
logo MNKTLKRQVFRHTALYATAI LMFSHTGGGGAGMQAQATHRDKYAI IVMNEGRNQLPEVKRGSNGVPQFYSTIKDKDREKREKFYI
T
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TGGGSVFS

NTDB id 1144138 C7R98 RS11275 WP 106176321.1 MNKTLKRQVFRHTALYTAILMFSHTGGGGGQAQARDYAIVMNGRNQPEVRSNVPFS.IKDKDRKREYTHHRNKTGGGSVS 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!!!!!!!!!!! !!!!!!!!!!!!* !! * !!!*!! !!!*!!* ! **!*!!!!!! ! * *** * !!!!!

logo FDNSTDTLVSQQRSGI
T
A
VVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHTTQRAPGLAGYASYATDVICRDS INTGQCPQLVYETKFAS

NTDB id 1144138 C7R98 RS11275 WP 106176321.1 FDNSDTLVSQQSGIVVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRPGLAGYSYADVICRDITGCPQLVYETKFA 159
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus !!!*!!!!!!! ! !!!!!!!!!!!!!!!!!! !*!! !!! !!!!! *!!!!! ! !!!!! * !!!!!!!!!!

logo FDGGQI
QGLAQKRKNAGGNKSLDI

R
H
Y
E
PDKPSRENSP IYKLKDHPWLGVSFNLGSENTVKDNGSKSFNKL I SSFSEDGNNNQTIVSTTRDGHPS I SL

NTDB id 1144138 C7R98 RS11275 WP 106176321.1 FGQQGLQRKGNKLDIYEDKSRENSPIYKLKDHPWLGVSFNLGSENTVKNSKSFNKLISSFSEDNNNQTIVSTTRDHPISL 239
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus ! !! * * !! **!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!! !*!!!

logo

G
SDQWKQREHTAMVAYYLNAKLHLLDKKGQI EDNIAPQGKTVDLGTLRPRVEATI

T
VRRGREGFLLNSFYWASTWKI EDKGNITVRLGLPEVKAG

NTDB id 1144138 C7R98 RS11275 WP 106176321.1 GDQQREHTAVAYYLNAKLHLLDKKQIENIAPGKTVDLGTLRPRVETI..RRGFLSYWASWKIEDKGNITVRLGLPEVKAG 317
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGLPEVKAG 319
consensus ! !!!!!*!!!!!!!!!!!!!! !! !!*!!!!!!!!!!!!!! **! ! *!!*!!!!!!!!!!!!!!!!!!!!!

logo RC I
VNEKAPNPNPKNASKALPSPALTAPALWFGPGVKQDGKAEMYSASVSTYPDGSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYSLEKPTLSTENDE IK

NTDB id 1144138 C7R98 RS11275 WP 106176321.1 RCINEPNPNPKSKALSPALTAPALWFGPGQDGKAEMYSASVSTYPGSSSSKIFLQNLSRNDDKNKPGRYSLKPLSENEIK 397
NTDB id 1090 CAA90909.1 1..3114( ) RCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIK 399
consensus !!*! *!!!! !!*!!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!*!*!!!! ! !* !!!!*!! *!*!!*!!

logo SKREPNRFNTGRQTI
V IRLDNGSGVQREL IKLDNGRNSKNDTEVVNTFNGNDTGNNDGTFGIVKDEALGNVENLPDNATDSEWKKVLLPWTVRGFPADDNDNKFKASFI

NTDB id 1144138 C7R98 RS11275 WP 106176321.1 SKEPRFNGRQTVIRLDSGVQLIKLNGSKDEVVTF.GNTGNNGTFGIVKEANVNLNADEWKKVLLPWTVRGPDNDNKFKSI 476
NTDB id 1090 CAA90909.1 1..3114( ) SREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAF 479
consensus !*!! ! !!!!*!!! !! !!! !!! !*!! !!! !!!!!!* ! * !!!!!!!!!!!!!* !!!!!

logo NKREEPNNDNKDPKYSQKRYR I
SRDENNKNGENRDNLGDIVNSP ITVAVGEGYLATASANDGMVHI FKKQSTGGTDEKRGSYENLKLSYIPGTMPRKQDY

NTDB id 1144138 C7R98 RS11275 WP 106176321.1 NREP.....DKYSQRYRIRE..NGNRDLGDIVNSPITAVGGYLATAANDGMVHIFKKTGTDERGYELKLSYIPGTMPRQY 549
NTDB id 1090 CAA90909.1 1..3114( ) NKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKD 559
consensus !*!*******!!!!*!! !*** ! ! !!!!!!!!! !!! !!!! !!!!!!!!!! *! ! ! ! !!!!!!!!!!!!



