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NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 .MALSIGDRRLGAILLEQGYVNDNDLQRALERHSEVGGRLADVLIDSGTVGEKRIARAIEEALGIPLVNLTAVEPEPEAL 79
NTDB id 1306 DR RS10060 WP 027479822.1 .MALSIGDRRLGAILLDQGYLGDNDLQRALERHSEVGGRLADVLIDSGMVGEKRIARAIEEALGIPLVNLLAVQPDPAAL 79
NTDB id 1028 TT RS08215 WP 011173991.1 MSVLTIGDKRLGAALLDAGLLTDEELQRALERHREVGGSLAEVLVDMGLLSERRIAQTIEDRFGIPLVELHRVEIPPKVK 80
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NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 HAIRPQTALNLQAVPFGLEG..DRLRVALVDPLSSFAIETLEDDSGLNIEPYQALRSEVMWALATFYPELGLEVVSPVSL 157
NTDB id 1306 DR RS10060 WP 027479822.1 RSIRPQTALNLQAFPFALEG..DRLRVALVDPLSSFSIETLEDDSGFDIEPYQALREEVMWAIATHYPELGLEIVVPSGA 157
NTDB id 1028 TT RS08215 WP 011173991.1 ALLPAEKAKELKAIPFALDEEAGVVRVAFLNPLDTLSLEEVEDLTGLVVEPYQTTKSAFLYALAKHYPELGLPVPPPP.. 158
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NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 SE.AKTGGKLGERLLAHGYITDAQLQVALDAQQQTGEALGSTLIAQRAITEEQLYEVLAEQERTTFLPNPSGFHPGEEVL 236
NTDB id 1306 DR RS10060 WP 027479822.1 SDAGRTGGKLGERLITHGYITDAQLQVALDAQQQTGEALGATLISQRAITEDQLYEVLAEQEGTTFLPNPSGFHPGEEVL 237
NTDB id 1028 TT RS08215 WP 011173991.1 SGEGQKDLKLGELLLQKGWISREALEEALVEQEKTGDLLGRILV.RKGLPEEALYRALAEQKGLEFLESTEGIVPDPSAA 237
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NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 GSMLRADALRLLSVPVDETDQGVVVLTSDPRKRADIEALIGRPVQMMLTRPRDIEALIEAFYPQRGRLGEALVNDGALSR 316
NTDB id 1306 DR RS10060 WP 027479822.1 GSMLRADALRLLAVPVDETEQGVTVLTSDPRKRPDIDALIGRPVQLMLTRPRDIERLIEQFYPQRGRLGEQLVQEGTLSR 317
NTDB id 1028 TT RS08215 WP 011173991.1 LLLLRSDALRYGAVPIGFQNGEVEVVLSDPRHKEAVAQLLNRPARFYLALPQAWEELFRRAYPQKNRLGEVLVQEGKLSR 317
consensus ***!!*!!!!***!!*******! !**!!!!** ****!**!!****!**!***! !** *!!!**!!!! !!**! !!!

