
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGGAMAQTHREKYAI IMNEGRNQLPEVKGSNSGVPQYSTIKDKDREKRKFYI
T
H
Y
N
Q
K
N
D
T
Q
RGGGGSVFSFDNNST

NTDB id 50156 HT081 RS10135 WP 172763134.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGAMAQTREYAIIMNGRNQPEVKSSVPYS.IKDKDRKRKYTHQNTQGGGGSVSFNNS 84
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVFFDNT 84
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!* !!!!!! !!!*!!! *!!*!!!!!! !!* ** !!!!!! ! !*

logo DETLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGSLKQGKRANNAVDWIHRTTQRAIAGLAGYASYATDGVICRNS INTGQCPKQLVYEKTKQFSTFDGQI
QGLAKKKN

NTDB id 50156 HT081 RS10135 WP 172763134.1 DELVSQQSGTAVFGTATYLPPYGKVSGFDTDSLKGRANAVDWIRTTRIALAGYSYAGVICRNITGCPKLVYKTQFTFDQQGLKKK 169
NTDB id 1090 CAA90909.1 1..3114( ) DTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFSFDGIGLAKN 168
consensus ! !!!!! !!!!!!!!!!!!!!!!!!!!! ! ! ! !!!!!!*!! *!!!! ! !!!! * !! !!! ! !*!! !! !

logo AGSKLDI
R
H
Y
E
PDKPSRENSP IYKLKSDHYPWLGVSFNLGSENTVKDGKSFNKL I SSFGSEDGNNNQTIVSTTERDGHYPS I SLGSDGWKRREHTAMVAYY

NTDB id 50156 HT081 RS10135 WP 172763134.1 AGSKLDIYEDKSRENSPIYKLSDYPWLGVSFNLGSENTVKDGKSFNKLISSFGEDNNNQTIVSTTEDYPISLGDGRREHTAVAYY 254
NTDB id 1090 CAA90909.1 1..3114( ) AGS.LDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLSDWKREHTAMAYY 252
consensus !!!*!! **!*!!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!! **!!! ! *!!!!!*!!!

logo LNAKLHLLDKKGQI EQDNIAQTGKTVDRLGTVLKRPRS IVDEAVRTTVRNRTGFGEGFLLNFWAKTWDKI EKDKNGNQIPTVKRLGLPEVKAGRCTVNKAPNPNNPNATKAPS
NTDB id 50156 HT081 RS10135 WP 172763134.1 LNAKLHLLDKKQIQNI.TGKTVRLGVLKPSIDVRTRNTGFGFLNFWAKWDIKDNGQIPVKLGLPEVKAGRCTNKPNPNNNTKAPS 338
NTDB id 1090 CAA90909.1 1..3114( ) LNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRR..GELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPS 335
consensus !!!!!!!!!!! ! !* !!!! !! !*! ** ! ** !!!!! ! ! ! !*!*!*!!!!!!!!!!! !!*!!!*! !!!!

logo PALTAPALWFGPGVKQDGKAEMYSASVSTYPDSSSSR I FYLQENLKRTKQTDEPGKPGRHYSLEKSTLNTDEGNDE IKSREQPNSFNTGRQTI IRLDNDGGVHREL
NTDB id 50156 HT081 RS10135 WP 172763134.1 PALTAPALWFGPGQDGKAEMYSASVSTYPDSSSSRIFLQELKTQTEPGKPGRYSLKSLNDGEIKSRQPSFNGRQTIIRLDDGVHL 423
NTDB id 1090 CAA90909.1 1..3114( ) PALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVRE 420
consensus !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!! !! !*!!!!!!*!! *! * *!!!! ! ! !!!!!!!! !!*

logo IKLDNGRNSKNDTEVVANFNVGNLNGNNDTGKNNDTFGIVKDEALGNVENLPDATDSEWKKVLLPWTVRGFPADDNDNKFKASFINKQEKENNDNKPEPKYSQKRYR I
SRDNN

NTDB id 50156 HT081 RS10135 WP 172763134.1 IKLNGSKDEVVAFVNLNGNNTGKNDTFGIVKEANVNLDADEWKKVLLPWTVRGPDNDNKFKSINQK.....PEKYSQRYRIRDN. 502
NTDB id 1090 CAA90909.1 1..3114( ) IKLDRNNTEVVNFNG....NDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDNN 501
consensus !!! !!! ! ****! ! !!!!!!!!* ! *! !!!!!!!!!!!!!* !!!!! ! *******!!!!*!! !!!*

logo

K
NGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKLSYIPGTMPRKDIQNSQTESTLAKDELVRATFAEKGYVGDRYG

NTDB id 50156 HT081 RS10135 WP 172763134.1 NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLKLSYIPGTMPRKDIQSQESTLAKELRAFAEKGYVGDRYG 587
NTDB id 1090 CAA90909.1 1..3114( ) KGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYG 585
consensus ! ! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !!!!!!!!!!!!!!!!!!!! !!!!!!**! !!!!!!!!!!!!



