
logo

MKKIRKVWSLKDQARLLKRLGEMTAGGYTLLDGLRLMELQMNKRQAADLTDSTVTCLREGAPFYQVLKSLSFHKEAVGICYFAETH
NTDB id 238000 BSSX RS12165 WP 015483430.1 MKKIRKVWSLKDQARLLKRLGEMTAGGYTLLDGLRLMELQMNKRQAADLTDTVTCLREGAPFYQVLKSLSFHKEAVGICYFAETH 85
NTDB id 97 BSU 24720 NP 390352.1 ......................MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICYFAETH 63
consensus **********************!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GELPASMIQSGELLERKIAQASDQLKRVLRYPLFL I FTVAVMFYMLQS I I I PQFSGIYQSMNMETSRSTDMLFAFFQHIDLVI
L I LL

NTDB id 238000 BSSX RS12165 WP 015483430.1 GELPASMIQSGELLERKIAQSDQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFFQHIDLVLILL 170
NTDB id 97 BSU 24720 NP 390352.1 GELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFFQHIDLVIILL 148
consensus !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo

A
VLFTAGIG IYYWLVFKKKSPARQML IC I

VR IPL IVGKLVKLFNSYFFSLQLSSLLKSGLS IYDSLNAFKHQTFLPFYRCEAEQL I ER
NTDB id 238000 BSSX RS12165 WP 015483430.1 ALFTAGIGIYYWLVFKKKSPARQMLICVRIPLIGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQTFLPFYRCEAEQLIER 255
NTDB id 97 BSU 24720 NP 390352.1 VLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQTFLPFYRCEAEQLIER 233
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKAGES I EASAICGSLPFYETVDFLSKVI SHGQLSGRLDRELFTYSQF I LQRLEHKAQKWTGI LQPMIYGFVAAMI LLVYLSMLVPMYQ
NTDB id 238000 BSSX RS12165 WP 015483430.1 LKAGESIEAAICGSPFYEVDFSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIYGFVAAMILLVYLSMLVPMYQ 340
NTDB id 97 BSU 24720 NP 390352.1 LKAGESIESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIYGFVAAMILLVYLSMLVPMYQ 318
consensus !!!!!!!! !!!!!*!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MMNQM
NTDB id 238000 BSSX RS12165 WP 015483430.1 MMNQM 345
NTDB id 97 BSU 24720 NP 390352.1 MMNQM 323
consensus !!!!!
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