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NTDB id 1154736 OGY80 RS00335 WP 263335791.1 .MYQTQKGFTLIELLIVITIAAVMAVIALPNMNQWIASRRAASQAEQIANLLRFARNEAVRLNLPVYICPVKIKSDGSPN 79
NTDB id 1136 NGFG RS02420 WP 003687912.1 MCTRKQQGFTLTELLIVMAIAAIMATIALPNMSGWIASRRIASHAEQVANLLRFSRGEAVRLNLPVYICPVQVKKDGAPN 80
consensus ** ! !!!! !!!!!* !!!*!! !!!!!! !!!!!! !!*!!!*!!!!!! ! !!!!!!!!!!!!!! *! !! !!

logo NGRCDFSKSKYAKGNRGMLAFYAGDKNEGDNKLARYDQNDTVDLVFS ILRS IV I
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NTDB id 1154736 OGY80 RS00335 WP 263335791.1 NGCDSKYAGNGMLAYADKNEDLRYQNDTVDLSIRSIILNGNT.DKVEYSFNYIPIGTERPALSASASKEVWWRFLPNGTF 158
NTDB id 1136 NGFG RS02420 WP 003687912.1 NRCDFSKKGRGMLAFGDKNGNKAYDNDTVDVFLRSVVLNDTDDSRINYAFNHIAFGSSQPT.....ADRVVWTFNQNGTF 155
consensus ! !! ! !!!!**!!! ! !!!!!* *!!**!! * ** ! !!*!* !* ! ***** ! ! ! *!!!!

logo GHYLSPTDQNLKDGNKSKNFYQVFYSDGHYIKQI SVLTDAKRSAAVDSADAEDTKKAFRASATVLVL INGSNSGHRVE I
VCARKNDETRAKMVCEKHYSSKE

NTDB id 1154736 OGY80 RS00335 WP 263335791.1 GHST.....DGKNYQFSDGHIKISLTDKSAADAETKKARATVLLINGNGHVEICAKNDERKMCEYSSKE 222
NTDB id 1136 NGFG RS02420 WP 003687912.1 GYLPDQNLKDNSKFVYSDGYIQIVLTDARAVSDADKKFRSAVVLINSSGRVEVCRKNDTRAVCKH.... 220
consensus !* ******! * *!!!*! ! !!! ! !! ! !*!!! !*!!*! !!! ! *! *****
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