
logo

MI LTNSVI
M
I
N
I
PPKPAEDNSVTWTDDQWKNAIMVASKTDGQRDI LVAAAAGSGKTAVLVER I

MIRKR ITASELEHDNP IDVDQRLLVVTFTNASAAEM
NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 MILTNSVIIPPKPENVTWTDDQWKAIMAKDRDILVAAAAGSGKTAVLVERIIRRITSLHDPIDVDQLLVVTFTNASAAEM 80
NTDB id 119 BSU 10630 NP 388944.2 .......MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEM 73
consensus ******** *!!! !!!!!!! !!* !!!!!!!!!!!!!!!!!!!*!!*!! * !!!!! !!!!!!!!!!!!!!
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LRKRQLSLLNKRAS I STLHSFCLEQVI
LKKYYYL IDI

LDPGFR IADEQTEAGEQL IMGRDEVLDELFEDEE
NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 RHRIGEALEKEINQNPTSAHLRKQLSLLNKASISTLHSFCLEVIKKYYYLIDIDPGFRIADETEAQLMRDEVLDELFEEE 160
NTDB id 119 BSU 10630 NP 388944.2 KHRIAEALEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDE 153
consensus *!!!*!!!!!!* ! ! ! !*!*!!!!!!*!!!!!!!!!!! !*!!!!!!!!*!!!!!!!! !!* !* !!!!!!!!!*!

logo YAGKGSDENEKAFFESLVDRTFYTNTDRHSDELADLQDF IL IVKREQLVYDEFYASRSHNPNSPDEARW
YLEKSFI IVEHLMYDVDSEKNGSAKI

LEDELPFMYDQAYLVKLDEDIAEMQVLENG
NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 YGKSDNEAFFSLVDTFTNDRSDEALQDIIRELYDFARSNPSPDRYLKSIIEMYDVDENGKLEDLPFMDALLDDIEMQLEG 240
NTDB id 119 BSU 10630 NP 388944.2 YAKGE.KAFFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNG 232
consensus !*! ** !!! !!! *! !!*! !! *** *!** !!*! !* *! ! ***!!! ! *!*!!! * *!! ! ! !

logo AKEQKMLLERAGLELTKALPGGPAPRADENF ILDDLAHI
Q
I
VDETL IQSAHKNQDDSFWSETLYKNARMVPQANLVSFKSRAKATVKRGDEFYDGPADLLVDEEKAQTDKLRENGR

NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 AKQMLLEGLELTKLPGGPAPRAENFIDDLHIVDTLISAKNDSWSTLYNAMQNLSFSRAKTVRGDEYDGDLVEKAQKLRER 320
NTDB id 119 BSU 10630 NP 388944.2 AKEKLLRALELTKAPGGPAPRADNFLDDLAQIDELIQH.QDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNG 311
consensus !! !! *!!!!! !!!!!!!!*!!*!!!* *! !! ***! *! !! ** *!! !!! !*!!!*!* !** ! !!

logo AKKLVLEQDKLKQSTDELYFSTRRSPEQSFHLKDSLMAREMKGPHVI ETL IVQSLVI
KSFYGSDKRFEAQAVKQREKGS IL IVDFASDLEHYCLADI LTAGES INDDEDKGERREIP

NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 AKKVLQDLQSELFSRRPESFLKDMREMKGHIETLISLVKSFSDRFEQVKREKGLVDFADLEHYCLDILTGSIDEDGRRIP 400
NTDB id 119 BSU 10630 NP 388944.2 AKKLLEKLKTDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAEN.DKGEREP 390
consensus !!!*! ! ** !*! !! *!! * !!!**!!!!* !! !* !!! ! !! **!! !!!!!!! !!!* ** ! ! !

logo SEAALRFSYQRERLQFHKEVLVDEYQDTNLMVQEAS I LQLVTNSEGEPEEQTGNLFMVGDVKQS IYRFRLAEPLNLFLSKYKNRFKTEPSTGAEDGSTGLR
NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 SEAALSYRRLFKEVLVDEYQDTNMVQEAILQLVTNEEEQTGNLFMVGDVKQSIYRFRLAEPNLFLSKYNRFKPTGADSGL 480
NTDB id 119 BSU 10630 NP 388944.2 SEAARFYQEQFHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGR 470
consensus !!!! ! !*!!!!!!!!!!!*!!! !!!!!! *! !!!!!!!!!!!!!!!!!!!!!! !!!!!! !! **! *!
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LL IDNQAEGDEDTDAESDEAEDELPEADNI

NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 RIDLARNFRSRKEVLDGTNFLFKQFMGVKVGEIDYDEAAELKKGAPYPEETSNPVSVILIDQAGEDDESDADELPEADNI 560
NTDB id 119 BSU 10630 NP 388944.2 KIDLNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDASEE......... 541
consensus *!!! *!!!!! **!! !!!!!!! !! !*!!*!!!! !!!! !!*!!* * **!!!*! * ! !* *********
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V
Q
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NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 GDFSREELQQSQLEARVIAKKIKELIENRTEVYNTKTKSSRPVTYRDIVILLRSMTWAPEIMEEFKHQGIPVYANLSTGY 640
NTDB id 119 BSU 10630 NP 388944.2 ....AEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGY 617
consensus **** !!! ! !!* !!! !* !! * !! ! !**!** !!!!!!!!!!!*!!! !!!! **!!!!!!!!!**!!

