
logo MNKTLKRQVFRHTALYATAI LMFSHTGGGGAMQAQTHKYAI I IMNERNQLPEVKGQNGQYSTIKDKDYREREKFYI
T
H
Y
H
N
K
P
D
S
K
RGGGGSVFS

NTDB id 305962 DV166 RS01930 WP 115436911.1 MNKTLKRQVFRHTALYTAILMFSHTGGGGAQAQTHKYAIIINERNQPEVKQNGQYSTIKDKYREREYTHHPSKGGGGSVS 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!*!!!!!*!!! !!!!!!!!!! !!! * *** *!!!!!!

logo FDNNSTDETLVSQRQRSGTAVFGTATYLPPYGKVSGFDADGLEQKRNNAVDWIHRTTQRAIAGLAGYARYDTDNVI
VCRSTNTDQCPKQLVYEKTKRFS

NTDB id 305962 DV166 RS01930 WP 115436911.1 FNNSDELVSRQSGTAVFGTATYLPPYGKVSGFDADGLEKRNNAVDWIRTTRIALAGYRYDNVVCRSTTDCPKLVYKTRFS 160
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!*!! *!!!! ! !*!!!* !! !!! !*!!

logo FDGNI
P
D
GLAKNTAGGVGSLDKRHPTDEPSRDENSP IYKLKDHPWLGVSFNLGASEGNTAVKDNGKSTFINKL IVSSFNSEGKNNSNNQNTI

LVSYTTERGHRDS I SL
NTDB id 305962 DV166 RS01930 WP 115436911.1 FDNPDLAKTGVGLDKHTEPSRDNSPIYKLKDHPWLGVSFNLGAEGTAKNGKTINKLVSSFNEKNSNNNLVYTTEGRDISL 240
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus !! * !!! * !!*!**!!!*!!!!!!!!!!!!!!!!!!!! ! ! ! !!* !!!*!!! ! ! !* *! !! !* !!!

logo

G
SDWKQREHTTAMAYYLNAKLHLLDKKGI EKDIAQGKTVDLGTLRPRVEATTGVRRGESLWLNFWAKTWDKI EKDKNGNQIPTVKRLGLPEVKAG

NTDB id 305962 DV166 RS01930 WP 115436911.1 GDWQRETTAMAYYLNAKLHLLDKKGIKDIAQGKTVDLGTLRPRVETTGR..SWLNFWAKWDIKDNGQIPVKLGLPEVKAG 318
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGLPEVKAG 319
consensus !! !!*!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!! ! !** !!!!! ! ! ! !*!*!*!!!!!!!!!

logo RC I
VNKANPNPKNAKQALPSPALTAPALWFGAPGVKQDGKAEMYSASVSTYPDSSSSR I FYLQNLKRKNTDPGNKPGRHYSLAEDTLSTAENSDIKQ

NTDB id 305962 DV166 RS01930 WP 115436911.1 RCINKANPNPKAQALSPALTAPALWFGAGQDGKAEMYSASVSTYPDSSSSRIFLQNLKRKNDPNKPGRYSLADLSASDIQ 398
NTDB id 1090 CAA90909.1 1..3114( ) RCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIK 399
consensus !!*!!!!!!! ! !*!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !! !!!!*!! !* !!

logo SKREPNTFTGSRQTI IRLDNGGVQREQIKLDKRNSNTEAVTVGNFLNGNDGKNNDNTFGIVKSDEGLGSFVETPDTVSEWKKVLLPWTVRGFSADDGNKRFKASFI
NTDB id 305962 DV166 RS01930 WP 115436911.1 SKEPTFTSRQTIIRLDGGVQQIKLDKSN.EATGLNGNDGKNNTFGIVSEGSFTPDVSEWKKVLLPWTVRGSADDGRFKSI 477
NTDB id 1090 CAA90909.1 1..3114( ) SREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAF 479
consensus !*!! !! !!!!!!! !!! !!!!* !*! !!!!! ! !!!!! * !! !!!!!!!!!!!!!! !!! *!!

