
logo

MKQIRKTWPLKDQAQLLKRLGEMTAEGGYTLLDGI
LRLMELQMNKRQAADLTDAS IVTCRLREGAPFYQVLKGSLSFHKEAVGICYFAETH

NTDB id 42595 GYO RS34610 WP 014114401.1 MKQIRKTWPLKDQAQLLKRLGEMTEGGYTLLDGIRLMELQMNKRQAADLTDAITRLREGAPFYQVLKGLSFHKEAVGICYFAETH 85
NTDB id 97 BSU 24720 NP 390352.1 ......................MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICYFAETH 63
consensus **********************!! !!!!!!!!*!!!!!!!!!!!!!!!!! *!*!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo GELPASMIQSGELLERKIAQADQLKRVLRYPLFL I FTVAVMFYMLQAS I I I PQFSGIYQSMNMETSTRSTDMLFAFFQHIDLVI I LL
NTDB id 42595 GYO RS34610 WP 014114401.1 GELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQAIIIPQFSGIYQSMNMETTRSTDMLFAFFQHIDLVIILL 170
NTDB id 97 BSU 24720 NP 390352.1 GELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFFQHIDLVIILL 148
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo

A
VLFATAGGIG I

LYYWLVFKKKSPARQML IC I
VR IPLVGKNLVKRLFNSYFFSLQLSSLLKQSGLS IYDSLNAFKHQTFLPFYRCEAEQLVI ER

NTDB id 42595 GYO RS34610 WP 014114401.1 ALFAGGIGLYYWLVFKKKSPARQMLICVRIPLVGNLVRLFNSYFFSLQLSSLLQSGLSIYDSLNAFKHQTFLPFYRCEAEQVIER 255
NTDB id 97 BSU 24720 NP 390352.1 VLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQTFLPFYRCEAEQLIER 233
consensus !! *!!!*!!!!!!!!!!!!!!!!!!*!!!!!! !!*!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo LKAGES I ESTAICEGSLPFYETDFLSKVI SHGQLSGRLDRELFTYSQF I LQRLEHKAQKWTGI LQPMIYGFVAAMI L ILVYLSMLLVPMYQ
NTDB id 42595 GYO RS34610 WP 014114401.1 LKAGESIETAICESPFYETDFSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIYGFVAAMILIVYLSMLLPMYQ 340
NTDB id 97 BSU 24720 NP 390352.1 LKAGESIESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIYGFVAAMILLVYLSMLVPMYQ 318
consensus !!!!!!!!*!!! !*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!!!!

logo MMNQM
NTDB id 42595 GYO RS34610 WP 014114401.1 MMNQM 345
NTDB id 97 BSU 24720 NP 390352.1 MMNQM 323
consensus !!!!!
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