
logo MGAVEFLVGRSGSGKTKRL I IDNS IQDELRRAEPSFGKP I I FLVPDQMTFLMEYELAKTPDI
MGGMIRAQVFSFSRLAWRVLQHTG

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 MGVEFLVGRSGSGKTRLIIDSIQDELRRESFGKPIIFLVPDQMTFLMEYELAKTPDIGGMIRAQVFSFSRLAWRVLQHTG 80
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTG 80
consensus !! !!!!!!!!!!!!*!!! !!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!

logo GMNSRPFLVTSTTGVQMLLRKL I EEHKQDEFKVYQKASDKASGFTAEQVERMLTEFKRYC I
LEPEDI

VRRMAESGTASEYRGERMVLSE
NTDB id 1009207 ABK447 RS15155 WP 338816704.1 GMNRPFVTTTGVQMLLRKLIEEHKQDFKVYQKASDKAGFTEQVERMLTEFKRYCIEPEDVRRMAESGTASEYRGERMLSE 160
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
consensus !! !!!*!*!!!!!!!!!!!!!!!!*!!!!!!!!!! !!! !!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!*!!!

logo KLHDLGS I LYQQMEKRSLADGHQYLHSEDYLTLLAEQHQIPLADEADI
VKGACHI

VYVDGFYQFTPQEFLRVLEQL IMMVHAEHI
VTFSLTADKSP

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 KLHDLGILYQQMERSLAGHYLHSEDYLTLLAQQIPLADAVKGACVYVDGFYQFTPQELRVLEQLIMHAEHVTFSLTADSP 240
NTDB id 120 BSU 10620 NP 388943.2 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
consensus !!!!! !!!!!!!*!!! *!!!!!!!!!!!! *!!!!* *!!! *!!!!!!!!!!!! !!!!!!**!!!!*!!!!!!! !

logo SAYEQRAEPDHELDELFRMTGKSTYYKRLHYQKTAKELNALDI STCYKELHSGTEKRHRTHKTVPELACHI
LEASQYDEAVRPAAIAPYATEGGKQEAFLTVMQAAQNR

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 SAEQAPDELDLFRMTGSTYYKLYQTAKELNADISCKELHGTKRHRHVPELACIESQYDVRPAAAYTGGQEAFTVMQAQNR 320
NTDB id 120 BSU 10620 NP 388943.2 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANR 320
consensus ! ! !*!!*!!!!!! !!!*!*! !!!!! !!**!!!*!! !! * !!!! *! !!* !!! *! !!! !!!!! !!

logo RAELEGIARE IHQASLVRDEGKGYRYKDMVAI LAIRQRPEDYKDLML
VKEVFADYEGI

LPYF IDGKASML
Q
H
NHPL I EF IRSSLDVLVKGNWRY

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 RAELEGIAREIQSLVRDGGYRYKDMAILIRRPEDYKDLLKEVFADYGLPYFIDGKASMQHHPLIEFIRSSLDVVKGNWRY 400
NTDB id 120 BSU 10620 NP 388943.2 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
consensus !!!!!!!!!!!* !!!* !!!!!!*!!! ! !!!!!!**!!!!!!! *!!!!!!!!!! *!!!!!!!!!!!!!*!!!!!!

logo EAVFRCAVKTELLFPLDNEQPEKAQKI
VREQVDQLENYC IAYGIKGDERWTKSGDERFQVYRRFVSLDDEDFAQTDQE I EMEHNMLNDETRDEW

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 EAVFRCAKTELLFPLDQPEQKIREQVDQLENYCIAYGIKGERWTSGERFVYRRFVSLDEDFAQTDQEIEMEHMLNETREW 480
NTDB id 120 BSU 10620 NP 388943.2 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDW 480
consensus !!!!!! !!!!!!!! ! !*!!!!!!!!!!!!!!!!!!*!!! !*!! !!!!!!!!*!!!!!!!!!!!!*!!!*!!*!

logo

I
M
A
V
A
PPLFVQRLQKNRMKKAKTVQESKMAEALYLRFYLEDETDVPLKLDQREKRQRAEDEDGNR I

MI EAQQHGQQAWDAVIQLLEEFAVEGMMGDEDE I
NTDB id 1009207 ABK447 RS15155 WP 338816704.1 MAAPLVRLQNRMKKAKTVQSMAEALYLFLEDTDVPLKLDRKRQRAEEDGNMIEAQQHGQAWDAVIQLLEEFAGMMGEDEI 560
NTDB id 120 BSU 10620 NP 388943.2 IVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEI 560
consensus * *!! !! !!!!!!!!! !!!!! *!!*!!!!!!!! !!!!!*!! *!!!!!! !!!!!!!!!!!!! !!!*!!!



