
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGATMAQTHRKYAI IVMNERNQLPEVKGWDNGQYQSKSQTI
L
K
R
D
EKDGRERKF IYNTKNDQKRGYGWSGQ

NTDB id 386321 F0T10 RS00270 WP 164823226.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGTMAQTRKYAIVMNERNQPEVKWDGQYQKSQLREKDGERKFIYTNQKYWSGQ 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYS..TIKDKDRERKFIYNKDRGG... 75
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!*!!!!*!!!!!!*!!! !!! ** ***!! !!!!!! * ***

logo

QG
N
G
N
F
S
I
V
F
SFDNTDTLVSQRQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHTTQRAGLASGYASYTDGVI

TCRSNRKQCPQLVY
NTDB id 386321 F0T10 RS00270 WP 164823226.1 QNNFISFDNTDTLVSRQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRAGLSGYSYTGVTCRSRKCPQLVY 160
NTDB id 1090 CAA90909.1 1..3114( ) .GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVY 154
consensus * * !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! !!! !! !! ! !!! !!!!!!

logo

E
KTKRFSFDGNI

TGLAKNATGRSLDRHPDPSRENSP IYKLKDHPWLGVSFNLGASEGNTDVKDGKRSFSNKL IVSSFDSEGNNSNNSNQNTI
LVSYTT

NTDB id 386321 F0T10 RS00270 WP 164823226.1 KTRFSFDNTGLAKNTGRLDRHPDPSRENSPIYKLKDHPWLGVSFNLGAEGTDKDGRSSNKLVSSFDENNSNSNQNLVYTT 240
NTDB id 1090 CAA90909.1 1..3114( ) ETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVSTT 232
consensus !*!!!! !!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!*! !!!*!!! ! !** !! *! !!

logo

E
RGHRS I SLGSDWKQREHTAMAYYLNAKLHLLDKKGQI EDNIAPQGKTVDRLGTLRPRVEATTGVRRGESLWLDNFWATWKI EDKGNITVRLDG

NTDB id 386321 F0T10 RS00270 WP 164823226.1 EGHRISLGDWQREHTAMAYYLNAKLHLLDKKQIENIAPGKTVRLGTLRPRVETTGR..SWLDFWATWKIEDKGNITVRLD 318
NTDB id 1090 CAA90909.1 1..3114( ) RGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLG 312
consensus !! !!! !! !!!!!!!!!!!!!!!!!!!! !! !!*!!!! !!!!!!!!! ! !** ! !!!!!!!!!!!!!!!!!

logo LPEVKAGRC I
VNKAPNPNKPNATKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPAGKRPGRHSLAEAT

NTDB id 386321 F0T10 RS00270 WP 164823226.1 LPEVKAGRCINKPNPNKNTKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPARPGRHSLAA 398
NTDB id 1090 CAA90909.1 1..3114( ) LPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLET 392
consensus !!!!!!!!!*!!*!!!*! !!!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!**!!!!!!

logo LNTAENQDIKSREPNFNTGSRQTI
V IRLNPGSGVRYER IAKLPDGRNNSGTERVAVGNFINGNDGKNNDTFGIVYKDLRGLVETPDEATDSEWKSKNI

VLLPWTAVRGYFYAGDN
NTDB id 386321 F0T10 RS00270 WP 164823226.1 LNAQDIKSREPNFNSRQTVIRLPSGVYRIAPG.NSGRVAGINGNDGKNDTFGIYKDRLVTPEADEWSNILLPWTARYYGN 477
NTDB id 1090 CAA90909.1 1..3114( ) LTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFAD 472
consensus ! *!!!!!!!!! !!!*!!!* !! ! * *! ! !!!!! !!!!!! !! ! !* !! *!!!!! ! **

logo DDNI
KFKATFNKQEPENNSKTNQDNGNKKPKQYSQKYR I

SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATSANDGMVHI FKKQSTGGTDKQRGSYENLK
NTDB id 386321 F0T10 RS00270 WP 164823226.1 DDIFKTFNQPNSKTQNGKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATSANDGMVHIFKKTGTDQRGYELK 557
NTDB id 1090 CAA90909.1 1..3114( ) DNKFKAFNKEEN..NDNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLK 547
consensus ! !! !! * *** !* !!!!!! !***! ! *! !!!!!!!!! !!! !!!!!!!!!!!!!!! *! ! ! ! !!



