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NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 MKNALLSMSVVTVFSACSLLWLPEHFLLHWHITLLVFALLLVSIIICVLCGKNHWISPLIFVMSSVGILGYIHDQARQTL 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIF...LFI.FLRRNFLVSLAFFVASLGYFHY...SALSLS 73
consensus !! !*** !* * **!!*!! !! !** !** *!* ******** * *** *! ! * !*! *!*** !
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NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 LQADLVAQLPRKIETEFKIIEVLQQKNYQTFVVSAQLSPQQAKQKMILQWHAQEKAQIGEIWKGELRLRPISSRLNMGGF 160
NTDB id 1359 HI 0061 AAC21739.1 QQAQ..NITAQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGF 151
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NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 DKQQWYFAKGITAYATVKSAVKISEQLSWREKWLQETIKQTSTLDYQGLLIALAFGERAWLPTDIWQTYQKTNTAHVIAI 240
NTDB id 1359 HI 0061 AAC21739.1 DRQQWYFSKGITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAI 231
consensus !*!!!!! !!!!! *!!!!!!!! * ! ! !! !!! ! !!!!!!!!!!!!!!!* ! !! !!!!!*!!!
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NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 SGLHIGLAMGIGYFFIRFIQFVLPLKWVTPTLPIFVGLLFAWFYAELAGFTIPTTRAFFALAVVTLLRFWRRFYSVWQLL 320
NTDB id 1359 HI 0061 AAC21739.1 SGLHIGLAMGIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFF 311
consensus !!!!!!!!!!!!** ! *! ! ****! !* !*!!! !! !!!!**!! !! !! ! * !!*!!* !
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NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 LLVVALLLLANPLIVLSSSFWLSVSAVSALIIWYQIFPFSLLHWRGKSLTEGPWRKCCWFFSLLHLQLGLLWLFTPVQLL 400
NTDB id 1359 HI 0061 AAC21739.1 TLVVGFLLFCDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFS....PKVRWIFSLFHLQFGLLLFFTPLQLF 387
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NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 LFQGISLTSFMANVLVVPIYSVILVPLILFAVITQGAFSSWFLANTVAKQVTILLTPLQSHWVVFSQREILCLIAILALS 480
NTDB id 1359 HI 0061 AAC21739.1 LFNGLSLSGFLANFMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGI 467
consensus !!*!*!!* !*!! * !!!!! *!!!!!!!!! !*! !! !!! *! *! !*** ! *!* ! !*! !**!
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NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 FIILIWYLYDFKKES.LKCYIKVPRFFHLNQMRLLNPSLKWKTYLLAVGISLYCFLQILYKAISQPLWRLDTLDVGQGLA 559
NTDB id 1359 HI 0061 AAC21739.1 FMLIIWNIYREPEISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLA 547
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VLYDTGASSWARGGSMAELE I ILPYLQREGI EVLEKQLVI LSHDDNDHAVGGAESTI LKAHYPNQAVEKL IMTAPSARKQNYGEKNTDYR
NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 NLIVVNGKGVLYDTGASWAGGSMAELEIIPYLQREGIELEQVILSHDDNDHVGGAETILKHYPQAKLMTASAQNYGKTDR 639
NTDB id 1359 HI 0061 AAC21739.1 TLIVKNGKGILYDTGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYR 627
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NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 TFCEAGKTWTWQHLTFKALSPTKIVKRAKNTDSCVLLISDGSHHLLLTGDADIAAEKQFVNQLSQLDVLQVGHHGSKTST 719
NTDB id 1359 HI 0061 AAC21739.1 TFCTAGRDWHWQGLHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTST 707
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logo

G
S
E
Y
E
YLLSYQTVRPDKI

VAI
L I SSGRWNPWKQFPHVYQSVMVEQRLHKRYKQSTAVEYNTAGEVLSGQI

V
R
S
L
V
L
NFFHAQDKHRI

LE IQQTARTDKFSPWYARRLVIGLSK
NTDB id 1049891 ACEVB2 RS01145 WP 374091682.1 GYELLYQTRPKIALISSGRWNPWQFPHVQVVQRLKRYQTAVYNTGELGQISLLFHAKHIEIQTARTDFSPWYRRLIGL.. 797
NTDB id 1359 HI 0061 AAC21739.1 SEYLLSQVRPDVAIISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSK 787
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