
logo

MM
TTALAPQSNPAPADAAHASELLALL ITLRFLTPGNLGPRR I ENSLRRHFGSAERAALAHAPLLTEKLRDRVEPGLDSKRSVAAGI

MGGNAPKAAAEEGAQRAELVEN
NTDB id 391152 DAAJ005 RS18210 WP 151848337.1 MTTAAQNPDAASELLALLILRLTPNLGPRRIESLRRHFGSARAALHAPLLKLRDVPGLDSKSVAGMGNPKAAAGAQAEVE 80
NTDB id 1314 DR RS00625 WP 010886768.1 .MTLPSPAAAHAELLALLTLRFTPGLGPRRIENLRRHFGSAEAALAAPLTELRRVEGLDSRSVAAIGGAKAAEEARAELN 79
consensus * ! * ** !* !!!!!! !! !! !!!!!!! !!!!!!!! !!!*!!! !! !*!!!!*!!!**! *!!! ! !!*

logo KAAERMRGVTLLGRGLDPGYPAALEALGDPPAPVLWVLRGAEGGAELLAPEGLGSTVVPHRASVGIVGTRAASPHYALVASLTRRTIASGDELAARAGV
NTDB id 391152 DAAJ005 RS18210 WP 151848337.1 KAARMGVTLLGRGLDGYPAALEALGDPPPVLWVLGE.....LPELSVVPRAVGIVGTRAASPYAVSLTRRISGDLARAGV 155
NTDB id 1314 DR RS00625 WP 010886768.1 KAAERGVTLLGRGLPGYPAALEALGDPPAVLWVRGAGGAELLAGLGTVPHSVGIVGTRAASPHALALTRTIAGELAAAGV 159
consensus !!! !!!!!!!!!*!!!!!!!!!!!!!*!!!! ! *****!* ! !!* !!!!!!!!!!!*!* !!! ! !*!! !!!

logo

L
VIVSGLARGI

VDTAAHGTAALVEAASGEAGSGSPQSTIGVLGCSAVDNVIYPRENEHDRLAEGHRLMTVLVI
VSEYPLDGTGPAQHHFPSTRNRLVIAAL

NTDB id 391152 DAAJ005 RS18210 WP 151848337.1 VIVSGLARGIDTAAHGAAVEA.....GGQSIGVLGCAVNVIYPRENERLAEHLTLISEYPLDTGPAQHHFPTRNRLIAAL 230
NTDB id 1314 DR RS00625 WP 010886768.1 LIVSGLARGVDTAAHTAALEAASGEASSPTIGVLGSAVDVIYPRENHDLAGRMVVVSEYPLGTGPAQHHFPSRNRVIAAL 239
consensus *!!!!!!!!*!!!!! !!*!!***** **!!!!!*!! !!!!!!!* !! ** **!!!!! !!!!!!!!!*!!!*!!!!

logo SAGTVLVVEGERKSGSL ITATHALDECGRTVFAVPGRAGDPRAASGPHAL ILRDGAVLTESTAQDVLDTELGNWGLQAPAAPAP I
VPDLPP

NTDB id 391152 DAAJ005 RS18210 WP 151848337.1 SAGTLVVEGERKSGSLITATHALECGRTVFAVPGRAGDPRAAGPHALLRDGAVLTETAQDVLDELGWGQAPAAPIPDLPP 310
NTDB id 1314 DR RS00625 WP 010886768.1 SAGVLVVEGERKSGSLITATHALDCGRTVFAVPGRAGDPRASGPHALIRDGAVLTESAQDVLTELNWGLAPAPAVPDLPP 319
consensus !!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!*!!!!! !! !! !!!***!!!!!

logo EQARVLKRASLQTATPATLDDLAQATTGLPS ILPELQTALVMLQLMQGLAEYEVGGRWASRR
NTDB id 391152 DAAJ005 RS18210 WP 151848337.1 EQARVLKSLTAPATLDDLQATTGLPLPELQTALVMLQLMGLAEEVGGRWARR 362
NTDB id 1314 DR RS00625 WP 010886768.1 EQARVLRALQTPATLDDLAATTGLSIPELQTALVMLQLQGLAYEVGGRWSR. 370
consensus !!!!!!* ! !!!!!!! !!!!!**!!!!!!!!!!!! !!! !!!!!! !*
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