
logo MKE I IVEKLQNI
SFNEDLSQLLYSF IDSKE I

TFSFAESTI LHYVVFGGENLDEVATKRLGAGI E I L I LSSDIMDDLEDEDNHHQALWM
NTDB id 1033224 AB8O67 RS16970 WP 326140023.1 MKEIIKLNSFNEDLSQLLYSFIDSKEIFSFAESTILHYVVFGGENLEVATKLGAGIEILILSSDIMDDLEDEDNHQALWM 80
NTDB id 93 BSU 31710 NP 391049.2 MKEIVEQNIFNEDLSQLLYSFIDSKETFSFAESTILHYVVFGGENLDVATRLGAGIEILILSSDIMDDLEDEDNHHALWM 80
consensus !!!!* ! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!

logo KI
MNRSESLNAALFSLYTI

VGLTS IHYSLMDNI
NNPL I FKYVLKYVKNDEAMQGQHDDITNKSKTEDECSLEVIRLKCGSL IALANVATGV

NTDB id 1033224 AB8O67 RS16970 WP 326140023.1 KMNRSESLNAALFLYTIGLTSIHSMDINPLIFKYVLKYVKDAMQGQHDDITNKSKTEDECLEVIRLKCGSLIALANVTGV 160
NTDB id 93 BSU 31710 NP 391049.2 KINRSESLNAALSLYTVGLTSIYSLNNNPLIFKYVLKYVNEAMQGQHDDITNKSKTEDESLEVIRLKCGSLIALANVAGV 160
consensus !*!!!!!!!!!! !!!*!!!!!*!* !!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!! !!

logo

I
LLATGEYNE I

TVERYSYYKGIAIAQI SGDYHYVLFLSGRNRSDI EKNKHQTL IYLYLKRLVFNDEASEKDELLYLFI SHNKDLYHYKASLLDNKDE
NTDB id 1033224 AB8O67 RS16970 WP 326140023.1 ILATGEYNEIVERYSYYKGIAAQISGDYHVLFSRNRSDIEKNKQTLIYLYLKRVFNEASKELLYLFSNKDLYHKALLNKD 240
NTDB id 93 BSU 31710 NP 391049.2 LLATGEYNETVERYSYYKGIIAQISGDYYVLLSGNRSDIEKNKHTLIYLYLKRLFNDASEDLLYLISHKDLYYKSLLDKE 240
consensus *!!!!!!!! !!!!!!!!!! !!!!!!!*!! ! !!!!!!!!!*!!!!!!!!!*!!*!! *!!!! !*!!!!*! !! !*

logo KFAQEKKL IKAGVTQYI
VSVLLEQIYKQKCFI SA I EQLNLDYKEKKDEL ILKEKCHLLNSYKTKGDETNRCDAKRTPN

NTDB id 1033224 AB8O67 RS16970 WP 326140023.1 KFAKKLIKAGVTQYVSVLLQIYKQKCFSAIEQLNLYKEKKDLLKKHLLNYKKGDENDARPN 301
NTDB id 93 BSU 31710 NP 391049.2 KFQEKLIKAGVTQYISVLLEIYKQKCISAIEQLNLDKEKKELIKECLLSYTKGDTRCKT.. 299
consensus !! !!!!!!!!!!*!!!! !!!!!! !!!!!!!! !!!!*!*! !! ! !!! * **

X non conserved

X similar

X ≥ 50% conserved


