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NTDB id 371598 CXB71 RS13920 WP 003152643.1 MLLILFFLGLIFGSFFYTAACRIPLRISVISPRSSCSFCRLPLSWGELVPVVSYILQRGRCRNCRAKLSVMYPAAECWTA 80
NTDB id 103 BSU 28070 NP 390685.2 MLSILFIFGLILGSFYYTAGCRIPLHLSIIAPRSSCPFCRRTLTPAELIPILSFLFQKGKCKSCGHRISFMYPAAELVTA 80
consensus !! !!! !!! !!!*!!!*!!!!!**!*! !!!!!*!!! *!***!!*!**!** !*!*!* ! ***! !!!!!!* !!
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NTDB id 371598 CXB71 RS13920 WP 003152643.1 CLFTAAGIHFGFSKELLVALLFLSLLMIVTMTDLQYMLIPDKVLLFFLPLFIAGRMFSPLDSWYAGFAGAVCGFFLLVFI 160
NTDB id 103 BSU 28070 NP 390685.2 CLFAAAGIRFGISLELFPAVVFISLLIIVAVTDIHFMLIPNRILIFFLPFLAAARLISPLDSWYAGLLGAAAGFLFLAVI 160
consensus !!! !!!!*!! ! !! *!**!*!!!*!! *!!***!!!! **!*!!!! !*!* !!!!!!!!! !! *!! ! !
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NTDB id 371598 CXB71 RS13920 WP 003152643.1 MFVSKGGIGAGDVKLFGVIGLTLGVKLVLIAFFLSVMIGAVYGMCAAARGSLGKKQPFPFAPAISAGSALSYLYGDELFS 240
NTDB id 103 BSU 28070 NP 390685.2 AAITHGGVGGGDIKLFAVIGFVLGVKMLAAAFFFSVLIGALYGAAAVLTGRLAKRQPLPFAPAIAAGSILAYLYGDSIIS 240
consensus ***!!*!*!!*!!!*!!! !!!!** !!! !!*!!!*!! *! ! !*!*!! !!!!!! !!! ! !!!!! * !

logo FYIKLMALSGGA
NTDB id 371598 CXB71 RS13920 WP 003152643.1 FYIKLASGGA 250
NTDB id 103 BSU 28070 NP 390685.2 FYIKMALG.. 248
consensus !!!!*! !**
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