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NTDB id 372944 FOG18 RS10125 WP 143868432.1 MNNINLNELTLENIGQWPKPVKFGMIGLVIIIVVALGYWLIVKANFEQYETLIKEEKTLRAKFELKQHQAASLHQYRNQL 80
NTDB id 1255 GCO85 RS04845 WP 011213355.1 MDTVNLNELTLENVGQWPMPVKIGVILGISILIIGLGYWLIVKPNFEQLEIQEAQEIALKTEFEKKQHQAANLQAYRNQL 80
consensus ! *!!!!!!!!!*!!!! !!! !*! * !****!!!!!!!!*!!!! ! ! !* !! !!!!!! !* !!!!!
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NTDB id 372944 FOG18 RS10125 WP 143868432.1 KIMQEKFGNMLKRLPAKHEMPALLEDISKTGISAGLKFELFAPQEEIEHDFYVELPIKIKVVGNYHQIAVFLSRVAQMGR 160
NTDB id 1255 GCO85 RS04845 WP 011213355.1 QLMNERFGTMLKQLPAKNEMPGLLEEISKTGIASGLKFELFAPQPEVVHDFYVELPIKITIVGSYMQLARFLSRVAEMNR 160
consensus *!*!*!! !!! !!!!*!!!*!!!*!!!!!! !!!!!!!!!!*!* !!!!!!!!!!! *!! !*!*! !!!!!! ! !
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NTDB id 372944 FOG18 RS10125 WP 143868432.1 IVTMHDFVLKSASAKDKKEGSGNELVMEMTAKIYRYRAQ 199
NTDB id 1255 GCO85 RS04845 WP 011213355.1 IVTLHEFSVEGVSSGDGKTVSQDELVMAITAKIYRYRAQ 199
consensus !!!*!*! * ! ! ! ! !!!! *!!!!!!!!!!
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