logo VDGGFVLRKQVDENLNSGQKNHRVFMFGAMGFGGRGAYALDLSTKAIDNGNSDYPATAAVPSLFDVKDGNDGNNGKNNRVKVELGYTVGTPQIGKI
T
H
R
D
NGKY

NTDB id 50156 HT081 RS10135 WP 172763134.1 VDGGFVLRQVE.LSGQKHVFMFGAMGFGGRGAYALDLSKINGNYPAAAPLFDVKDGDNNGKNRVKVELGYTVGTPQIGKIRNGKY 671
NTDB id 1090 CAA90909.1 1..3114( ) VDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGNNGNNR..VELGYTVGTPQIGKTHDGKY 668
consensus !!!!!!!! !**! !! *!!!!!!!!!!!!!!!!!!!*! ! ! ! *!!!!!! !!! !!**!!!!!!!!!!!!!! * !!!

logo AAFLASGYAATKEKIDITDSGSDTNKTALYVYDLEKDGNTGLTGNNTLP IAKKI EVPQGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDQDKP
NTDB id 50156 HT081 RS10135 WP 172763134.1 AAFLASGYAAKKID.DSTNKTALYVYDLKDTL.GTPIAKIEVQGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDKP 754
NTDB id 1090 CAA90909.1 1..3114( ) AAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDP 753
consensus !!!!!!!!! ! ! * !!!!!!!!!! * *! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo

Q
S
E
QWSTVRTI FEQGTKP ITSAPAI

VSQRLAKDKRVVI FGTGSDLSEEQDVDLDNMTEEQYIYGI FDDDKTAPTTVGNTVKVNVFTNSDGSTGGGLLEQNVLRTKRDENDN
NTDB id 50156 HT081 RS10135 WP 172763134.1 SEWTVRTIFQGTKPITSAPAVSRLADKRVVIFGTGSDLSEQDVLDTEEQYIYGIFDDDKPTVNVKVTNGTGGGLLEQNLTKE..N 837
NTDB id 1090 CAA90909.1 1..3114( ) QQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDN 838
consensus !*!!!!! !!!!!!!!!!*! ! !!!!!!!!!!!!!!! !! !!!!!!!!!!!! *! *!!!!!!! ! ****!

logo

K
NTLFLSTDNNYKARSDGGSGNGNKGWVVKLKDEGGQRVTVKPTVVLRTAFVTIHRKYTGNTDKCGAETAI LG INTADGGAKLTKPKRSARP IVPEANKTAD

NTDB id 50156 HT081 RS10135 WP 172763134.1 NTLFLSNNKASGGSNGKGWVVKLKEGGRVTVKPTVVLRTAFVTIRKYTGNDKCGAETAILGINTADGGALTPRSARPIVPEANKD 922
NTDB id 1090 CAA90909.1 1..3114( ) KTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTA 923
consensus !!!!* ! ! !! !!!!!!!!*! !!!!!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!! !!**!!!!!!!!!!

logo VAQYSGHKKTGTSTKNGKS IP IGCMEQKGSGNEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSGKRNNRCFSKQKGVR

NTDB id 50156 HT081 RS10135 WP 172763134.1 VAQYSGHKTTSKGKSIPIGCMEKGGKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPGRNNRCFSKKGVR 1007
NTDB id 1090 CAA90909.1 1..3114( ) VAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVR 1008
consensus !!!!!!!! * !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!**!*!!!!!! !!!!

<0

logo TLLMNDLDSLDITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 50156 HT081 RS10135 WP 172763134.1 TLLMNDLDSLDITGPMCGIKRLSWREVFF. 1036
NTDB id 1090 CAA90909.1 1..3114( ) TLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!!!!! !!*!!*!!!!!!*

X non conserved

X similar

X ≥ 50% conserved


