
logo MQEQHPDQLMKLEDEEPFYLKGTVNQATVI FYHNDESTNLYSTVLKVKVI
TETSEANI

LEDEKATAVSVTGYFPALHQEEETYTFYGKI
V
T
V
S
THPKFGEL

NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 MQEHPDQMKLEDEPFLKGTVQAVIFHNESNLYSVLKVKVIETSENLEEKTASVTGYFPALHEEETYTFYGKVTSHPKFGE 80
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGL 80
consensus !! !!!!*!!!*!!*!!!!!* !!*!!**!!!*!!!!!! !!!! *!*! !!!!!!!!!*!!!!!!!!!!* *!!!!!

logo QFQAETHFKQKE I
VPTTKEQGI IHQYLSSDLFEGIGKKTAEE IVGKKQLGDSQSATI

L
H
NKI LMARDAPASVLYDVPRLSKKKADKTLAAGALQERHQG

NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 QFQATHFQKEVPTTKQGIIHYLSSDLFEGIGKKTAEEIVGQLGSQTLHKIMRDPAVLYDVPRLSKKKADKLAAALQEHQG 160
NTDB id 355 BSU 27480 NP 390625.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQG 160
consensus !!!! !! !!*!!!! !!!*!!!!!!!!!!!!!!!!!!! !! **!!* !* !!!!!!!!!!!!!! !!*!!! !!!

logo LEQIMI SLNQFGFGPQLSMKIYQAVYESETLEQKI EQENPYQLVKDVEGIGFGIKADELGASRMTGI
LSGNSDHPER I

V
K
RAAI

LLYTLVETAT
NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 LEQIMISLNQFGFGPQLSMKIYQVYESETLQKIEENPYQLVKDVEGIGFIKADELGARTGISGSDPERIRAALLYTVETA 240
NTDB id 355 BSU 27480 NP 390625.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETT 240
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!! !! !!!!!!!!!!!!!!! !!!!!! ! !*!! *!!!**!!*!!!*!!

logo

C
SLQSDEGHTYI EQTEKDQL I IVDETQRKSLLNQSTAGNREGQYKR I

VTEMDAVANAQI IALGEGNKDE I
M
I
V I EDEGRCYFHPSLFYAEQNSVAKR I

V
K
Q
H
KIAVSQT

NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 SLQDGHTYIQTKDLIVETRKLLNQTGNE.YKVTEMDVANQIIALGEGKEMIIEDERCYHPSLFYAEQSVAKRIQKIVSQT 319
NTDB id 355 BSU 27480 NP 390625.1 CLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQT 320
consensus *! *!!!!! ! !!**! !!!!** !* **!!!! !! !!!!!! !***!!! !!!*!!!!!!!! !!!!* *! !!!

logo EYAEDNQFPESEFLLALGELEERLMDGVQYAPSTQKEAIQKALMSSPMLLLTGGPGTGKTTVIKRGIVELYGSDELHGVSLDPSADYKKD
NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 EYADQFPESEFLLALGELEERLGVQYAPTQKEAIQKALMSPMLLLTGGPGTGKTTVIKGIVELYSDLHGVSLDPSDYKKD 399
NTDB id 355 BSU 27480 NP 390625.1 EYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKKD 400
consensus !! !!!!!!!!!!!!!!!!!* !!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!!!!! *!!!!!!!!! !!!!

logo EASFPFIVLAAPTGRAAKRMS
TESTGLPAVTIHRLLGWNGASEGFSTHDTEDEQP I EGKLLVI IDEASSMLDIWLANHLFKAIPDHIQI

V

NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 ESFPFVLAAPTGRAAKRMTESTGLPAVTIHRLLGWNGSEGFSHDEEQPIEGKLVIIDESSMLDIWLANHLFKAIPDHIQV 479
NTDB id 355 BSU 27480 NP 390625.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
consensus ! !! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!*! !*!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!*

logo I IMVGDEDHQLPSVGPGQVLRDL ILASQAVI
VPATVRTLTDIYRQADEGSS IVELAHDQMKNGLVLPKNDNI

LTAPRSTKDRSF IKRCGSAGDSQI
MKEV

NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 IMVGDEHQLPSVGPGQVLRDLIASQAVPAVTLTDIYRQADGSSIVELAHDMKNGVLPKDITARSKDRSFIKCSADQMKEV 559
NTDB id 355 BSU 27480 NP 390625.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
consensus !*!!!!*!!!!!!!!!!!!!!*!!! *! ! !!!!!!!!*!!!!!!!!! !!!!*!! *!!**!!!!!!*! * !*!!!



logo

I
VEKVVASNAALKQKGYSTAKDIQVLAPMYKRGKAGINELNKVMLQDHI LNPKPKEPKGRRE I

L
K
PFGDVVYRTGDKI

VLQLVNQPENNI
VFNGD

NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 IEKVVSNAAQKGYSAKDIQVLAPMYKGKAGINELNKMLQHILNPKKPKGREIPFGDVVYRTGDKVLQLVNQPENNIFNGD 639
NTDB id 355 BSU 27480 NP 390625.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGD 640
consensus *!!!! !! !!!*!!!!!!!!!!!*!!!!!!!!! !!!*!!!!*!*! !!**!!!!!!!!!!!*!!!!!!!!!!*!!!!

logo IGE ITVS I FYAKENTEKEDMAVI
VSFDGNE I

MTFTKKDFHNQFTHAYCCS IHKSQGSEFP IVVLPVLVKRGSYYRMLRRNLLYTAIT
NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 IGEIVSIFYAKENTEKEDMAVISFDGNEITFTKKDFHQFTHAYCCSIHKSQGSEFPIVVLPVLRSYYRMLRRNLLYTAIT 719
NTDB id 355 BSU 27480 NP 390625.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
consensus !!!! !!!!!!!!!!!!!!!!*!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!** !!!!!!!!!!!!!!!

logo RASKKFL I LCGEEESALEWGVKNNDEADSTLVRQTSLKTMNRLSVQVQTGVEEVMDAELAEALQKELPFSVHDANIGMEGITPFDFMHKEEQQ
NTDB id 1165919 AB3Y92 RS12760 WP 268466251.1 RSKKFLILCGEESALEWGVKNNEDSLRQTSLTMRLVQTGEVMDAELAALQKELPFSVHDANIGMEGITPFDFMHE... 794
NTDB id 355 BSU 27480 NP 390625.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
consensus ! !!!!!!!!!! !!!!!!!!!* **!!!!! !! ! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*!***

X non conserved

X similar

X ≥ 50% conserved


