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NTDB id 1123045 EL215 RS09680 WP 126471809.1 ..MKKGIVTLTALILLSGLLALILLFDEQIFAFFRAQMSQRKYYVEQSLPLQKISQQQQTHICQNLSLNGAGKVKQVFFE 78
NTDB id 1352 HI 0940 AAC22604.1 MTIQKGIITLTILIFISGLLTAFLLLDDSHLSFFRAQQNQRKHYVERTLQLQKMTATKKQTACLDLPLNNNESVKQISIA 80
consensus *** !!!*!!! !! *!!!! !! !* * !!!!! !!!*!!! *!*!!!** * ! !*!! !!!*
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TLNTANQKKMPKQLVYWFI STDQSQAELVE IKNGNTV
NTDB id 1123045 EL215 RS09680 WP 126471809.1 SSGAEDKVAYSVWCKRAALFKKSPTKGINENRLRDFISSEKQADFQPHFVKVDTTLTAQKKPQVYWITQSQ..LEIKGNV 156
NTDB id 1352 HI 0940 AAC22604.1 LEGSTDAIQYFLWCERMSLFKKSPKKGDNQGALKDFVTDEKLAYFRPHFSSPPRILNANKMPKLYWFSDSQAEVEINGTV 160
consensus ! ! * ! *!! ! !!!!!! !! ! !*!!** !! ! ! !!! ** ! !*! ! *!! * !!***!! ! !

logo SAGI
VL ILAEGDNLKTLTGKGR I SGAVITGSGNSLKTLEDEGVTLVAYGKAKTVVTVAKLVQREQYSQWHQLAVDEKSWSDFLNSAVQDNEQSE

NTDB id 1123045 EL215 RS09680 WP 126471809.1 SGILLAEGNLTLTGKGRISGAVITGGSLKLEEGVTVAYGKAVVTKLVREYSQWHLVDKSWSDLSAQNQSE 226
NTDB id 1352 HI 0940 AAC22604.1 SAVLIAEGDLKLTGKGRISGAVITSGNLTL.DGVTLAYGKKTVVALVQQYSQWQLAEKSWSDFNVQDE.. 227
consensus !**!*!!! ! !!!!!!!!!!!!! ! ! !**!!!*!!!! ! !! !!!!*! *!!!!! ! **
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