logo FEATVEVAS IVAML
MSLVLKVIDNPYQDIPLAASVLRSP IVGALDNEENELSLQIR I

L
E
SNKKWAGPSFYYEALMKMDSFYCLAQAGKDPEADRQSDEAELYEQKLVNRPTFTY

NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 FEATEVSIMMSLLKVIDNPYQDIPLAAVLRSPIVGLNEEELSQIRISNKWGSFYEALMSFCQAKPEADQEALYEKVRPFT 720
NTDB id 119 BSU 10630 NP 388944.2 FEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAAGD..RSDELYQKLNTFY 695
consensus !!! !! * *!*!!!!!!!!!!!!!! !!!!!!!! ! !!! !!* !! ***!!!* ** ! *** * !! !* *!
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NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 EQLQYWRTKARQGSLSELIWDLFRETKFYDFVGGMPGGKQRQANLRALYDRARQYESTSFRGLFRFLRFIERMIDRGDDL 800
NTDB id 119 BSU 10630 NP 388944.2 GHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDL 775
consensus *!! !! ***!*!!!!!***!*!!* !*!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!!!!!!!!! *!!!!!

logo GATARALGSEQEDVVR I
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NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 GAARALGEQEDVVRIMTIHSSKGLEFPVVFIAGLARKFNTMDLKKTFMLDKEFGFAARYVNAEKRISYPTLAQLSFKRKK 880
NTDB id 119 BSU 10630 NP 388944.2 GTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKM 855
consensus ! !!!! !!!!!!!*!!!!!!!!!!!!!!!*!!!*! !! !!! !***!!!! !!* *!*** !!!!!!!* * !*!
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RELMLASEELMRVLYVALTRAKEKLFL IGSCVKDNAHEQKQSLADKRWLQASASAASQTETDNWLLNPDEFYDERAYQSANRSTYLDFWIGPALAIRHKRDCLGVDVLARAG

NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 KMEMLAEEMRVLYVALTRAKEKLFLIGSVKNAEKSLDRWLSAAATENWLLNDYERASANSYLDWIGPALIRHKDCVVLRA 960
NTDB id 119 BSU 10630 NP 388944.2 RRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAG 935
consensus * !*! !!*!!!!!!!!!!!!!!!!!!!*! * ! ! *! ! !!!****! ! *!!!*!!!!! !!*!* ! *
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NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 GINQEKIKLLDHPSCWHVEMIHSEEAG.ALIEDKRNEREELLEKVAEGKQVPIISKYAERVNEQLSWKYEFHSASVFRSK 1039
NTDB id 119 BSU 10630 NP 388944.2 VP..AHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTK 1013
consensus *** * * !! ***! !!!! * * *!** !* ! !! * ! *!! * !* !!!!! !*** * !*!

logo QSVSE IKRKQRYDELYAEDGEEYSGSRTAELPLVKRKPAIDGRKS IPLLYKRRPARFMMQEKKGTLTAPAEKGTAMHMTVMQHQIDPLSHIPVLPSTEI EESAI ERHQQTVDHARLMVYEQKE
NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 QSVSEIKRQYDLAGEESSTELLRKI.RKPLLKRPRFMQEKTLTPAEKGTAMHMVMQQIDLSIPLTEESIRHQVDAMVQKE 1118
NTDB id 119 BSU 10630 NP 388944.2 QSVSEIKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKE 1093
consensus !!!!!!!! * ! ! **** * *! *!! !! ! !!*!!!!!!!! !!!*!*!!**** ! * !* * !!



logo LLTAEEQKRDEAGIDI
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V IDCFLFYEETEDEGI
L
I
YLLDY

NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 LLTAEQREGIDPELVLKFFKSDLGQRMLRAEKVMREVPFSLSIPAKETYTDWTGGDEQVLIQGVIDCFFEEEEGIILLDY 1198
NTDB id 119 BSU 10630 NP 388944.2 LLTEEQKDAIDIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLDY 1173
consensus !!! !!***!!*! ** !!****! ** ! !!*!!!! *!!!! !*! * *!!**!*!!*!!! *! !*!* !!!!

logo KSTDR I ETDGKRFYKQGHGFEEGAAKP I LEKKSRYESLTQINQLYATKRALVEQIAVKRKTKPVKYEGCRAYLFYFFDGGHI
LLKTLENN

NTDB id 122985 BMMGA3 RS04175 WP 034669194.1 KTDRITDRYKGGFEEAKPILESRYSLQINLYARALEQIVRKPVYERYLFFFDGGHLLKLENN 1260
NTDB id 119 BSU 10630 NP 388944.2 KSDRIEGKFQHGFEGAAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL... 1232
consensus !*!!! ** *!!! ! !!! !! !!*!! *!*!!! * *! * !*!!!!!!*! !***

X non conserved

X similar

X ≥ 50% conserved


