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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 MSVRFILGRSGTGKTHRILDEMKQSLLAEPNGHPIIYIVPDQMSFISEYELVNTPGMNGMIRGQVFSLTRLAWKILQETG 80
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTG 80
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 GMSRYHLSDVGLNMMIRKIIDENKEDLHIFTKSSEKPGFIHHVEAMLTEFKRYCISPADLHQFDENGE...REGSKVLKD 157
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 KLHDLELIYEKFEEKLSGKYIDSEDYFGLLAENVKNSALLKEAEIYIDGFYSFTPQEYLIIEQLILHAKNVTVALTTDPE 237
NTDB id 120 BSU 10620 NP 388943.2 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 QQMGAMNELSLFRMTNETYQTLNDICRSGGVSVKEEVLVKP.IRFHHETMLHLERHFEARPTVAFDKGETRIEFLEASNR 316
NTDB id 120 BSU 10620 NP 388943.2 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANR 320
consensus **!! !!!!! !! !* ** * * ! ** * *** * !!! **!!!! *** * * ! !!
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 RAEVEGVAREIRKLAREEGYRYKDIAVLVRNSQDYRDKVETVFQDYEIPFFLDQKRTMLNHPLIELIRSTLEIMNTNWRY 396
NTDB id 120 BSU 10620 NP 388943.2 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 EPVFRAVKTDLLFPYQKNPTDLREQMDRLENYVLAYGIKGDRWTKKDRWKYRRFRGLEHVDAPQTDQEREMEHEINELRL 476
NTDB id 120 BSU 10620 NP 388943.2 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDD.DFAQTDQEIEMENMLNDTRD 479
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 FISAPIIRLGKRLKKQRTGREFCETLYLYLEELDIPAKLERLRIEAEDKGDLIAAREHDQAWSAVMDLLDQYVEMLGDEE 556
NTDB id 120 BSU 10620 NP 388943.2 WIVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDE 559
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 TTVKKFSSILDAGMETMQFSLVPPAIDQVMIADLEKSRLGDIKAAFIIGANDGVLPAKMNEDGVLSDEDRESLISRGFKI 636
NTDB id 120 BSU 10620 NP 388943.2 ISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVEL 639
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 APGNRTKLLDEEFVAYKAFTTPSERLFISYPIANEEGKALLPSSFIKRMNEMYPDAHTKLLINEPSELPEEEQLHYVCHP 716
NTDB id 120 BSU 10620 NP 388943.2 SSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNK 719
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 NVTISHLTSQLQMKKRDYPIYDFWWDVYNFYSTSNDWKWHSQHILSSLFYQNRADQLSEDTSRELYGDHILASVSRMELF 796
NTDB id 120 BSU 10620 NP 388943.2 SVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQD.RLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETF 798
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 HSCPFSHFASHGLKLRERDFFKLEAPDIGEMFHSALKWMSEEVERHGLTWASLTKAQCIQLAKEAVLMLAPKLQHQILLS 876
NTDB id 120 BSU 10620 NP 388943.2 NACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEILLS 878
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 SNRHHYIAKKLEQIISRAGLILSEHAKASGFVPVGVELGFGPRATLPPFQFQLRNGTKMELQGRIDRVDKAEDENGVYLR 956
NTDB id 120 BSU 10620 NP 388943.2 SNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSKGLLLR 958
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 IVDYKSSARDLDMTEVYYGLALQMLTYLDIVLTNSKKFVGKEAKPAGVLYFHVHNPMINSKKILTLDQIEEEIFKSFKMK 1036
NTDB id 120 BSU 10620 NP 388943.2 IVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMK 1038
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 GMVLGDAGIVRLMDQTLETGNSDIISAGIKKDGSLSSRSKAASHEDFQYMRQHVRKLYETSGNRIVSGETDISPYKLKDR 1116
NTDB id 120 BSU 10620 NP 388943.2 GLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNK 1118
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NTDB id 79327 KH172YL63 RS05865 WP 173105223.1 TPCQFCSYRSVCQFDQSLEENDYRVLPTAKPEDLLAKVREEVETDE.. 1162
NTDB id 120 BSU 10620 NP 388943.2 TPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
consensus !!! *! **!!!!!! !!!!!*!!*!* !* *! ** ! * !**

X non conserved

X similar

X ≥ 50% conserved


