
logo

MKQIRKTWPLKDQALLLKRLGEMMTAGGYTLLMDGLRLMEKLQLMNKRQAAADLATDASVTCRLREGAPFYQVLKSLSFHKEAI
VGICY

NTDB id 320870 D9779 RS13090 WP 121642897.1 MKQIRKTWPLKDQALLLKRLGEMMAGGYTLMDGLRLMKLQLNKRQAAALADAVTRLREGAPFYQVLKSLSFHKEAIGICY 80
NTDB id 97 BSU 24720 NP 390352.1 ......................MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICY 58
consensus **********************! !!!!!!*!!!!!! !!*!!!!!! ! ! !!*!!!!!!!!!!!!!!!!!!!!*!!!!

logo FAEVTHGELPASASMIQSGELLERKI
LAQADEQLKRVLRYPLFL I FTVAVMFYMLQS I I I PQFSDGIYQSMNMEKTSRFSTDMLFAFF

NTDB id 320870 D9779 RS13090 WP 121642897.1 FAVTHGELPSAMIQSGELLERKLAQADELKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSDIYQSMNMKTSRFTDMLFAFF 160
NTDB id 97 BSU 24720 NP 390352.1 FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFF 138
consensus !! !!!!!! !!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!! !!!!!!!!

logo QHIDLMVI
V I LLTAVFLFATAGIG I

LYYWLVVFKKKPSPARQML IC I
VR IPFLVGKNL IVKRLFNSYFFSLQLSSLLKQSGLS IYDSLNAFKHQQT

NTDB id 320870 D9779 RS13090 WP 121642897.1 QHIDLMVILTAFFAAGIGLYYWVVFKKKPPARQMLICVRIPFVGNLIRLFNSYFFSLQLSSLLQSGLSIYDSLNAFKQQT 240
NTDB id 97 BSU 24720 NP 390352.1 QHIDLVIILLVLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQT 218
consensus !!!!!**!! ! !!!!*!!!*!!!!!*!!!!!!!!*!!! !! !**!!!!!!!!!!!!!!! !!!!!!!!!!!!!*!!

logo FLPFYRCEAEQLVI ERLKAGES I EASAICDGSLPFYEKTDFLSKVI SHGQLSGRLDRELFTYSQF I LQRLEHKAQKWTGI LQPMVIY
NTDB id 320870 D9779 RS13090 WP 121642897.1 FLPFYRCEAEQVIERLKAGESIEAAICDSPFYEKDFSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPVIY 320
NTDB id 97 BSU 24720 NP 390352.1 FLPFYRCEAEQLIERLKAGESIESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIY 298
consensus !!!!!!!!!!!*!!!!!!!!!!! !!! !*!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo GFVAAMI LFLVYLSMLLVPMYQMMNQI
M

NTDB id 320870 D9779 RS13090 WP 121642897.1 GFVAAMILFVYLSMLLPMYQMMNQI 345
NTDB id 97 BSU 24720 NP 390352.1 GFVAAMILLVYLSMLVPMYQMMNQM 323
consensus !!!!!!!! !!!!!!*!!!!!!!!*
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