logo

D
E
A
QLKREALEQVQKAGREGLPGRKAVKPLGE I

V
L
I
S
T
VELGLFARSPEDDE I

V
E
D
E
SALAQKQRNRTVGGGRLEDTLVQSGKLRSPEAMLAQRASVLATAQLGYPEYFVLDPEIVEQ

NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 EQLREALQVQARGGKVKPLGEVISELGFASPDEIDSALAKQNTGGGRLEDTLVQSGKLSPEMLARSLAAQLGYEFLDPVQ 396
NTDB id 1306 DR RS10060 WP 027479822.1 DQLREALQVQAREGKVKPLGEVITELGFASPDEVDSALQKQNVGGGRLEDTLVQSGKLSPEMLARSLAAQLGYEFLDPIQ 397
NTDB id 1028 TT RS08215 WP 011173991.1 EALKEALEVQKGLPRAKPLGEILVELGLARPEDVEEALQKQRRGGGRLEDTLVQSGKLRPEALAQAVATQLGYPYVDPEE 397
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NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 NPPDAKVALMIPEATARRYVVVPVRLQGNSLVVAMKDPRNVFALDDLKLITG.....KEILPAVMAEKDIIRLIERYFGE 471
NTDB id 1306 DR RS10060 WP 027479822.1 NPPDPKVALMIPEATARRYVVVPVRLQGNSLVVAMKDPRNVFALDDLKLITG.....KEILPAVMAEKDIIRLIERYFGE 472
NTDB id 1028 TT RS08215 WP 011173991.1 DPPDPGAPLLLPEDLCRRYGVFPHRLEGNRLVLLMKDPRNILALDDVRLALKRKGLNYEVAPAVATEAAITKLIERFYGK 477
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NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 KGFDKLNKELADKAKNQQVQDTTDLAVADESAIVQVVDSIIREAALQEASDIHIETVEDAVKVRYRIDGSLREQSTFPKA 551
NTDB id 1306 DR RS10060 WP 027479822.1 KGFEKLNKELAERNKTQQSQ.EADLSVADESAIVQVVDSIIREAALQDASDIHIETTEDAVKVRYRIDGALREQNSFPKG 551
NTDB id 1028 TT RS08215 WP 011173991.1 AELSEIAKEFAKKQAEEEVPSP...LELDESAAQKFVKQVIREAFLQDASDIHIEPRQNDVQVRLRIDGALRPYSTLPKG 554
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NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 AAQSIMARLKIMGHLDIAERRVPQDGRIRFRKGSIDLDLRLSTLPTVYGEKAVMRLLQKASNIPELEQLGFSEYNYPRYT 631
NTDB id 1306 DR RS10060 WP 027479822.1 AAQQIMARLKIMGHLDIAERRVPQDGRVRFKKGSIDLDLRLSTLPTVYGEKAVMRLLQKASNIPELEQLGFSEYNYARYT 631
NTDB id 1028 TT RS08215 WP 011173991.1 ALNAVISVVKIMGGLNIAEKRLPQDGRVRYREGAIDVDLRLSTLPTVYGEKAVMRLLKKASDIPEIEDLGFAPGVFERFK 634
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VPGINVQTSQVNPNAQSATGLMTFARALRAFLRQDPDI I
NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 EVIERPNGIFLVTGPTGSGKSFTCFSTLKRIAKPEKNTTTIEDPIEYEVPGIVQSQVNNATGMTFARALRAFLRQDPDII 711
NTDB id 1306 DR RS10060 WP 027479822.1 EIIERPNGIFLVTGPTGSGKSFTCFSTLKRIAKPEKNTTTIEDPIEYEVPGIVQSQVNNSTGMTFARALRAFLRQDPDII 711
NTDB id 1028 TT RS08215 WP 011173991.1 EVISKPYGIFLITGPTGSGKSFTTFSILKRIATPDKNTQTIEDPVEYEIPGINQTQVNPQAGLTFARALRAFLRQDPDII 714
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NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 FVGEIRDQETAKIAVEAALTGHMVLATLHTNDAPGAVTRLEEMGVENFNISASVMGVLAQRLVRRVCSECKQPTNADPEV 791
NTDB id 1306 DR RS10060 WP 027479822.1 FVGEIRDQETAKIAVEAALTGHMVLATLHTNDAPGAVTRLEEMGIENFNISAAVMGVLAQRLVRRVCSECKQPTNADPEV 791
NTDB id 1028 TT RS08215 WP 011173991.1 MVGEIRDSETAKIATEAALTGHLVIATLHTNDAAQAITRLDEMGVEPFNISAALIGVLSQRLVRRVCEHCKVEVKPDPET 794
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logo LRRLGLI SEAREDIQRGANRTLYMKRGAMTGCEPRCGGTGYKGRYMAGIHELLMVVMDDEHS ILRHRTAIVGAGKRSPAASTELIKRDE I
VALRVGTREKSGLMKRSTLREQDGLIYEKA

NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 LRRLGISERDIRGATLMRGAGCPRCGGTGYKGRMGIHELMVMDDHLRRAIGAGRPASELREVAVTESGMRTLRQDGIEKA 871
NTDB id 1306 DR RS10060 WP 027479822.1 LRRLGISERDIRGANLMRGTGCPRCGGTGYKGRMGIHELMVMDDSLRRTIGAGRPAAEIRDVALGESGLRSLRQDGIEKA 871
NTDB id 1028 TT RS08215 WP 011173991.1 LRRLGLSEAEIQGARLYKGMGCERCGGTGYKGRYAIHELLVVDDEIRHAIVAGKSATEIKEIAR.RKGMKTLREDGLYKA 873
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NTDB id 1094064 ACINK0 RS09745 WP 414656576.1 LQGLTTLEEVLAVTAS 887
NTDB id 1306 DR RS10060 WP 027479822.1 LQGLTTLEEVLAVTAS 887
NTDB id 1028 TT RS08215 WP 011173991.1 LQGITTLEEVLARTIE 889
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