
logo MRHNSRLLLPLMAAASATAGIATAAASYFPSAI
VFLFFI LFFLFLL I IVLS IVKTRHAFPL I FIVCFLFSF IMLFNFAVLFYAKI

VTDFSHQNTVSSYKRQGST
NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 MRHSRLLLPLAAASATAGIAAASYFSAVFLFFLFFLFLLIVSVKTRHAPLIFVCLFSFMLNFALFKITDFHNTSSYKQGS 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILF...LLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGT 77
consensus !!*!!!!!!*!!!!!!!!! !! !!*!*!!! !!***!!!* *!!!!!*!! !! !!!*! ! !* *!! *! !!!*!!*
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KTPDGKEKWAAASYR IQSALAGEKDEKQLLSHYI

LEPGMASCELTGKTLEEKPKNHQATVPGATFDYHNEQYLYR
NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 YHFKAVVHSIPKIDGDRMSLLIKTPDGEKWAASYRIQSLAEKDKLSHLEPGMACELTGKLEKPKQATVPGTFDYHQYLYR 160
NTDB id 107 BSU 25570 NP 390435.1 YQFKAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYR 157
consensus !*!!!!***!!!!!!!!!!*** !!! !!!!! !!!!! *!!* ! **!!!! !!!!! !! ! *!!!!! !!!* !!!!

logo QHIHWNSYSVTS IQRNCSEQPSESGNFVKRYKLVLSLRKHYI IVSFTNSTKLLPPSDSATGIVQALTVGDERFSYLVDEDDEVLNTAYQKNLGVVHLLAI SG
NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 QHIHWSYSVTSIRNCSQSSGVRYKLLSLRKYIVSFTNTKLPSDSAGIVQALTVGERSYLDDDVLNAYQNLGVVHLLAISG 240
NTDB id 107 BSU 25570 NP 390435.1 QHIHWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISG 237
consensus !!!!! !!!!!! !!! * *!!*!!!!!*!*!!!!* !!*!! !!!!!!!!!*! !**!*!! !!! !!!!!!!!!!!

logo LHVGI LTAGLFYAIMIRLGITREKNAS I LLLLFLP I
LYVI

MLTGAAPSVLRAALMSGI
VYLAGSLFVKQQWRVNRSAGTAVICLSYIVLLL

NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 LHVGILTAGLFYAMIRLGITRENASILLLLFLPIYVILTGAAPSVLRAALMSGIYLAGSLFQQRVNSAGVICLSYIVLLL 320
NTDB id 107 BSU 25570 NP 390435.1 LHVGILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLL 317
consensus !!!!!!!!!!!! !!!!!!!!! !!!!!!!!!!*!!*!!!!!!!!!!!!!!!!*!!!!!! !! !! !!!!!!!!!!

logo FNPYHYLFEAGFQLSFAVSFSL I LSSS I FQHQSVKTGSLGQLTI
MVSLVIAQLGSLP I LLYHFHQQFS I IMS IVPMNML

V
L
MVPFYTFC I L

NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 FNPYYLFEAGFQLSFAVSFSLILSSSIFQHSKTGLGQLTMVSVIAQLGSLPILLYHFQQFSIMSIPMNMVLVPFYTFCIL 400
NTDB id 107 BSU 25570 NP 390435.1 FNPYHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCIL 397
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!!* !! !!!!!*!!*!!!!!!!!!!!!!!*!!!!*!*!!!!**!!!!!!!!!
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V I ILLLMAS I EKRSLYLSQRLMTV
NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 PAAVIGVILLFFSASVGQFLFYWFDVMMTWTNRLITKIADIEIFTIIISRPAPALLLLFTLTVIILLMSIEKRSYLRLTV 480
NTDB id 107 BSU 25570 NP 390435.1 PGAVAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMV 477
consensus !*!! !!*!! !!! ! ! !!!****! !!!!! !!!***!!!*! *!!! !! !!!*!*!*!!! !!!!! ! !
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TLLF I FYPCYLVSSDEGEVDMIDIGQGDSMFVGSAPHYQKRGRVL IDTGGTLSYSSEPWREKQHPFSLGEKVL IPFLT
NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 SAGLFCATLTLLFIFPYVSSDGEVDMIDIGQGDSMFVSAPYQKGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLT 560
NTDB id 107 BSU 25570 NP 390435.1 TGGICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLT 557
consensus **!**! * !!!!*!**!!*!!!!!!!!!!!!!!!! !!*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AKGIKQLDAL I LTHADQDHIGEAE I
VLLKHHKVKRL IV IPKGFVSEPHKDEKVLQRATAREQEGVAI EEVKRGDVLQIKDLQFHVL

NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 AKGIKQLDALILTHADQDHIGEAEVLLKHHKVKRLIIPKGFVSEPHDEKVLRTARQEGVAIEEVKRGDVLQIKDLQFHVL 640
NTDB id 107 BSU 25570 NP 390435.1 AKGIKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVL 637
consensus !!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!*!!!!!!!!!*!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!

logo SPEATPDPASKNNSSLVLWMEKTGGSLMSWI
LLTGDLEKEGEQE I

V
I
M
N
SVFPNIKRADVLKVGHHGSKGSTGEEF IKQQLQPKTAI I SA

NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 SPETPDPASKNNSSLVLWMKTGSLSWLLTGDLEKEGEQEIISVFPNIRADVLKVGHHGSKGSTGEEFIKQLQPKTAIISA 720
NTDB id 107 BSU 25570 NP 390435.1 SPEAPDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISA 717
consensus !!! !!!!!!!!!!!!!!! !! *!!*!!!!!!!!!!!!** !!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!

logo GEKNNRYHHPHQEKVLQLLKQRSHRS IRVLRTDQNSGTIQYRTYKNGRSVGTFSVYPPYDTSDI
MTEETN

NTDB id 1090324 ABFT42 RS12880 WP 286059875.1 GENNRYHHPHQEVLQLLKSRSIRVLRTDQSGTIQYTYKNGSGTFSVYPPYDTSDMTEEN 779
NTDB id 107 BSU 25570 NP 390435.1 GKNNRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus ! !!!!!!!!! !!!!! *!!!!!!!!! !!!!! !!! !!!!!!!!!!!!!*!! !
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