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NTDB id 231310 S101359 RS13855 WP 088117680.1 MVFVMFILGLIFGSFFYAAGCRIPLQISIIKPRSSCSFCRHPLSYAELIPVFSFFLQKGRCKSCAQKLSLMYPAAELWTA 80
NTDB id 103 BSU 28070 NP 390685.2 MLSILFIFGLILGSFYYTAGCRIPLHLSIIAPRSSCPFCRRTLTPAELIPILSFLFQKGKCKSCGHRISFMYPAAELVTA 80
consensus !* **!! !!! !!!*! !!!!!!!**!!! !!!!!*!!!**!**!!!!!* !! !!!*!!!!****! !!!!!!! !!
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LSGLELFPVALVLVFL I SLL IS I IVAVAVSTDIHFYML IPDNRS IVL IMFFLPFLAIAAGRLMIASPLDPASWYADGSLLSGAAAGFFLFMLAVLVI
NTDB id 231310 S101359 RS13855 WP 088117680.1 CLFTAAYLRFGLSGELFVALLLISLLSIIVASDIHYMLIPDSVLMFFLPFLIAGRMIAPLPAWYDSLSGAAAGFFMLVLI 160
NTDB id 103 BSU 28070 NP 390685.2 CLFAAAGIRFGISLELFPAVVFISLLIIVAVTDIHFMLIPNRILIFFLPFLAAARLISPLDSWYAGLLGAAAGFLFLAVI 160
consensus !!! !! *!!!*! !!!*!** !!!! !* *!!!*!!!! *!*!!!!!! !*!*! !!* !! ! !!!!!! ! *!
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LPFAPAIAAGS ILLVASYLYGDEES I ILAS
NTDB id 231310 S101359 RS13855 WP 088117680.1 AVLSKGGIGGGDIKLFAVLGVALGVKMLIAAFVLAVFIGMLYGACGTLSGKLDRKQPIPFAPAIAAGSLVSYLYGEEILA 240
NTDB id 103 BSU 28070 NP 390685.2 AAITHGGVGGGDIKLFAVIGFVLGVKMLAAAFFFSVLIGALYGAAAVLTGRLAKRQPLPFAPAIAAGSILAYLYGDSIIS 240
consensus ! ***!!*!!!!!!!!!!*! !!!!!! !!! ! !! !!!!** !*!*! **!!*!!!!!!!!!!** !!!!* !*
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NTDB id 231310 S101359 RS13855 WP 088117680.1 LYVKIAMY 248
NTDB id 103 BSU 28070 NP 390685.2 FYIKMALG 248
consensus !*!*!*
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