
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMAQTHKQYAI IMNERKNQLPEVKGSNGVQPYSSTIKDKDREKREKFYI
T
H
Y
N
YKDYKRGTGGGSVFS

NTDB id 305940 DV143 RS10895 WP 115435289.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAMAQTHQYAIIMNERKQPEVKSNV.PSSIKDKDRKREYTHYKYKTGGGSVS 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !*!!! ! **!*!!!!!! ! * * ! * !!!!!

logo FDNNSTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDADDKGRLKQEKRGNNAVDNWIHTTHQAPGLAIGYASYATDGVI
VCRDSSNTGQCPKQLVYEKTKRFS

NTDB id 305940 DV143 RS10895 WP 115435289.1 FNNSDELVSQQSGTAVFGTATYLPPYGKVSGFDDKRLKERGNAVNWIHTTHPGLIGYSYAGVVCRDSTGCPKLVYKTRFS 159
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus ! !*! !!!!! !!!!!!!!!!!!!!!!!!!!! ! ! !!! !!!!!**!! !! ! !*!! * !! !!! !*!!

logo FDGNI
P
D
GLAKNTAGGGSLDRHPTDEPSRDENSP IYKLKDHPWLGVSFNLGSENTVKDNGKNSFNKL I SSFSEGNNNNQTIVSTTERGSHPS I SL

NTDB id 305940 DV143 RS10895 WP 115435289.1 FDNPDLAKTGGGLDRHTEPSRDNSPIYKLKDHPWLGVSFNLGSENTVKNGNSFNKLISSFSENNNNQTIVSTTESHPISL 239
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus !! * !!! *! !!!!**!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!! !!!!!!!!!! !*!!!

logo

G
SDGWKQREHTAMVAVYYLNAKLHLLDKKGI EKDIATNQGKTVDQLGTVLRPRS IVDEAVRTLVQRRNTGLAGEGLLNFWASTWDKI EKDKNGNQIPTVKRLGLPE

NTDB id 305940 DV143 RS10895 WP 115435289.1 GDGQREHTAVVYYLNAKLHLLDKKGIKDITN.KTVQLGVLRPSIDVRLQRNTGLAGLLNFWASWDIKDNGQIPVKLGLPE 318
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRR....GELLNFWATWKIEDKGNITVRLGLPE 315
consensus ! !!!!!* !!!!!!!!!!!!!!! !! **!!! !! !!! ** * !***** !!!!!!*! ! ! !*!*!*!!!!!

logo VKAGRC I
VNAKANNPNKPNSATKAPSPALTAPALWFGPVKQDNGKAMEMYSASVSTYPDSSSSR I FYLQNLKRKNTDPGNKPGRHYSLAEDTLSTAE

NTDB id 305940 DV143 RS10895 WP 115435289.1 VKAGRCINANNPNKSTKAPSPALTAPALWFGPVQNGKMEMYSASVSTYPDSSSSRIFLQNLKRKNDPNKPGRYSLADLSA 398
NTDB id 1090 CAA90909.1 1..3114( ) VKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTE 395
consensus !!!!!!*! !!!* !!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!*!!!!!!! !! !!!!*!! !*

logo

N
S
D
E IKSKREPNTFTGRQTI

V IRLDNGKGVHREQIKLDKGRNENTEVEVGNFKNGNDNGNNDTFGIVKSDEGLGSFVEMPDDTSEWKKVLLPWTVRAGFANDDGNKQ
NTDB id 305940 DV143 RS10895 WP 115435289.1 SEIKSKEPTFTGRQTVIRLDKGVHQIKLKGNE..VEGFKGNNG.NDTFGIVSEGSFMPDDSEWKKVLLPWTVRAFNDDGQ 475
NTDB id 1090 CAA90909.1 1..3114( ) NDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNK 475
consensus *!!!*!! !!!!!!*!!! !!* !!! ! **! ! !! !*!!!!!!! * !! !!!!!!!!!!!!!*! !!

logo FKNATFVNKEENNDNGNKPKYSQKYRSRDNNGNKGHERNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQSGGDDKRNSYNSLKLSYIPGTM
NTDB id 305940 DV143 RS10895 WP 115435289.1 FNTVNKEEN.NGKPKYSQKYRSRNNGKHERNLGDIVNSPIVAVGEYLATSANDGMVHIFKKSGGDDRNYSLKLSYIPGTM 554
NTDB id 1090 CAA90909.1 1..3114( ) FKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTM 555
consensus ! !!!!!* !!!!!!!!!!! ! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! ! ! !!!!!!!!!!



