
logo

MKKIRKTWPLKDQALLLKRLGEMTAGSGYTLLDGLRLMELQMNKRQASADLTDSTVTCRLREGAPFYQVLKRSLSFHKEAVGICY
NTDB id 108231 AACH71 RS00515 WP 136654212.1 MKKIRKTWPLKDQALLLKRLGEMTASGYTLLDGLRLMELQMNKRQSADLTDTVTRLREGAPFYQVLKRLSFHKEAVGICY 80
NTDB id 97 BSU 24720 NP 390352.1 ......................MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICY 58
consensus **********************!!! !!!!!!!!!!!!!!!!!!! !!!!!*!!*!!!!!!!!!!!! !!!!!!!!!!!!

logo FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFL I FTVAVMFYMLQS I I I PQFSGIYQSMNMETSRSTDMLFAFF
NTDB id 108231 AACH71 RS00515 WP 136654212.1 FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFF 160
NTDB id 97 BSU 24720 NP 390352.1 FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFF 138
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QHIDLVI I LL IVLFSTAGIG IYYGWFLVFKKKSPARQMLFIC I
VR IPFLVGKLVKRLFNSYFFSLQLSSLLKSGLS IYDSLHNAFKHQT

NTDB id 108231 AACH71 RS00515 WP 136654212.1 QHIDLVIILLILFSAGIGIYYGFVFKKKSPARQMLFCVRIPFVGKLVRLFNSYFFSLQLSSLLKSGLSIYDSLHAFKHQT 240
NTDB id 97 BSU 24720 NP 390352.1 QHIDLVIILLVLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQT 218
consensus !!!!!!!!!!*!!*!!!!!!! !!!!!!!!!!!! !*!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!

logo FLPFYRCEAEHQLVI ERLKAGES I EASAICGSLPFFYETDFLSKVI SHGQLSGRLDRELFTYSQF I LQRLEHKAQKWTGI LQPMIY
NTDB id 108231 AACH71 RS00515 WP 136654212.1 FLPFYRCEAEHVIERLKAGESIEAAICGSPFFETDFSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIY 320
NTDB id 97 BSU 24720 NP 390352.1 FLPFYRCEAEQLIERLKAGESIESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIY 298
consensus !!!!!!!!!!**!!!!!!!!!!! !!!!!*!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GFVAAMI LLVYLSMLLVPMYQMMNQM
NTDB id 108231 AACH71 RS00515 WP 136654212.1 GFVAAMILLVYLSMLLPMYQMMNQM 345
NTDB id 97 BSU 24720 NP 390352.1 GFVAAMILLVYLSMLVPMYQMMNQM 323
consensus !!!!!!!!!!!!!!!*!!!!!!!!!
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