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NTDB id 248058 CO688 RS01830 WP 192940547.1 MKNALLSISVVTVLSACSLLWLPEHVLLHWHMTLLVFVLLLVSIIICILCGKNHWISLLIFVLSSVGILGYIHDQARQTL 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLI...FLFIFLRRNFLVSL.AFFVAS...LGYFHYSALSLS 73
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NTDB id 248058 CO688 RS01830 WP 192940547.1 LQADLIAQLPRKIETEFKIIEVLQQKNYQTFVVSAQLIPQQAKQKMFLQWHAQEKAQIGEVWKGELRLRPISSRLNMGGF 160
NTDB id 1359 HI 0061 AAC21739.1 QQAQN..ITAQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGF 151
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NTDB id 248058 CO688 RS01830 WP 192940547.1 DKQQWYFAKGITAYATVKSAVKISEQLSWREKWLQETIKQTSTLDYQGLLIALAFGERAWLPTDIWQTYQKTNTAHVIAI 240
NTDB id 1359 HI 0061 AAC21739.1 DRQQWYFSKGITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAI 231
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NTDB id 248058 CO688 RS01830 WP 192940547.1 SGLHIGLAMGIGYFFIRFIQFVLPLKWVTPTLPIFVGLLFAWFYAELAGFTIPTTRAFFALAVVTLLRLWRRFYSVWQLL 320
NTDB id 1359 HI 0061 AAC21739.1 SGLHIGLAMGIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFF 311
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NTDB id 248058 CO688 RS01830 WP 192940547.1 LLVVALLLLANPLIVLSSSFWLSVSAVSALIIWYQIFPFSLLHWRGKSLTESPWRKCCWFFSLLHLQLGLLWLFTPVQLL 400
NTDB id 1359 HI 0061 AAC21739.1 TLVVGFLLFCDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFS....PKVRWIFSLFHLQFGLLLFFTPLQLF 387
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NTDB id 248058 CO688 RS01830 WP 192940547.1 LFQGISLTSFMANVLVVPIYSVILVPLILFAVITQGAFSSWFLANTVAKQVTILLTPLQSHWVVFSQRGILCLIAILALS 480
NTDB id 1359 HI 0061 AAC21739.1 LFNGLSLSGFLANFMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGI 467
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NTDB id 248058 CO688 RS01830 WP 192940547.1 FIILIWYLYDFKKESL.KCYIKVPRFFHLHQMRQLNPSLKWKIYSLATVISLYCFLQVLYKEISQPLWRLDTLDVGQGLA 559
NTDB id 1359 HI 0061 AAC21739.1 FMLIIWNIYREPEISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLA 547
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VLYDTGASSWARGGSMAELE I ILPYLQREGIAVLEKQLVI LSHDDNDHAVGGAESTI LKAHYPNQAVEKL IMTAPSARKQHNYGEKNTDYR
NTDB id 248058 CO688 RS01830 WP 192940547.1 NLIVVNGKGVLYDTGASWAGGSMAELEIIPYLQREGIALEQVILSHDDNDHVGGAETILKHYPQAKLMTASAQHYGKTDR 639
NTDB id 1359 HI 0061 AAC21739.1 TLIVKNGKGILYDTGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYR 627
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NTDB id 248058 CO688 RS01830 WP 192940547.1 TFCEAGKTWTWQHLTFKALSPTKTVKRAKNTDSCVLLISDGSYHILLTGDADIAAEKQFVKQLSQLDVLQVGHHGSKTST 719
NTDB id 1359 HI 0061 AAC21739.1 TFCTAGRDWHWQGLHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTST 707
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NTDB id 248058 CO688 RS01830 WP 192940547.1 GYELLYQTRPKIALISSGRWNPWQFPHVQVVQRLKRYQTTVYNTGELGQISLLFHAKHIEIQTARKDFSPWYRRLIGL.. 797
NTDB id 1359 HI 0061 AAC21739.1 SEYLLSQVRPDVAIISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSK 787
consensus !! ! !! *!*!!!!!!!!! !!! !* !!*!! * ! !!* !!* * !* **!!! !! !!!!! !*!!!**

logo

E
NTDB id 248058 CO688 RS01830 WP 192940547.1 . 797
NTDB id 1359 HI 0061 AAC21739.1 E 788
consensus *

X non conserved

X similar

X ≥ 50% conserved


