
logo

MKKIRKTWPLKDQARLLKRLGEMTAGSGYTLLDGLRLMELQMNKRQASADLTDSTVTCRLREGAPFYQVLKRSLSFHKEAVGICYFAETH
NTDB id 50618 MY9 RS12445 WP 014664594.1 MKKIRKTWPLKDQARLLKRLGEMTASGYTLLDGLRLMELQMNKRQSADLTDTVTRLREGAPFYQVLKRLSFHKEAVGICYFAETH 85
NTDB id 97 BSU 24720 NP 390352.1 ......................MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICYFAETH 63
consensus **********************!!! !!!!!!!!!!!!!!!!!!! !!!!!*!!*!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo GELPASMIQSGELLERKIAQADQLKRVLRYPLFL I FTVAVMFYMLQS I I I PQFSGIYQSMNMETSRSTDMLFAFFQHIDLVI I LL
NTDB id 50618 MY9 RS12445 WP 014664594.1 GELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFFQHIDLVIILL 170
NTDB id 97 BSU 24720 NP 390352.1 GELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFFQHIDLVIILL 148
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

I
VLFSTAGIG IYYWFLVFKKKSPARKQML IC I

VR IPFLVGKLVKRLFNSYFFSLQLSSLLKSGLS IYDSLHNAFKHQTFLPFYRCEAEHQLVI ER
NTDB id 50618 MY9 RS12445 WP 014664594.1 ILFSAGIGIYYWFVFKKKSPARKMLICVRIPFVGKLVRLFNSYFFSLQLSSLLKSGLSIYDSLHAFKHQTFLPFYRCEAEHVIER 255
NTDB id 97 BSU 24720 NP 390352.1 VLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQTFLPFYRCEAEQLIER 233
consensus *!!*!!!!!!!! !!!!!!!!! !!!!*!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!**!!!

logo LKAGES I EASAICGSLPFFYETDFLSKVI SHGQLSGRLDRELFTYSQF I LQRLEHKAQKWTGI LQPMIYGFVAAMI LLVYLSMLLVPMYQ
NTDB id 50618 MY9 RS12445 WP 014664594.1 LKAGESIEAAICGSPFFETDFSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIYGFVAAMILLVYLSMLLPMYQ 340
NTDB id 97 BSU 24720 NP 390352.1 LKAGESIESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIYGFVAAMILLVYLSMLVPMYQ 318
consensus !!!!!!!! !!!!!*!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!

logo MMNQM
NTDB id 50618 MY9 RS12445 WP 014664594.1 MMNQM 345
NTDB id 97 BSU 24720 NP 390352.1 MMNQM 323
consensus !!!!!
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