
logo MGAEFLVGRSGSGKTKL I IDNS IQDELRRAPFGKP I I FLVPDQMTFLMEYELAKTPDMGGMIRAQLVFSFSRLAWRVLQHTGGMSRP
NTDB id 42567 GYO RS28155 WP 014113301.1 MGAEFLVGRSGSGKTKLIIDSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQLFSFSRLAWRVLQHTGGMSRP 85
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTGGMSRP 85
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo FLTSTGVQMLLRKL I EEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSEKLHDLS I LYQ
NTDB id 42567 GYO RS28155 WP 014113301.1 FLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSEKLHDLSILYQ 170
NTDB id 120 BSU 10620 NP 388943.2 FLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSEKLHDLSILYQ 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QMEKSLADQYLHSEDYLTLLAEHIPFLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKPSYEREPHELELFRMT
NTDB id 42567 GYO RS28155 WP 014113301.1 QMEKSLADQYLHSEDYLTLLAEHIPFAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKPSYEREPHELELFRMT 255
NTDB id 120 BSU 10620 NP 388943.2 QMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKPSYEREPHELELFRMT 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GKTYYRLHQKAKELNLDITYKELSGTERHTKQTPELAHLEAQYEARPAIPYAEKQEAFLTVMQAANRRAELEGIARE IHALVREKGY
NTDB id 42567 GYO RS28155 WP 014113301.1 GKTYYRLHQKAKELNLDITYKELSGTERHTQTPELAHLEAQYEARPAIPYAEKQEAFTVMQAANRRAELEGIAREIHALVREKGY 340
NTDB id 120 BSU 10620 NP 388943.2 GKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANRRAELEGIAREIHALVREKGY 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RYKDVAI LARQPEDYKDMVKEVFADYE IPYF IDGKASMLNHPL I EF IRSS ILDVLKGNWPRYEAVFRCVKTELLFPLNEPKATKVREQ
NTDB id 42567 GYO RS28155 WP 014113301.1 RYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSIDVLKGNWPYEAVFRCVKTELLFPLNEPKTKVREQ 425
NTDB id 120 BSU 10620 NP 388943.2 RYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRYEAVFRCVKTELLFPLNEPKAKVREQ 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!

logo VDQLENYC IAYGIKGDRWTKRGDRFHQYRRFVSLDDDFAQTDQE I EMENMLNDTRDWIVPPLFQLQKRMKKAKTVQEKAEALYRYLE
NTDB id 42567 GYO RS28155 WP 014113301.1 VDQLENYCIAYGIKGDRWTRGDRFHYRRFVSLDDDFAQTDQEIEMENMLNDTRDWIVPPLFQLQKRMKKAKTVQEKAEALYRYLE 510
NTDB id 120 BSU 10620 NP 388943.2 VDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDWIVPPLFQLQKRMKKAKTVQEKAEALYRYLE 510
consensus !!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ETDVPLKLDQERQRAEDEDGR I I EAQQHQQAWDAVIQLLEEFVEMMGDDEE I SLDLFQQMI
MEAGAESLTFSL IPPALDQVFVGNMDL

NTDB id 42567 GYO RS28155 WP 014113301.1 ETDVPLKLDQERQRAEEDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDEEISLDLFQQMMEAGAESLTFSLIPPALDQVFVGNMDL 595
NTDB id 120 BSU 10620 NP 388943.2 ETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDL 595
consensus !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!



logo SRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTI
VGI

VELSSGGRERLLDEHFL IYMAFSSPSDRLYVSYP IADAEGKTLL
NTDB id 42567 GYO RS28155 WP 014113301.1 SRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTVGIELSSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLL 680
NTDB id 120 BSU 10620 NP 388943.2 SRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELSSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLL 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PS IMI
V
I
VKRLEELFPHQHKERLLTNEPEQVSDEEQLMYVVNKSVAQSFTASQLRLWTREYDI SDVWWSTYNVLMSEPQDRLQSKKLFSS

NTDB id 42567 GYO RS28155 WP 014113301.1 PSIVIKRLEELFPQHKERLLTNEPEQVSDEEQLMYVVNKSVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEPDRLQSKKLFSS 765
NTDB id 120 BSU 10620 NP 388943.2 PSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKSVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSS 765
consensus !!***!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!

logo LFFRNEVKQLERSVSRQLYGER IQGSVSRMETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKL I SDRLREQKLMDWRD
NTDB id 42567 GYO RS28155 WP 014113301.1 LFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKMDWRD 850
NTDB id 120 BSU 10620 NP 388943.2 LFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRD 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!

logo LTKEQCELFSYDAVERLAPKLQKE I LLSSNRHYYVKEKLQKIVTRVSGI LSEHAKASGFVP IGLELGFGGKGPLPPLTFKQLKNGC
NTDB id 42567 GYO RS28155 WP 014113301.1 LTKEQCELFSYDAVERLAPKLQKEILLSSNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFKLKNGC 935
NTDB id 120 BSU 10620 NP 388943.2 LTKEQCELFSYDAVERLAPKLQKEILLSSNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGC 935
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo TMELVGR IDRVDKAESSKGLLLR IVDYKSSDKGLDLAEVYYGLALQMLTYLDLS ITHSADWLGMRATPAGVLYFHIHDPMIQSNL
NTDB id 42567 GYO RS28155 WP 014113301.1 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNL 1020
NTDB id 120 BSU 10620 NP 388943.2 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNL 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PLGLDE I EQE I FKKFKMKGLLLGDQEAVVRLMDTTLQEGRSNI INAGLKKDGSLRSDSAAVGEKEFDELLTKHVRRTFQEAGEQITD
NTDB id 42567 GYO RS28155 WP 014113301.1 PLGLDEIEQEIFKKFKMKGLLLGDQEAVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFELLTKHVRRTFQEAGEQITD 1105
NTDB id 120 BSU 10620 NP 388943.2 PLGLDEIEQEIFKKFKMKGLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITD 1105
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GRVS I EPYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTI LEW IKKEADGNEHS
NTDB id 42567 GYO RS28155 WP 014113301.1 GRVSIEPYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
NTDB id 120 BSU 10620 NP 388943.2 GRVSIEPYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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