
logo ME ITL I IAALTLGFTTGLHC IGMCGP IALSLGLSRKKQVNFHLQNITYQLGR I FTYS I LG I LLGL IGEGFQLAGVQGWLTI FAGI
NTDB id 36164 G148 RS00360 WP 004916708.1 MEITLIIAALTLGFTTGLHCIGMCGPIALSLGLSRKKQVNFHLQNITYQLGRIFTYSILGILLGLIGEGFQLAGVQGWLTIFAGI 85
NTDB id 1332 RA0C RS08490 WP 004916708.1 MEITLIIAALTLGFTTGLHCIGMCGPIALSLGLSRKKQVNFHLQNITYQLGRIFTYSILGILLGLIGEGFQLAGVQGWLTIFAGI 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I L I IMALFSFGNGDFASKIPFLSKFLLKIKLNLGKLLSKTDYSSRFLTGVLNGFLPCGMVYVALAASLAAGGAIQGGLFMMLFGL
NTDB id 36164 G148 RS00360 WP 004916708.1 ILIIMALFSFGNGDFASKIPFLSKFLLKIKLNLGKLLSKTDYSSRFLTGVLNGFLPCGMVYVALAASLAAGGAIQGGLFMMLFGL 170
NTDB id 1332 RA0C RS08490 WP 004916708.1 ILIIMALFSFGNGDFASKIPFLSKFLLKIKLNLGKLLSKTDYSSRFLTGVLNGFLPCGMVYVALAASLAAGGAIQGGLFMMLFGL 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GTFPFMF ITVLLGNMLNIATRNKI LKIMPVVML I LGGLF I LRGLELGIPYLSPKKEALS I ENKMSPENKGHHSCH
NTDB id 36164 G148 RS00360 WP 004916708.1 GTFPFMFITVLLGNMLNIATRNKILKIMPVVMLILGGLFILRGLELGIPYLSPKKEALSIENKMSPENKGHHSCH 245
NTDB id 1332 RA0C RS08490 WP 004916708.1 GTFPFMFITVLLGNMLNIATRNKILKIMPVVMLILGGLFILRGLELGIPYLSPKKEALSIENKMSPENKGHHSCH 245
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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