
logo

MKKIRKVWSLKDQARLLKRLGEMTAGGYMTLLDGLRLMELQMNKRQAADLTDSTVTCLREGAPFYQVLKSLSFHKEAVGICY
NTDB id 988621 AAC934 RS12700 WP 342622981.1 MKKIRKVWSLKDQARLLKRLGEMTAGGYMLLDGLRLMELQMNKRQAADLTDTVTCLREGAPFYQVLKSLSFHKEAVGICY 80
NTDB id 97 BSU 24720 NP 390352.1 ......................MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICY 58
consensus **********************!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFL I FTVAVMFYMLQS I I I PQFSGIYQSMNMETSRSTDI
MLFAFF

NTDB id 988621 AAC934 RS12700 WP 342622981.1 FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDILFAFF 160
NTDB id 97 BSU 24720 NP 390352.1 FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFF 138
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!

logo QHIDLVI I LLVLFTAGIG IYYWLVFKKKSPARQML IC IR IPLVGKLVKLFNSYFFSLQLSSLLKSGLS IYDSLNAFKHQT
NTDB id 988621 AAC934 RS12700 WP 342622981.1 QHIDLVIILLVLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQT 240
NTDB id 97 BSU 24720 NP 390352.1 QHIDLVIILLVLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQT 218
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FLPFYRCEAEQL I ERLKAGES I EASAICGSLPFYEATDFLSKVI FSHGQLSGRLDRELFTYSQF I LQRLEHKAQKWTGI LQPMIY
NTDB id 988621 AAC934 RS12700 WP 342622981.1 FLPFYRCEAEQLIERLKAGESIEAAICGSPFYEADFSKVIFHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIY 320
NTDB id 97 BSU 24720 NP 390352.1 FLPFYRCEAEQLIERLKAGESIESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIY 298
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!! ! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GFVAAMI LLVYLSMLVPMYQMMNQM
NTDB id 988621 AAC934 RS12700 WP 342622981.1 GFVAAMILLVYLSMLVPMYQMMNQM 345
NTDB id 97 BSU 24720 NP 390352.1 GFVAAMILLVYLSMLVPMYQMMNQM 323
consensus !!!!!!!!!!!!!!!!!!!!!!!!!
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