
logo

MKKIRKVWSLKDQARLLKRLGEMTAGGYTLLDGLRLMELQMNKRQAADLTDGSVTCLREGAPFYQVLKSLSFHKEAVGICYFAETH
NTDB id 45498 BSNT RS12770 WP 031600685.1 MKKIRKVWSLKDQARLLKRLGEMTAGGYTLLDGLRLMELQMNKRQAADLTGSVTCLREGAPFYQVLKSLSFHKEAVGICYFAETH 85
NTDB id 97 BSU 24720 NP 390352.1 ......................MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICYFAETH 63
consensus **********************!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GELPASMIQSGELLERKIAQADQLKRSVLRYPLFL I FTVAVMFYMLQS I I I PQFSGIYQSMNMETSRSTDMLFAFFQHIDLVI I LL
NTDB id 45498 BSNT RS12770 WP 031600685.1 GELPASMIQSGELLERKIAQADQLKSVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFFQHIDLVIILL 170
NTDB id 97 BSU 24720 NP 390352.1 GELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFFQHIDLVIILL 148
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VLFTAGIG IYYWLVFKKKSPARQML IC IR IPLVGKLVKLFNSYFFSLQLSSLLKSGLS IYDSLNAFKHQTFLPFYRCEAEQL I ER
NTDB id 45498 BSNT RS12770 WP 031600685.1 VLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQTFLPFYRCEAEQLIER 255
NTDB id 97 BSU 24720 NP 390352.1 VLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQTFLPFYRCEAEQLIER 233
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKAGES I ESAICGSLPFYETDLSKVI SHGQLSGRLDRELFTYSQF I LQRLEHKAQKWTGI LQPMIYGFVAAMI LLVYLSMLVPMYQ
NTDB id 45498 BSNT RS12770 WP 031600685.1 LKAGESIESAICGSPFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIYGFVAAMILLVYLSMLVPMYQ 340
NTDB id 97 BSU 24720 NP 390352.1 LKAGESIESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIYGFVAAMILLVYLSMLVPMYQ 318
consensus !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MMNQM
NTDB id 45498 BSNT RS12770 WP 031600685.1 MMNQM 345
NTDB id 97 BSU 24720 NP 390352.1 MMNQM 323
consensus !!!!!
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