
logo MQEQHPDQLMKLEDEEPFYLKGTVNQATVI FYHNDESTNLYSTVLKVKVI
TETSEANI

LEDEKATAVSVTGYFPALHQEEETYTFYGKI
V
T
V
S
THPKFGELQFQAET

NTDB id 90772 TM2 RS12255 WP 108611463.1 MQEHPDQMKLEDEPFLKGTVQAVIFHNESNLYSVLKVKVIETSENLEEKTASVTGYFPALHEEETYTFYGKVTSHPKFGEQFQAT 85
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGLQFQAE 85
consensus !! !!!!*!!!*!!*!!!!!* !!*!!**!!!*!!!!!! !!!! *!*! !!!!!!!!!*!!!!!!!!!!* *!!!!! !!!!

logo HFKQKE I
VPTTKEQGI IHQYLSSDLFEGIGKKTAEE IVGKKLGDNQSATI

L
H
N
K
QI LMARDAPSVLYDVPRLSKKKADKTLAAGALQERHQGLEQIMI SLNQ

NTDB id 90772 TM2 RS12255 WP 108611463.1 HFQKEVPTTKQGIIHYLSSDLFEGIGKKTAEEIVGKLGNQTLHQIMRDPSVLYDVPRLSKKKADKLAAALQEHQGLEQIMISLNQ 170
NTDB id 355 BSU 27480 NP 390625.1 HFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQGLEQIMISLNQ 170
consensus !! !!*!!!! !!!*!!!!!!!!!!!!!!!!!!! !!! ** !* !*!!!!!!!!!!!!!!! !!*!!! !!!!!!!!!!!!!

logo

F
YGFGPQLSMKIYQAYESETLEQKI EQENPYQLVKDVEGIGFGIKADELGASRMTGI

LSGNDHPER I
V
K
RAAI

LLYTLVETATCSLQSDEGHTYI EQTEKDQL I
NTDB id 90772 TM2 RS12255 WP 108611463.1 YGFGPQLSMKIYQAYESETLQKIEENPYQLVKDVEGIGFIKADELGARTGISGNDPERIRAALLYTVETASLQDGHTYIQTKDLI 255
NTDB id 355 BSU 27480 NP 390625.1 FGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETTCLSEGHTYIETEQLI 255
consensus *!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!! !!!!!! ! !*!!!*!!!**!!*!!!*!! *! *!!!!! ! !!

logo

I
V
D
ETQRKSLLNQSTAGNREDGQYKR I

VTEMDAVANAQI IALGEGNKDI
M
I
V I EDEGRCYFHPSLFYAEQNSVAKR I

V
K
Q
H
KIAVASQTEYAEDNQFPESEFLLALGELEE

NTDB id 90772 TM2 RS12255 WP 108611463.1 VETRKLLNQTGN.DYKVTEMDVANQIIALGEGKDMIIEDERCYHPSLFYAEQSVAKRIQKIVAQTEYADQFPESEFLLALGELEE 339
NTDB id 355 BSU 27480 NP 390625.1 IDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQTEYENQFPESEFLLALGELEE 340
consensus **! !!!!** * **!!!! !! !!!!!! !!**!!! !!!*!!!!!!!! !!!!* *! !!!! !!!!!!!!!!!!!!!!

logo RLMDGVQYAPSTQKEAIQKALMSSPMLLLTGGPGTGKTTVIKRGIVELYGSDELHGVSLDPGSADYKKDEAFPFIVLAAPTGRAAKRMS
TESTGLP

NTDB id 90772 TM2 RS12255 WP 108611463.1 RLGVQYAPTQKEAIQKALMSPMLLLTGGPGTGKTTVIKGIVELYSDLHGVSLDPGDYKKDEAFPFVLAAPTGRAAKRMTESTGLP 424
NTDB id 355 BSU 27480 NP 390625.1 RMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKKDEAFPIVLAAPTGRAAKRMSESTGLP 425
consensus !* !!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!!!!! *!!!!!!!! !!!!!!!! !!!!!!!!!!!!!*!!!!!!

logo AVTIHRLLGWNGASEGFSTHDTEDQP I EGKLLVI IDEASSMLDIWLANHLFKAIPDHIQI
V I IMVGDEDHQLPSVGPGQVLRDLLASQVIPATV

NTDB id 90772 TM2 RS12255 WP 108611463.1 AVTIHRLLGWNGSEGFSHDEDQPIEGKLVIIDESSMLDIWLANHLFKAIPDHIQVIMVGDEHQLPSVGPGQVLRDLLASQVIPAV 509
NTDB id 355 BSU 27480 NP 390625.1 AVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQIIIVGDEDQLPSVGPGQVLRDLLASQVIPTV 510
consensus !!!!!!!!!!!! !!!*! !!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!*!*!!!!*!!!!!!!!!!!!!!!!!!!!! !

logo

R
TLTDIYRQADEGSSTIVELAHDQMKNGLVLPKNDNI

LTAPRSTKDRSF IQRCGSGSDSQI
MKEVI

VEKVVASNAALKQKGYSTAKDIQVLAPMYKRGKAGINELN
NTDB id 90772 TM2 RS12255 WP 108611463.1 TLTDIYRQADGSTIVELAHDMKNGVLPKDITARSKDRSFIQCSSDQMKEVIEKVVSNAAQKGYSAKDIQVLAPMYKGKAGINELN 594
NTDB id 355 BSU 27480 NP 390625.1 RLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKEVVEKVVANALKKGYTAKDIQVLAPMYRGKAGINELN 595
consensus !!!!!!!!*!!*!!!!!! !!!!*!! *!!**!!!!!! ! !*!!!*!!!! !! !!!*!!!!!!!!!!!*!!!!!!!!!



logo

K
VMLQDQI LNPKPKEPKGRRE I

L
K
PFGDVVYRTGDKI

VLQLVNQPENNI
VFNGDIGE ITVS I FYAKENTEKEDMAVI

VSFDGNE I
MTFTKKDFHNQFT

NTDB id 90772 TM2 RS12255 WP 108611463.1 KMLQQILNPKKPKGREIPFGDVVYRTGDKVLQLVNQPENNIFNGDIGEIVSIFYAKENTEKEDMAVISFDGNEITFTKKDFHQFT 679
NTDB id 355 BSU 27480 NP 390625.1 VMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGDIGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFT 680
consensus !!! !!!!*!*! !!**!!!!!!!!!!!*!!!!!!!!!!*!!!!!!!! !!!!!!!!!!!!!!!!*!!!!!!*!!!!!!!*!!!

logo HAYCCS IHKSQGSEFP IVVLPVVKRGSYYRMLRRNLLYTAITRASKKFL I LCGEEESALEWGVKNNDEADSTLVRQTSLKTMNRLSTEVQTEVEEVMDAE
NTDB id 90772 TM2 RS12255 WP 108611463.1 HAYCCSIHKSQGSEFPIVVLPVVRSYYRMLRRNLLYTAITRSKKFLILCGEESALEWGVKNNEDSLRQTSLTMRLTETEEVMDAE 764
NTDB id 355 BSU 27480 NP 390625.1 HAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAITRAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAE 765
consensus !!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!! !!!!!!!!!! !!!!!!!!!* **!!!!! !!* ! !!!!

logo LAEALQKELPFSVHDANIGMEGITPFDFMKQEEQQ
NTDB id 90772 TM2 RS12255 WP 108611463.1 LAALQKELPFSVHDANIGMEGITPFDFMQE... 794
NTDB id 355 BSU 27480 NP 390625.1 LEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!! !***
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