logo

F
I
D
QNDTTSALKDESTLAKQDELVRTFAEKGYVGDRYGVDGGFVLRKQVDENLNRGQKNHRVFMFGAMGFGGRGAYALDLSTKAIDNGNSDYPATAAVPS

NTDB id 1144138 C7R98 RS11275 WP 106176321.1 FDNDTSALKDSTLAQELRTFAEKGYVGDRYGVDGGFVLRQVE.LRGQKHVFMFGAMGFGGRGAYALDLSKINGNYPAAAP 628
NTDB id 1090 CAA90909.1 1..3114( ) IQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVS 634
consensus ! ******!!!! **!!!!!!!!!!!!!!!!!!!!!! !**! !! *!!!!!!!!!!!!!!!!!!!*! ! ! ! *

logo LFDVKDNGNDGNNGKNNGKNRVERVELGYTVGTPQIGKTHQDNGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEGNGSTGNNSL IKKI E
NTDB id 1144138 C7R98 RS11275 WP 106176321.1 LFDVKNGDNNGKNGKNRVEVELGYTVGTPQIGKTQNGKYAAFLASGYAAKQIA.SQENKTALYVYDL.GNGSGSLIKKIE 706
NTDB id 1090 CAA90909.1 1..3114( ) LFDVKDNGNNGNN.....RVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIE 709
consensus !!!!! !!! !***** !!!!!!!!!!!!!!!* !!!!!!!!!!!! ! ! *! *!!!!!!!!!!*!!!* !!!!!!

logo VPQGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSDSNQDPNQKQWSVRTI FEQGATKP ITSAPAI

VSQRLKDKRVVI FGTGS
NTDB id 1144138 C7R98 RS11275 WP 106176321.1 VQGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSDNDPNKWSVRTIFQGAKPITSAPAVSRLKDKRVVIFGTGS 786
NTDB id 1090 CAA90909.1 1..3114( ) VPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGS 789
consensus !*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! *!!* !!!!!!! ! !!!!!!!!*! !!!!!!!!!!!!!

logo DLSTEEDVDLNMTDEEQYIYGI FDDDKTAATNTGNTVNVANSFRGSDVLSGGSGLLEQNVLRTQRDENDNKTLFLTDNYKRSDGSGNSKGWAVVKLKTDGGQRVT
NTDB id 1144138 C7R98 RS11275 WP 106176321.1 DLTEEDVLNTDEQYIYGIFDDDKAANNVNASRGVLGSGLLEQNLTQE..NKTLFL..NKRSDGSGSKGWAVKLTGGQRVT 862
NTDB id 1090 CAA90909.1 1..3114( ) DLSEEDVDNMEEQYIYGIFDDDTATTGTVN.FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVT 868
consensus !!*!!!! ! *!!!!!!!!!!! ! * ! !!!!! ! ***!!!!!!** !!!!!!! !!! !!! !!!!!

logo VKPTVVLRTAFVTIHRKSYTGTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPEANTAVAQYSGHKKGTATGNGKS IVP IGCMDQKGSGN
NTDB id 1144138 C7R98 RS11275 WP 106176321.1 VKPTVVLRTAFVTIRSYTGTDKCGAQTAILGINTADGGALTPRSARPIVPEANTAVAQYSGHKKTAGGKSVPIGCMDKGG 942
NTDB id 1090 CAA90909.1 1..3114( ) VKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSN 948
consensus !!!!!!!!!!!!!!* !!!!!!!!! !!!!!!!!!!!! !!**!!!!!!!!!!!!!!!!!!!!! !!!*!!!!! !

logo

E
K
I
TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDITGPMTCGI

MK
NTDB id 1144138 C7R98 RS11275 WP 106176321.1 KTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLDITGPMCGIK 1022
NTDB id 1090 CAA90909.1 1..3114( ) EIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMK 1028
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!!!!!!!!! !!*!

<0

logo R I
LSWREVFFYO

NTDB id 1144138 C7R98 RS11275 WP 106176321.1 RLSWREVFF. 1031
NTDB id 1090 CAA90909.1 1..3114( ) RISWREVFY* 1037
consensus !*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