logo NKQEENNDNKSPSKYSQKRYR I
SRDENGNKNGSEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMPRKQ

NTDB id 305962 DV166 RS01930 WP 115436911.1 NQE.....SSKYSQRYRIRENGNNSKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRQ 552
NTDB id 1090 CAA90909.1 1..3114( ) NKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRK 558
consensus ! !***** *!!!!*!! !*!*! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo

D
Y
F
I
D
QNDTTSALKDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKR I

V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFLGGRGAYALDLTKADGSNSDNPTA

NTDB id 305962 DV166 RS01930 WP 115436911.1 YFDNDTSALKDSTLAKELRTFAEKGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYALDLTKADSNNPTA 632
NTDB id 1090 CAA90909.1 1..3114( ) DIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTA 632
consensus ! ******!!!!!**!!!!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!!!!! !!!

logo VSLFDVKDNGNNNGKNGSNNGSNNRSVEQLGYTVGTPQIGKTHDNGKYAAFLASGYATKDE I INTNSGDNKTALYVYDLEGSNGNGTNNTLP IAKK
NTDB id 305962 DV166 RS01930 WP 115436911.1 VSLFDVKNGNNGKNSNNSNNSVQLGYTVGTPQIGKTHNGKYAAFLASGYATKDI.NNGDNKTALYVYDLESNNG.TPIAK 710
NTDB id 1090 CAA90909.1 1..3114( ) VSLFDVKDN.....GNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKK 707
consensus !!!!!!! ***** !! !! ! !!!!!!!!!!!!!! !!!!!!!!!!!!!!*!* !!!!!!!!!!!!! ! * *! !

logo I EVPGNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNSMYRFDLSGSNQDNPQTQSWSAVRATI FESGNTKP ITSAPAI SQLKDKRVVI FGT
NTDB id 305962 DV166 RS01930 WP 115436911.1 IEVPNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGSMYRFDLSGNNPTSWSARAIFSGNKPITSAPAISQLKDKRVVIFGT 790
NTDB id 1090 CAA90909.1 1..3114( ) IEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGT 787
consensus !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! * ! !! ! !! ! !!!!!!!!!!!!!!!!!!!!!!

logo GSDLSEEDVDNSKMEEIQHYI
VYGI FDDNDTADTGTGTTVANFQDSDGQSGGKGLLEQKVLERKRDKNDGNKTLFLSTDYKRSDGSGSDNKGWVVKLEKADGQRV

NTDB id 305962 DV166 RS01930 WP 115436911.1 GSDLSEEDVDSKEIQHVYGIFDNDTDTGT..AQDGQGKGLLEQKLEKDKDGKTLFLSDYKRSDGSSDKGWVVKLEAGQRV 868
NTDB id 1090 CAA90909.1 1..3114( ) GSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRV 867
consensus !!!!!!!!!! ! !**!!!!! !! ! ** ! !!!!! ! *! ! !!!!!*!!!!!!!! !!!!!!! !!!!

logo TVKPTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPAEADNTAVAQYSGHKKQGTATKNGKS IP IGCMEQKNS
NTDB id 305962 DV166 RS01930 WP 115436911.1 TVKPTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPADNTAVAQYSGHKQTAKGKSIPIGCMEKN 948
NTDB id 1090 CAA90909.1 1..3114( ) TVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKS 947
consensus !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!!!! !

logo NEGIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGI
T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPTCGM

NTDB id 305962 DV166 RS01930 WP 115436911.1 NGIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPTCGM 1028
NTDB id 1090 CAA90909.1 1..3114( ) NEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGM 1027
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!!!!!!

<0

logo KRI SWREVFYO
NTDB id 305962 DV166 RS01930 WP 115436911.1 KRISWREVFY. 1038
NTDB id 1090 CAA90909.1 1..3114( ) KRISWREVFY* 1037
consensus !!!!!!!!!!



X non conserved
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X ≥ 50% conserved