logo SLADLFQQMI
LEATGATESLHTFSL IPPALDQVFVGNMDLSRMYGTSCTFVI

LGANDGVLPARPDENGVLSDDDREWLKATI
VGVELS

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 SLALFQQMLETGTESLHFSLIPPALDQVFVGNMDLSRMYGTSCTFVIGANDGVLPARPDENGVLSDDDREWLKAVGVELS 640
NTDB id 120 BSU 10620 NP 388943.2 SLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELS 640
consensus !! !!!!!*! ! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!

logo SAGGRERLLDEHFL IYMAFLSSPSDRLYVSYP IADAEGKTLLPS IMI
VVKNRLEGELFPDHHKQEKRLLSATANDEPEQVSDEEEQLMQYLVVNKQS

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 SAGRERLLDEHFLIYMALSSPSDRLYVSYPIADAEGKTLLPSIVVNRLGELFPDHQEKLSAADPEQVSEEEQLQYLVNKQ 720
NTDB id 120 BSU 10620 NP 388943.2 SGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKS 720
consensus !*!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!**! !! !!!!*! !*! *!!!!!*!!!! !*!!!

logo

A
VAQSTFYTASQLRLWTREYDE I SDVWWSATYNVLMKSEPQDHRLRQRASKKLFSSLFFRNEAVKQRLERPSVSRQLYGEHR IKQGSVSRMEATFNA

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 AAQTYTASQLRLWTREYEISDVWWSAYNVLMKEPDHRRAKKLFSSLFFRNEAKRLERPVSRQLYGEHIKGSVSRMEAFNA 800
NTDB id 120 BSU 10620 NP 388943.2 VAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNA 800
consensus !!**!!!!!!!!!!!!*!!!!!!! !!!!! !*!* !!!!!!!!!!!! ! !!!*!!!!!!!!*! !!!!!!! !!!

logo CPQFSHFASHGLHQLKERQFFKLDEAPDIGQLFHSSLKL I SDRLREQKLDEWRDLTKDEQCERLNFSYDEAVERLAPKLQKE I LLSSN
NTDB id 1009207 ABK447 RS15155 WP 338816704.1 CQFSHFASHGLQLKERQFFKLDAPDIGQLFHSSLKLISDRLREQKLEWRDLTKDQCRNFSYEAVERLAPKLQKEILLSSN 880
NTDB id 120 BSU 10620 NP 388943.2 CPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEILLSSN 880
consensus !*!!!!!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!! !!!*!!!!!!!!!!!!!!!!!!

logo RHFYYVKEKLQKIVTRVSGI LSEHAKASGFVP I
VGLELGFGGKSGPLPPLTFQTLKNGCTMELVGR IDRVDKAESSKGLLLR IV

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 RHFYVKEKLQKIVTRVSGILSEHAKASGFVPVGLELGFGGSGPLPPLTFTLKNGCTMELVGRIDRVDKAESSKGLLLRIV 960
NTDB id 120 BSU 10620 NP 388943.2 RHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSKGLLLRIV 960
consensus !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DYKSSDKRGLDLAEVYYGLALQMLTYLDLS ITHSAEDWLGMKRATPAGVLYFHIHDPMIQASNSLPLMGLDE I EQE I FKKFKMKGL
NTDB id 1009207 ABK447 RS15155 WP 338816704.1 DYKSSDRGLDLAEVYYGLALQMLTYLDLSITHSEDWLGMKATPAGVLYFHIHDPMIQASLPMGLDEIEQEIFKKFKMKGL 1040
NTDB id 120 BSU 10620 NP 388943.2 DYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMKGL 1040
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!! !!*!!!!!!!!!!!!!!!!!!

logo LLGDQREAVI
V
R
SLMDTTLEQEGRSNI IVNAGLKKDGSLRSDSAAVGSEKRDEFDHLLTDKHVRRTFEQEQAGEAQITDGLRVS I ETPYKLMKDNKTP

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 LLGDREAISLMDTTLEEGRSNIVNAGLKKDGSLRSDSAAVSERDFHLLTDHVRRTFEQAGEAITDGLVSITPYKLKDKTP 1120
NTDB id 120 BSU 10620 NP 388943.2 LLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNKTP 1120
consensus !!!! ! * !!!!!! !!!!!!*!!!!!!!!!!!!!!!!! !**!*!!! !!!!!! !!! !!!! !!! !!!*! !!!



logo CTYCAFKQSVCQFDESLEKENEYRPSLKAEKDGKTI LDEWI
LKKEADDGDNAEHNS

NTDB id 1009207 ABK447 RS15155 WP 338816704.1 CTYCAFQSVCQFDESLKENEYRSLKAEKDGTILDWLKKEADDDANS 1166
NTDB id 120 BSU 10620 NP 388943.2 CTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
consensus !!!!!! !!!!!!!!! !!!!!*!!!!!! !!!*!*!!!!! *!

X non conserved

X similar

X ≥ 50% conserved


