
logo MQEQHPDQI
LKLEDEEPFYLKGTVNQATVI FYHNDESTNLYSTVLKVKVI

TETSEANI
LEDEKATAVSVTGYFPALHQEEETYTFYGKI

V
T
V
S
THPKFGEL

NTDB id 406423 GPA07 RS07580 WP 008360847.1 MQEHPDQIKLEDEPFLKGTVQAVIFHNESNLYSVLKVKVIETSENLEEKTASVTGYFPALHEEETYTFYGKVTSHPKFGE 80
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGL 80
consensus !! !!!!*!!!*!!*!!!!!* !!*!!**!!!*!!!!!! !!!! *!*! !!!!!!!!!*!!!!!!!!!!* *!!!!!

logo QFQAETHFKQKE I
VPTTKEQGI IHQYLSSDLFEGIGKKTAEE IVGKKLGDNQSATI

L
H
N
K
QI LMARDAPSVLYDVPRLSKKKADKTLAAGALQERHQG

NTDB id 406423 GPA07 RS07580 WP 008360847.1 QFQATHFQKEVPTTKQGIIHYLSSDLFEGIGKKTAEEIVGKLGNQTLHQIMRDPSVLYDVPRLSKKKADKLAAALQEHQG 160
NTDB id 355 BSU 27480 NP 390625.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQG 160
consensus !!!! !! !!*!!!! !!!*!!!!!!!!!!!!!!!!!!! !!! ** !* !*!!!!!!!!!!!!!!! !!*!!! !!!

logo LEQIMINSLNQFYGFGPQLSMKIYQAVYESETLEQKI EQENPYQLVKDVEGIGFGIKADELGASRMTGI
LSGNDHPDER I

V
K
RAAI

LLYTLVETAT
NTDB id 406423 GPA07 RS07580 WP 008360847.1 LEQIMINLNQYGFGPQLSMKIYQVYESETLQKIEENPYQLVKDVEGIGFIKADELGARTGISGNDPDRIRAALLYTVETA 240
NTDB id 355 BSU 27480 NP 390625.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETT 240
consensus !!!!!! !!!*!!!!!!!!!!!! !!!!!! !! !!!!!!!!!!!!!!! !!!!!! ! !*!!!*!*!**!!*!!!*!!

logo

C
SLQSDEGHTYI EQTEKDQL I IVDETQRKSLLNQSTAGNREDGQYKR I

V
N
TEMDAVANAQI IALGEANKDE I

M
I
V I EDEGRCYFHPSLFYAEQNSVAKR I

V
K
R
H
KIAVSQT

NTDB id 406423 GPA07 RS07580 WP 008360847.1 SLQDGHTYIQTKDLIVETRKLLNQTGN.DYKVNEMDVANQIIALGEAKEMIIEDERCYHPSLFYAEQSVAKRIRKIVSQT 319
NTDB id 355 BSU 27480 NP 390625.1 CLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQT 320
consensus *! *!!!!! ! !!**! !!!!** * ** !!! !! !!!!!! !***!!! !!!*!!!!!!!! !!!!***! !!!

logo EYAEDNQFPESEFLLALGELEERLMDGVQYAPSTQKEAIQKALMSSPMLLLTGGPGTGKTTVIKRGIVELYGSDELHGVSLDPSADYKKD
NTDB id 406423 GPA07 RS07580 WP 008360847.1 EYADQFPESEFLLALGELEERLGVQYAPTQKEAIQKALMSPMLLLTGGPGTGKTTVIKGIVELYSDLHGVSLDPSDYKKD 399
NTDB id 355 BSU 27480 NP 390625.1 EYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKKD 400
consensus !! !!!!!!!!!!!!!!!!!* !!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!!!!! *!!!!!!!!! !!!!

logo EASFPFIVLAAPTGRAAKRMS
TESTGLPAVTIHRLLGWNGASEGFSTHDTEDQP I EGKLLVI IDEASSMLDIWLANHLFKAIPDNDHIQI

V

NTDB id 406423 GPA07 RS07580 WP 008360847.1 ESFPFVLAAPTGRAAKRMTESTGLPAVTIHRLLGWNGSEGFSHDEDQPIEGKLVIIDESSMLDIWLANHLFKAIPNDIQV 479
NTDB id 355 BSU 27480 NP 390625.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
consensus ! !! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!*! !!!!!!!!!*!!!! !!!!!!!!!!!!!!!! *!!*

logo I IMVGDEDHQLPSVGPGQVLRDLLASQAVI
VPATVRTLTDIYRQADEGSS IVELAHDQMKNGLVLPKNDNI

LTAPRSTKDRSF IQRCGSAGDSQIKEV
NTDB id 406423 GPA07 RS07580 WP 008360847.1 IMVGDEHQLPSVGPGQVLRDLLASQAVPAVTLTDIYRQADGSSIVELAHDMKNGVLPKDITARSKDRSFIQCSADQIKEV 559
NTDB id 355 BSU 27480 NP 390625.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
consensus !*!!!!*!!!!!!!!!!!!!!!!!! *! ! !!!!!!!!*!!!!!!!!! !!!!*!! *!!**!!!!!! ! * !!!!!



logo

I
VEKVVASNAALKQKGYSTAKDIQVLAPMYKRGKAGINELNKVMLQDQI LNPKPKEPKGRRE I

L
K
PFGDVVYRTGDKI

VLQLVNQPENHNI
VFNGD

NTDB id 406423 GPA07 RS07580 WP 008360847.1 IEKVVSNAAQKGYSAKDIQVLAPMYKGKAGINELNKMLQQILNPKKPKGREIPFGDVVYRTGDKVLQLVNQPENHIFNGD 639
NTDB id 355 BSU 27480 NP 390625.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGD 640
consensus *!!!! !! !!!*!!!!!!!!!!!*!!!!!!!!! !!! !!!!*!*! !!**!!!!!!!!!!!*!!!!!!!!!**!!!!

logo IGE ITVS I FYAKENTEKEDMAVI
VSFDGNE I

MTFTKKDFHNQFTHAYCCS IHKSQGSEFP IVVLPVVKRGSYYRMLRRNLLYTAIT
NTDB id 406423 GPA07 RS07580 WP 008360847.1 IGEIVSIFYAKENTEKEDMAVISFDGNEITFTKKDFHQFTHAYCCSIHKSQGSEFPIVVLPVVRSYYRMLRRNLLYTAIT 719
NTDB id 355 BSU 27480 NP 390625.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
consensus !!!! !!!!!!!!!!!!!!!!*!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!

logo RASKKFL I LCGEEESALEWGVKNNDEADSTLVRQTSLKTMNRLASKVQTEVEEIMDAELAEALQKELPFSVHDANIGMEGITPFDFMKQEEQQ
NTDB id 406423 GPA07 RS07580 WP 008360847.1 RSKKFLILCGEESALEWGVKNNEDSLRQTSLTMRLAKTEEIMDAELAALQKELPFSVHDANIGMEGITPFDFMQE... 794
NTDB id 355 BSU 27480 NP 390625.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
consensus ! !!!!!!!!!! !!!!!!!!!* **!!!!! !! ! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !***

X non conserved
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X ≥ 50% conserved


