
logo

MKQIRKTWPLKDQAQLLKRLGEMTAGGYTLLDGLRLMELQMNTKRQAADLTDASVI
T
C
RLREGAPFYQVLKSLSFHKEAVGICY

NTDB id 1090853 ACL6ER RS11690 WP 225514213.1 MKQIRKTWPLKDQAQLLKRLGEMTAGGYTLLDGLRLMELQMTKRQAADLTDAVIRLREGAPFYQVLKSLSFHKEAVGICY 80
NTDB id 97 BSU 24720 NP 390352.1 ......................MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICY 58
consensus **********************!!!!!!!!!!!!!!!!!!! !!!!!!!!! ! *!!!!!!!!!!!!!!!!!!!!!!!!!

logo FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFL I FTVAVMFYMLQAS I I I PQFSGIYQSMNMETSRSTDMLFAFF
NTDB id 1090853 ACL6ER RS11690 WP 225514213.1 FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQAIIIPQFSGIYQSMNMETSRSTDMLFAFF 160
NTDB id 97 BSU 24720 NP 390352.1 FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFF 138
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QHIDFLVI I LLVAVLFATAGIG I
LYYWLVFKKKSPARQML IC I

VR IPLVGKNLVKRLFNSYFFSLQLSSLLKSGLS IYDSLNAFKHQT
NTDB id 1090853 ACL6ER RS11690 WP 225514213.1 QHIDFVIILVALFAAGIGLYYWLVFKKKSPARQMLICVRIPLVGNLVRLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQT 240
NTDB id 97 BSU 24720 NP 390352.1 QHIDLVIILLVLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQT 218
consensus !!!! !!!!* !! !!!!*!!!!!!!!!!!!!!!!!!*!!!!!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FLPFYRCEAEQLVI ERLKAGES I EASAICEGSLPFYETDFLSKVI SHGQLSGRLDRELFTYSQF I LQRLMEHKAQKWTGI LQPMIY
NTDB id 1090853 ACL6ER RS11690 WP 225514213.1 FLPFYRCEAEQVIERLKAGESIEAAICESPFYETDFSKVISHGQLSGRLDRELFTYSQFILQRMEHKAQKWTGILQPMIY 320
NTDB id 97 BSU 24720 NP 390352.1 FLPFYRCEAEQLIERLKAGESIESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIY 298
consensus !!!!!!!!!!!*!!!!!!!!!!! !!! !*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!

logo GFVAAMI L ILVYLSMLLVPMYQMMNQM
NTDB id 1090853 ACL6ER RS11690 WP 225514213.1 GFVAAMILIVYLSMLLPMYQMMNQM 345
NTDB id 97 BSU 24720 NP 390352.1 GFVAAMILLVYLSMLVPMYQMMNQM 323
consensus !!!!!!!!*!!!!!!*!!!!!!!!!
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