
logo MGAEFLVGRSGSGKTKL I IDNS IQDELRRAPFGKP I I FLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWR I
VLQHTG

NTDB id 981452 NSU09 RS05735 WP 113713002.1 MGAEFLVGRSGSGKTKLIIDSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRILQHTG 80
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTG 80
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!

logo GMSRPFLTSTGVQMLLRKL I EEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE
NTDB id 981452 NSU09 RS05735 WP 113713002.1 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLHDLS I LYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP
NTDB id 981452 NSU09 RS05735 WP 113713002.1 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
NTDB id 120 BSU 10620 NP 388943.2 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYASEKQEALTVMQAANR
NTDB id 981452 NSU09 RS05735 WP 113713002.1 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYSEKQEALTVMQAANR 320
NTDB id 120 BSU 10620 NP 388943.2 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANR 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo RAELEGIARE IHALVREKGYRYKDVAI LARQPEDYKDMVKEVFADYE IPYF IDGKASMLNHPL I EF IRSSLDVLKGNWRY
NTDB id 981452 NSU09 RS05735 WP 113713002.1 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
NTDB id 120 BSU 10620 NP 388943.2 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EAVFRCVKTELLFPLNEPKAKVREQVDQLENYC IAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQE I EMENMLNDTRDW
NTDB id 981452 NSU09 RS05735 WP 113713002.1 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDW 480
NTDB id 120 BSU 10620 NP 388943.2 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDW 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGR I I EAQQHQQAWDAVIQLLEEFVEMMGDDE I
NTDB id 981452 NSU09 RS05735 WP 113713002.1 IVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEI 560
NTDB id 120 BSU 10620 NP 388943.2 IVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEI 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo SLDLFQQMIEAGAESLTFSL IPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELS
NTDB id 981452 NSU09 RS05735 WP 113713002.1 SLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELS 640
NTDB id 120 BSU 10620 NP 388943.2 SLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELS 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SGGRERLLDEEHFL IYMAFSSPSDRLYVSYP IADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKS
NTDB id 981452 NSU09 RS05735 WP 113713002.1 SGGRERLLEEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKS 720
NTDB id 120 BSU 10620 NP 388943.2 SGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKS 720
consensus !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VAQSFTASQLRLWTREYDI SDVWWSTYNVLMSEQDRLQSKKLFSSLFFRNEVKQLERSVSRQLYGER IQGSVSRMETFNA
NTDB id 981452 NSU09 RS05735 WP 113713002.1 VAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNA 800
NTDB id 120 BSU 10620 NP 388943.2 VAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNA 800
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo CPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKL I SDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKE I LLSSN
NTDB id 981452 NSU09 RS05735 WP 113713002.1 CPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEILLSSN 880
NTDB id 120 BSU 10620 NP 388943.2 CPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEILLSSN 880
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RHYYVKEKLQKIVTRVSGI LSEHAKASGFVP IGLELGFGGKGPLPPLTFQLKNGCTMELVGR IDRVDKAESSKGLLLR IV
NTDB id 981452 NSU09 RS05735 WP 113713002.1 RHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSKGLLLRIV 960
NTDB id 120 BSU 10620 NP 388943.2 RHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSKGLLLRIV 960
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DYKSSDKGLDLAEVYYGLALQMLTYLDLS ITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDE I EQE I FKKFKMKGL
NTDB id 981452 NSU09 RS05735 WP 113713002.1 DYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMKGL 1040
NTDB id 120 BSU 10620 NP 388943.2 DYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMKGL 1040
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LLGDQEVVRLMDTTLQEGRSNI INAGLKKDGSLRSDSAAVGEQKEFDLLTKHVRRTFQEAGEQITDGRVS I EPYKMKNKTP
NTDB id 981452 NSU09 RS05735 WP 113713002.1 LLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGQKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNKTP 1120
NTDB id 120 BSU 10620 NP 388943.2 LLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNKTP 1120
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo CTYCAFKSVCQFDESLEENEYRPLKAEKDKTI LEW IKKEADGNEHS
NTDB id 981452 NSU09 RS05735 WP 113713002.1 CTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
NTDB id 120 BSU 10620 NP 388943.2 CTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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