
logo MAGAVERFL ILTVGRSGSGKTEKLYCI ILKNES IQRDEEKLQRQRANPFKGKNP I I FYLVPDEQMTFLMSEYEKLAVKTTPDNLMGGMIRAQVFSFSTRLAWR I
VLQEHTG

NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 MAVRLITGRSGSGKTEYCLKEIREKLQQNPKGNPIIYLVPEQMTFLSEYKLVTTPNLGGMIRAQVFSFTRLAWRILQETG 80
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTG 80
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 GISRYHLNSVGINMLIRKIIEDQKDELKIFQRAADKSGFIQQMEQILTEFKRYCVTPGELLEKQSAFWPDEEQNYKDLKD 160
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
consensus !*!!**! ! !**!!*!!*!!**! ! !**!*! !!!!! !*! *!!!!!!!!* ! ** * ! * ! *
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 KLHDLELIYSRFEDELFGKYVDSEDYLRLLSEKIASSKYLKEADIYIDGFYTYTPQEYMIIEKFIKHCKRVTITLTSDKL 240
NTDB id 120 BSU 10620 NP 388943.2 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
consensus !!!!! **! ! ! !**!!!!! !! !*!* *! !*!!*!!!! *!!!!* **! * !* **! *!! !!*
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 YKENAPDELHLFRLAGETSLTIYEIIKTNGIELEEVHLEEQL.RWTNASLRHLESEFDTRPAVPYQGTPE.ISICQAVNR 318
NTDB id 120 BSU 10620 NP 388943.2 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANR 320
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 RAEIEGVARKIKYLVREKGYRFRDIALLVRNGSDYYDILETIFDDHEIPYFIDQKRTMLNHPLIELIRSSLEVINGHWRY 398
NTDB id 120 BSU 10620 NP 388943.2 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 EPVFRAIKTELMFPVKSNVFKLRQQMDRLENYVLAYGIQGDKWTKKERWIYRRIRGLEFEAVAKTDAEKNIEQELNELRA 478
NTDB id 120 BSU 10620 NP 388943.2 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDD.FAQTDQEIEMENMLNDTRD 479
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 MVTAPLLRMARRLKKAETGRDLCEAVYLFLEELDIPAKLEQWKLAAEVNGELVKAREHDQAWNAVMELLDQFVEMLGEEK 558
NTDB id 120 BSU 10620 NP 388943.2 WIVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDE 559
consensus * *!! * *!*!!! ! * *!!*! *!!! !*! !!*! * !! ! ** ! ! !!! !!* !!* !!!!*!**
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 ITLKQFASILDAGMESLRFSLVPPAIDQVLVADLERSRLSDIKAAFVIGLNEGVFPAKMGEEGILADEDREILLSKGLKI 638
NTDB id 120 BSU 10620 NP 388943.2 ISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVEL 639
consensus !*! ! ***!! !!! !!!*!!!*!!! !* ** !!* * !!*! !*!! !!** ! !*! !*!!! ! * !* *

logo

A
S
P
SGGSRETRLLDEHNFLAIYKMAFSVSTPSDEHRLYVSYP I

LADNAEEGKATLLMPSMS IY I
VKR I

L
E
T
D
ELFPHNAHKREMHRFLFLTVANDEPESEQLVSDEEEQLEMF

Y
I
V
S
VNEK

NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 APGSRTRLLDENFLAYKAFVTPSEHLYVSYPLANEEGKALMPSSYIKRITDLFPNARMHFFVADPSELSEEEQLEFISNE 718
NTDB id 120 BSU 10620 NP 388943.2 SSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNK 719
consensus *! ! !!!!!*!! ! !! *!!**!!!!!!*! !!! !*!! *!!* *!!!*** * *! *!*!!!! ** !
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 TTALSYLTGQLQLKKRNYPVYDLWWDVYNYYINSDRLRPAAIKALSGLFYENRTKKLSEQVTKKLYGDHIQASVSRMELF 798
NTDB id 120 BSU 10620 NP 388943.2 SVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQ.DRLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETF 798
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 HSCPFSHFARHGLKLAERQVFRLEAPDIGKLFHAALKYIAETVTQKNLSWANMTKDQCEILAREAVEKLAPKLQNEILLS 878
NTDB id 120 BSU 10620 NP 388943.2 NACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEILLS 878
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 TNRHQYIKRKLEKIISRASFVLSEHAKASGFSPIGLEVAFGPKEKLPPLSFSLKNGTKMELVGRIDRVDKAEDTSGVFLR 958
NTDB id 120 BSU 10620 NP 388943.2 SNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSKGLLLR 958
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 VIDYKSSEKDLNIGEVYYGLALQMLTYLDIIITHSDNLIGTKADPAGVLYFHVHNPIIHSSKVLTLDEIEKEIMKSFRMK 1038
NTDB id 120 BSU 10620 NP 388943.2 IVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMK 1038
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 GLLLGEQNVIQLMDKTLESGDSQIVSAGMKKDGTLKKSSKVATREEFEALRRYVRKMYEKTGNAITEGIVDLSPYKMKNK 1118
NTDB id 120 BSU 10620 NP 388943.2 GLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNK 1118
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NTDB id 122984 BMMGA3 RS04170 WP 004433478.1 TPCTFCPYKAVCQFDQSLESNEFRILTPYKKDDVLDLIRKEVDDLDKFGDNSAKA 1173
NTDB id 120 BSU 10620 NP 388943.2 TPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS....... 1166
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