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NTDB id 166498 AUL54 RS17510 WP 060964667.1 ....MDQLNIEEQPYVKGVIHTVIYHNDTNLYTVLKVKVAETSEAIEDKVVSVTGYFPLLQEDETYTFYGKTATHPKFGL 76
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGL 80
consensus *****!!! *!! !!*!! **!!!!!!!!!!!!!!!!!! !!!!!!!!! !!!!!!!! !!!*!!!!!!!! !!!!!!!

logo QFQAEHFKKE IPTTKEGI IHQYLSSDLFEGIGKKTAEE IVKKLGDGSAI
LNKI LADASVLYDVPKRLMSKKKADKTLAGAELQRHQG

NTDB id 166498 AUL54 RS17510 WP 060964667.1 QFQAEHFKKEIPTTKEGIIHYLSSDLFEGIGKKTAEEIVKKLGDGALNKILADASVLYDVPKMSKKKADKLAGELQRHQG 156
NTDB id 355 BSU 27480 NP 390625.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQG 160
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!**!!!!!! !!! !!!!!!

logo LEQIMI SLNQFYGFGPQLSMKIYQAYESTETLEKIQENPYQLVKDVEGIGFGVKADELGGSKRMGLSGNHPERVKAAI LYTI
LESTT

NTDB id 166498 AUL54 RS17510 WP 060964667.1 LEQIMISLNQYGFGPQLSMKIYQAYETETLEKIQENPYQLVKDVEGIGFVKADELGGKMGLSGNHPERVKAAILYTIEST 236
NTDB id 355 BSU 27480 NP 390625.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETT 240
consensus !!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!! !!!!!! *!!!!!!!!!!!!!!!!!!*!*!

logo CLSEGHTYI ETEKQL I IDNTQSTLLNQSAREGGQRI
VTEMDAADNAGI IALGENSKDIV I EDGEGRCYFPSLFYAEQNVAKRVKLDHIAASQT

NTDB id 166498 AUL54 RS17510 WP 060964667.1 CLSEGHTYIETKQLIINTQTLLNQSA.EGGRVTEMDAADGIIALGESKDIVIEGERCYFPSLFYAEQNVAKRVLDIAAQT 315
NTDB id 355 BSU 27480 NP 390625.1 CLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQT 320
consensus !!!!!!!!!!! !!!! !!*!!!!!!*!! !*!!!!!! *!!!!!! !!!!!! !!!!!!!!!!!!!!!!!! *!! !!

logo EYAEDNQFPESEFLLALGELEERMDNVQYAPSQKDEAIQKALSSPMLLLTGGPGTGKTTVIKRGIVELYGSELHGVSLDPGSADYKKD
NTDB id 166498 AUL54 RS17510 WP 060964667.1 EYADQFPESEFLLALGELEERMNVQYAPSQKDAIQKALSSPMLLLTGGPGTGKTTVIKGIVELYSELHGVSLDPGDYKKD 395
NTDB id 355 BSU 27480 NP 390625.1 EYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKKD 400
consensus !! !!!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!!!!!!!! !!!!

logo EAFP I
V
L
VLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHYNTEDQP I EGKL IL I IDEASMLDIWLANSHFLFKAI

LPDKHIQI
L

NTDB id 166498 AUL54 RS17510 WP 060964667.1 EAFPVLLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTYNEDQPIEGKLIIIDEASMLDIWLASHFFKALPKHIQL 475
NTDB id 355 BSU 27480 NP 390625.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
consensus !!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!*!!!!!!!!!!!!! ! !!!*! !!!*

logo I IVVGDEDQLPSVGPGQVLRDLLASEQVI
LPTVRLTDIYRQAEGSS IVELAHDQMKKNGLLPKNGNLTAPTKDRSF IRCGNGSSQIKEV

NTDB id 166498 AUL54 RS17510 WP 060964667.1 IVVGDEDQLPSVGPGQVLRDLLASEVLPTVRLTDIYRQAEGSSIVELAHDMKKGLLPKGLTAPTKDRSFIRCNSSQIKEV 555
NTDB id 355 BSU 27480 NP 390625.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
consensus !*!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!!!! !! !!!! !!!!!!!!!!!!! !!!!!!



logo VDEKQVVASNALKKGYTASKDIQVLAPMYRGKAGINELNVLMLQDI LMNPPKEKRRELKFGDVVYRTGDKI LQLVNQPENNVFNGD
NTDB id 166498 AUL54 RS17510 WP 060964667.1 VDQVVSNALKKGYTSKDIQVLAPMYRGKAGINELNVLLQDIMNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGD 635
NTDB id 355 BSU 27480 NP 390625.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGD 640
consensus !* !! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IGE ITVS I FYAKENTEKEDMAVVVSFDGNE I
MTFTKKDFNSQFTHAYCCS IHKSQGSEFP IVVLPVVKGYYRMLRRNLLYTAIT

NTDB id 166498 AUL54 RS17510 WP 060964667.1 IGEIVSIFYAKENTEKEDMVVVSFDGNEITFTKKDFSQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 715
NTDB id 355 BSU 27480 NP 390625.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
consensus !!!! !!!!!!!!!!!!!! !!!!!!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RAKKFL I LCGEEEALEWGVKNNDATVRQTSLKNRLSTEVQTVEEMDAELAEALQKELPFSVHYDANIGMEGITPFDFMEKEEKAQQ
NTDB id 166498 AUL54 RS17510 WP 060964667.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLTEQTEEMDAELAALQKELPFSVYDANIGMEGITPFDFMEEKA. 792
NTDB id 355 BSU 27480 NP 390625.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* ! !!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!! ! *
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