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NTDB id 240323 CGZ77 RS08905 WP 009426868.1 .MPFYLLPAFATGVLLSFALPFVPPPAAWAAAFCCAAAALLRWKRAGLLLLLLLVGAAYGVWRTELALAQRWPSEKQGET 79
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLM.LCVLAGAAYGVFRTEAALSSQWRAEAVSG. 78
consensus * * * !!** !! *!!!!* !! ** ! !!!** ! !* !!!**!**! !!!!!!*!!! !! !* ! *

logo

L
V
A
P
A
L
A
TVERVTDGLMAPQRDSDGRRVQRFASAEKAVADDSDGGRSTFYDRLVLQLASDYKRRRDEWAPAVGSRVWR I

L
N
T
A
LRMVHRAPPVVGELNNALRGFLGNREAWALASNGI

V
D
G

NTDB id 240323 CGZ77 RS08905 WP 009426868.1 LAAAVRVTGLAQDDGRRVRFSAEAVADDGRSYRVQLADYRRRDWPAGSVWRLNLRMRAPVGENNARGFGREAWALANGID 159
NTDB id 1128 NGFG RS01490 WP 020997305.1 VPLTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVG 158
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VSARNSWRQRAMDPAQDGEGLTASDGAIAGLMRALASVGEQDSALRGPEGLWWQAFRPLGLNTHLVS IVS
NTDB id 240323 CGZ77 RS08905 WP 009426868.1 ALATAGADRQALGFADGLSDGLLRLRAAVSASWRRMPQ..ETADGAALMRALAVGEQDALRGEWWQAFRPLGLNHLVSVS 237
NTDB id 1128 NGFG RS01490 WP 020997305.1 GVGTVGADRVLLHGGSGW..GIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSIS 236
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logo GLHVSTMVALVLAFAWLAKRLLALCVLSPRVALPARRPKRAVWLVLAAGCVAAGALFYATALLAGFASVPTLQRSLVLML
VAAFVAAWAWARARGGARALSAWARGTW

NTDB id 240323 CGZ77 RS08905 WP 009426868.1 GLHVSMVALLAAWLAKRLLLVLPVAPRRPKVWLLAAGVAAALFYTALAGFAVPTLRSLLMVAAVAAAWAAGGAASAWRGW 317
NTDB id 1128 NGFG RS01490 WP 020997305.1 GLHVTMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRG.RLSAWATW 315
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logo WFQALAALVLLFLDPLSAAVLAGVGSTWLSFGLVAASL ILWACDASGWRLTGYERRGSKWPRLQATALVRGQWAASTLVALSLSVALLTGW
YLFAASLPLAVSPLAVNAPVMS

NTDB id 240323 CGZ77 RS08905 WP 009426868.1 WFALALVLLLDPSAALAVGSWLSFGLVASLLWADSWRTGRRSWPLAALRGQWAATLASSVATGWLFAALPLASPLANAPM 397
NTDB id 1128 NGFG RS01490 WP 020997305.1 WQALAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYE.GKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVS 394
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logo I PWFSWVLTVPLALALAGSLVLVPFAYPLQQYAAGASFWLAGEQYTLQRFTLAVWLADVYASPEFWAGVAAAPLWPLLSAVLAAVACAACLLVLWLLPRGALGLRPWA
NTDB id 240323 CGZ77 RS08905 WP 009426868.1 IPWFSWVLVPLALAASLLPFYPLQYAASWLGEQTLQTLAWLADYAPEWGVAAAPWPLSALAAAAACVWLLPRGAGLRPWA 477
NTDB id 1128 NGFG RS01490 WP 020997305.1 IPWFSWVLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWA 474
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NTDB id 240323 CGZ77 RS08905 WP 009426868.1 ALVLAGFVFYRPAPPEQGRLKTVVIDVGQGLSVYFQTASHVLLFDTGTEGAAQMQTLPVLRALGVRRPDVLLLSHHDADH 557
NTDB id 1128 NGFG RS01490 WP 020997305.1 VLLLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDH 554
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NTDB id 240323 CGZ77 RS08905 WP 009426868.1 DGGAPLLTAALRPRAVLAGQPEFYPQAQSCREETAWEWDGVRFELLDTGA.GGAGDNGQSCVLRVLAGETAVLVTGDLDT 636
NTDB id 1128 NGFG RS01490 WP 020997305.1 DGGFQAVG.KIPNGGIYAGQPEFYEGARHCAE.QRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDT 632
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NTDB id 240323 CGZ77 RS08905 WP 009426868.1 RGEAELVRRYGDALRSQVLVLGHHGSKGSSSGAFVNAVSPDYAVASAGFGNPYGHPAREVQTRLSAHGAHLLRTDRQGAW 716
NTDB id 1128 NGFG RS01490 WP 020997305.1 KGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGAL 712
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NTDB id 240323 CGZ77 RS08905 WP 009426868.1 LFDSGGQTLSARQWQPKRFYWQQKPFAD 744
NTDB id 1128 NGFG RS01490 WP 020997305.1 QFGLGRGGVKAQRLRVYKFYWQKKPFE. 739
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