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NTDB id 360446 FAY30 RS07310 WP 149869249.1 MAVRMVIGRSGSGKTTMFLEEILGSLAESPEGTPIIYIVPEQMTFLSEYRLAANSEVGGMIRAQVFSFPRLAWRILQETG 80
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTG 80
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 GISRTHLSSVGMNMLIRKIIDEQKENLKIFQRAADKNGFIQQLEQMIIEFKRYCLKPEELIQESVKFGLGNTSDAKALND 160
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 KLKDLELIYSKFEDEIFDKYIDSEDYFRLLAEKISVSAFLKEAEIYIDGFYSFTPQEYLVLAELMKHCKRVSIAMTTDRL 240
NTDB id 120 BSU 10620 NP 388943.2 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 FLDSAPDELDLFRASGETCYNVYDLARTNGCVLEQPIMLKEQKKWNQPALAHLEGEFDARPAIAFHGT.TAIQISQAVNR 319
NTDB id 120 BSU 10620 NP 388943.2 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANR 320
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 RAEIEGIAREIRDVVRKKGYRYREVALLIRNGGDYHEIVEPVFDDYQIPYFIDQKRTMLNHPLIELIRSSLEVINTYWRY 399
NTDB id 120 BSU 10620 NP 388943.2 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 EPVFRAIKTELLYPLQENPDKMREKMDRLENYCLAYGISGSKWVNKDRWIYRRIRGLELTGNVQTDAEKAMEQELNELKL 479
NTDB id 120 BSU 10620 NP 388943.2 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDD.FAQTDQEIEMENMLNDTRD 479
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 MVTAPILRLSRRVKKADTGRKLCEAVYLYLEELDIPDKLEKWKIAAEEKGNLVRMREHEQVWNAVVELLDQYVEILGEEQ 559
NTDB id 120 BSU 10620 NP 388943.2 WIVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDE 559
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 VTLKTFSAILQAGFDSLNFSLIPPALDQVLIGDLEKSRLNEIKIVFVVGVNEGVLPAKISDEGILADEDRELLLAAGIDV 639
NTDB id 120 BSU 10620 NP 388943.2 ISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVEL 639
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 APSSRTRLLDENFLAYKAFTAPSDMLYVSYPLANDEGKALISSSYIKRLKDMFPEAGEGYYVTDPADVEESRQLSFVSNF 719
NTDB id 120 BSU 10620 NP 388943.2 SSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNK 719
consensus * ! !!!!!*!! ! !!* !!! !!!!!!*! !!! !**! *!!! **!!** ! *! ! * !! *! !

logo

S
T
T
V
A
T
L
QSFYLTANSTQLQRLWKWKTRENYDP I SDNLVWWDSTVYNFVLYLMGSESQTDWKRLSKQASKQKLVFLSSLFYFYRSNESAVI

KQLESKRESVASDREQLYGERTIQAGSVSRMELTFYN
NTDB id 360446 FAY30 RS07310 WP 149869249.1 TTTLSYLNTQLQWKKRNYPISNLWWDVYNFYLGSTWKSKAQKVLSSLYYSNSAIQLSKEVADELYGETIQASVSRMELYN 799
NTDB id 120 BSU 10620 NP 388943.2 SVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETFN 799
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 GCAFSHFAQHGLKLRERQIFRLEAPDIGELFHAALKQIADIVNEQNMSWSELTRKQCEDLSKEAIKTLAPRLQNEILLSS 879
NTDB id 120 BSU 10620 NP 388943.2 ACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEILLSS 879
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 ERHHYITRKLEQIITRASLVLSEHAKVSGFSPIGLELGFGPNGDLPPLAFSLKNGKRMELAGRIDRVDQAKAEDDSVFLR 959
NTDB id 120 BSU 10620 NP 388943.2 NRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESS.KGLLLR 958
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 VIDYKSSEKDVNLTEVYYGLALQMLTYLDIVITHSNELVEMKASPAGVLYFHVHNPFINAKKMLTIDEIEKEMMKKFKMN 1039
NTDB id 120 BSU 10620 NP 388943.2 IVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMK 1038
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 GLMLSDQRVIQLMDQTLESGDSQIVAAGIKKDGNLSKKSKVASLEEFDRLRYHVRELYQKTGNAIIEGQIDIAPYKLKDK 1119
NTDB id 120 BSU 10620 NP 388943.2 GLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNK 1118
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NTDB id 360446 FAY30 RS07310 WP 149869249.1 TPCTFCSFKSVCQFDESIESNRYRMLTPHSKEDILALIRKEAEENE.. 1165
NTDB id 120 BSU 10620 NP 388943.2 TPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
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