EHELTRDHGEEH@ELVG[ 1 GQ TG IAD IEQIFHAP VKIGEHH;LMTTHKMCANWSTIPNFRFLAGTYDMF FSRIEHLYSAIRVGT

spIP16285.1| IITAIllcsGIIsITGIllulNITAIIA IIIIINII llMleruITAIrls slclsclsrlssmlclllnll IGCIMGQIISINATIIAACArllMSIIG 342
RABV_GEO_97_N UMTAMEBCSCENSETCENKQINETARE EHKN! ll ls s c lSlNATl G 342
QFQ33552.1 XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXHE! l SiGHEsG llATCAPllMSllG 342

ATV [ARCAPHEMSVLC

spIP16285.1]

splP16285.1|
RABV_GEQ_97_N
QFQ33552.1

i
Sequence logo

B WCO70944.1

RABV_GEO 97 P [
QGz11524.1 AXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX xxxxxxxxxxxxxxxxxxxxxxx XXXXXXXX
QGZ11529.1 L3080 808080000000000000000000000000808080808080380380838080800000080000090944
QGZ11574.1 L32808080 8000000000000 0 000000000000 00000000808038080838380808000000900094901
QGZ11444.1 SARRAXOO00O0CAX 0O00OCTINDNDOCOCNX 0000000000000 TIOOOOOOOOOOEXX XX XX
QGZ11419.1 PSAIIAXxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxx
QGZ11434.1 NPSATRAXX XX XXX XX XXX XX XXX XXX KX KX KK XK XX XXX XXX KX KX XK XXX XXX X KX KX KX KX XX XX XX

ATY40035.1 NPSAXRAGEABIEMAEETUBENNENIEBNQAHEQGEPHENBNEPEBVRRIHIBBER S SNIGEMSKTGEGREREBRQMBEC
-

Se““"“éjg:fj MEK”VNPSA|RAGLADLEMAEETVDL|NRNIEDNQAHLQCEPIEVDNLPEDMRRL .LDb=Ks5RLGE TSk c:Ee.KmEDFQMDzz[DPEl Q |.D VGVQW l

WC070944.1 SES 210
RABV_GEQ_97_P SESs 210
QGZz11524.1 SES 210
QGZ11529.1 lAlNlSC'SGlSS Ss SKA SES 210
QGZ11574.1 WANNESEPSGRSS SEs 210
QGZ11444.1 E SEs 210
QGZ11419.1 H SASS SESs 210
QGZ11434.1 lAlNlSIPSGlSllllSTQTTG SES 210
ATY40035.1 BETXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX5QSS A xxxxxxxxxx 210
*mm"..’,?ﬂ IW QWEEII TVRYNFsPsGrSsEDKSTQTICR E[K TashssQReS (5
WCO70944.1
RABV_GEO_97_P
QGz11524.1
QGZ11529.1
QGZ11574.1

QGZ11444.1
QGZ11419.1
QGZ11434.1
ATY40035.1 XX

Ql
R A A T e i Fouvwn xmonm i

QGz11337.1
WC069411.1
RABV_GEO_97_M
CEH11416.1
AMX81172.1
fres

sequence logo

QGZ11337.1
WC069411.1
RABV_GEQ_97_M
CEH11416.1
AMXB1172.1

Sequence lnga

D AGAB3809.1
RABV_CEQ_97 C

QGZ11561.1
QGZ11333.1
WC070122.1 TNENGRVTT AGBPREEESHaN

AWG43608.1 Tl TNllGllTTTl lPTlsACllAlN"lTGlPllllSllNP

seeree 99 MeraAIlFVF Lsm i GKFPIYTIPDKLGPWSP|DIHH[SEPNNLVVEDEG[TMSCFSYMElKVGYIsAIK GFT[TGVVTE@ETYTNFvGWTTTFkRKHFRP;FuAthAvamcDPmEsLnNP

AGAB3809.1
RABV_GEO_97 G

QGZ11561.1

QGZ11333.1

WC070122.1 1] lsps SHHSEEEPGGKCE MP| SKG GAC! MBGT!

AWG43608.1 PIS.“.T..TT..S. lSPSIlIMIAIIlNlISIMIPNGICIA lCGIPGMIIMIGSlISIQITIAP

*""*"‘“.‘?,!?‘;xYPDvHWLRTVKTTK[SLeIISPSVxDrDPYDRs LuSavPeCh(se 10 STVCETNHDYTIWMPEN GT CﬁlFhSﬁGKﬁAch?KTCGFVDERG LYKSLKCACKLRLCGVEGrR DG Hoacrsoer

AGAB3809.1
RABV_GEQ_97_G
QGZ11561.1
QGZ11333.1
wCo70122.1
AWG43608.1 lrslcclmcclclPllsclllucllls PGG

seauence e (3D VN[HDFR‘&DE|EH|.WEELVKKRE[[LDAL[;IMTTKSVSFRRLSH[RKLVPG GKAYTIfNKTLMEADAHYKSVRfWNET IPSKGELWGGR[HPHVNGVFFNGI| EGHVLIPEMQ 55LL00

AGAB3809.1
RABV_CEQ_97 C
QGZ11561.1
QGZ11333.1
wCo70122.1 s MA SATP SWE 52
AWG43608.1 MEPIE! [EAEDEVEVHEPDTOKENSCHDECHPE! GlSllAllAIAlITAACCIl IsITstclAIrsIIslllc'rTsIs

seauence g’ fE [ £ [P HPLADPSWFK&BDEAEDFVEV LPDiek QJSGVD[G[P&WGK ﬁlmc;m T|FLM?CCRI?SRR%EEFEE%[,ﬁErCEK‘J A8 QstRoveSWEs Vhstcest

Supplementary Figure S3. Alignment of representative amino acid sequences from RABV
protein clusters. (A) N protein. (B) P protein. (C) M protein (D) G protein.
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Supplementary Figure S4. Alignment of representative amino acid sequences from the RABV
L protein cluster.