logo PRKDIQNSQTDESTLAKDELVRATFAEKGSYVGDRYGVDGGFVLRKQVDENLWKNGQNHRVFMFGAMGFGGRGAYALDLTKADEGNGSDPTAVSL
NTDB id 305940 DV143 RS10895 WP 115435289.1 PRKDIQSQDSTLAKELRAFAEKSYVGDRYGVDGGFVLRQVE.WKGQNHVFMFGAMGFGGRGAYALDLTKAENGDPTAVSL 633
NTDB id 1090 CAA90909.1 1..3114( ) PRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSL 635
consensus !!!!!! *!!!!!**! !!!! !!!!!!!!!!!!!!! !** !!!*!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!

logo FDVKDHDNNGKNNGSNNRSVEQLGYTVGTPQIGKTHDNGKYAAFLASGYATKDE I INTNSGDNKTALYVYDLEGSNGNGTNNTLP IAKKI EVPGNG
NTDB id 305940 DV143 RS10895 WP 115435289.1 FDVKHDNNGKNSNNSVQLGYTVGTPQIGKTHNGKYAAFLASGYATKDI.NNGDNKTALYVYDLESNNG.TPIAKIEVPNG 711
NTDB id 1090 CAA90909.1 1..3114( ) FDVKD..NGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGG 713
consensus !!!!***!! ! !! ! !!!!!!!!!!!!!! !!!!!!!!!!!!!!*!* !!!!!!!!!!!!! ! * *! !!!!! !

logo KGGLSSPTLVDKDLDGTVDIAYAGDRGGNSMYRFDLSGSNQDNPQTQSWSAVRATI FESGNTKP ITSAPAI SQLKDKRVVI FGTGSDLSE
NTDB id 305940 DV143 RS10895 WP 115435289.1 KGGLSSPTLVDKDLDGTVDIAYAGDRGGSMYRFDLSGNNPTSWSARAIFSGNKPITSAPAISQLKDKRVVIFGTGSDLSE 791
NTDB id 1090 CAA90909.1 1..3114( ) KGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSE 793
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! * ! !! ! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EDVDNSKMEEIQHYI
VYGI FDDNDETADTGTGTTVANFKDSDGQSGGNGLLEQVLRSERDNDENKTLFLTDYKRSDGSGNSKGWVVKLKDEGQRVTVKPTV

NTDB id 305940 DV143 RS10895 WP 115435289.1 EDVDSKEIQHVYGIFDNETDTGT..AKDGQGNGLLEQVLSE..ENKTLFLTDYKRSDGSGSKGWVVKLKEGQRVTVKPTV 867
NTDB id 1090 CAA90909.1 1..3114( ) EDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTV 873
consensus !!!! ! !**!!!!! *! ! ** ! !!!!!!! ***!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!!

logo VLRTAFVTIHRKYNTDGTDGGKCGAETAI LG INTADGGKLTKKSARP IVPDEATNTAVAQYSGHKKGTNGKS IP IGCMQKGSNE IVCP
NTDB id 305940 DV143 RS10895 WP 115435289.1 VLRTAFVTIRKYND.GGCGAETAILGINTADGGKLTKKSARPIVPDTNTAVAQYSGHKKGTNGKSIPIGCMQKGNEIVCP 946
NTDB id 1090 CAA90909.1 1..3114( ) VLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCP 953
consensus !!!!!!!!!*!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo NGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRASGKNNRCFSQKGVRTLLMNDLDSLDITGPMTCGMKRI SWR
NTDB id 305940 DV143 RS10895 WP 115435289.1 NGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRAGKNNRCFSQKGVRTLLMNDLDSLDITGPMCGMKRISWR 1026
NTDB id 1090 CAA90909.1 1..3114( ) NGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWR 1033
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!

<0

logo EVFYO
NTDB id 305940 DV143 RS10895 WP 115435289.1 EVFY. 1030
NTDB id 1090 CAA90909.1 1..3114( ) EVFY* 1037
consensus !!!!



X non conserved
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X ≥ 50% conserved