logo LSYIPGTMGPRKDI EQNQTDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKR I
V
D
T
D
N
DL
Q
D
N
G
RQKNHRFVFMFGAMGFLGGRGAYALDLTKAID

NTDB id 386321 F0T10 RS00270 WP 164823226.1 LSYIPGTMGRKDIENQDSTLAKELRTFAEKGYVGDRYGVDGGFVLRRITDDQDRQKHFFMFGAMGLGGRGAYALDLTKID 637
NTDB id 1090 CAA90909.1 1..3114( ) LSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKAD 626
consensus !!!!!!!!*!!!! ! *!!!!!**!!!!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!!! !

logo

G
S
N
S
D
N
L
PTAGVSLMFDVKDGNDGNNGKNNRVEVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVSTSGSDNKTTALYVYDLEGNGSTGNNSL

NTDB id 386321 F0T10 RS00270 WP 164823226.1 SNNLTGVSMFDVKDGDNNGKNRVEVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIVS.SDNTTALYVYDL.GNGSGSL 715
NTDB id 1090 CAA90909.1 1..3114( ) GSDPTAVSLFDVKDNGNNGNNRV..ELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNL 704
consensus *!*!!*!!!!! !!! !!!** !!!!!!!!!!!!!* !!!!!!!!!!!! !*!*** !! !!!!!!!!*!!!* !

logo IKKI EAVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSQSDNPDQKQWSVRSTI FEGGTKP ITSAPAI
VSQRLAKDKRVVI

NTDB id 386321 F0T10 RS00270 WP 164823226.1 IKKIEAPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSNPDKWSVSTIFEGGKPITSAPAVSRLADKRVVI 795
NTDB id 1090 CAA90909.1 1..3114( ) IKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVI 784
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!! !!!!! !!!!!!!!*! ! !!!!!!

logo FGTGSDLSEEDVDVGNKMDEEQQYIYGI FDDDKTAGTGTGTTVKVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGSGNGNKGWVVKRLKR
NTDB id 386321 F0T10 RS00270 WP 164823226.1 FGTGSDLSEEDVVGKDQQYIYGIFDDDKGTGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGSNGKGWVVRLR 873
NTDB id 1090 CAA90909.1 1..3114( ) FGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGT..VNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLK 862
consensus !!!!!!!!!!!! * !!!!!!!!!! *! ** *!!!!!!! ! ****! !!!!* ! ! !! !!!!!*!*

logo

D
EGEQRVTVKP I

TVVLRTAFVTIHRKYTGNTDKCDGAEQTAI LG INTADGGAKLTKPKRSARP IVPDEAHDNTASVAQYSGHKKGTATDNGKS IVP IG
NTDB id 386321 F0T10 RS00270 WP 164823226.1 EGERVTVKPIVVLRTAFVTIRKYTGNDKCDAQTAILGINTADGGALTPRSARPIVPDHD.SVAQYSGHKKTADGKSVPIG 952
NTDB id 1090 CAA90909.1 1..3114( ) DGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIG 942
consensus *! !!!!!! !!!!!!!!!!*!!!! !!! ! !!!!!!!!!!!! !!**!!!!!!!** * !!!!!!!!! !!!*!!!

logo CMQWKNSGNEKI
T
A
VCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITG

NTDB id 386321 F0T10 RS00270 WP 164823226.1 CMWKNGKTACPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITG 1032
NTDB id 1090 CAA90909.1 1..3114( ) CMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITG 1022
consensus !! ! !!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!

<0

logo PMTCGI
MKR I

LSWREVFFYO
NTDB id 386321 F0T10 RS00270 WP 164823226.1 PMCGIKRLSWREVFF. 1047
NTDB id 1090 CAA90909.1 1..3114( ) PTCGMKRISWREVFY* 1037
consensus ! !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


