
logo MLTKCEGIVLRTNDYGETNKIVTLLTREHGKIGVMARGAKRKPSANSRLSAVSQPFLYGSFLMQKRTSGLGTLQQGEMI LSMRGT
NTDB id 1089162 ACLNGX RS12255 WP 166706133.1 MLTKCEGIVLRTNDYGETNKIVTLLTREHGKIGVMARGARKSASRLSAVSQPFLYGSFLMQRTSGLGTLQQGEMILSMRT 80
NTDB id 118 BSU 25280 NP 390406.2 MLTKCEGIVLRTNDYGETNKIVTLLTREHGKIGVMARGAKKPNSRLSAVSQPFLYGSFLMQKTSGLGTLQQGEMILSMRG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!* !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!

logo I REDLFLTAYAAFYI
VAELTVDKRGTEEKKPNPYLFEFL I LESFLKQRLNDEGTDPDVITF IVQMKMLGVMGLYPELNHCVHCKSGQDEG

NTDB id 1089162 ACLNGX RS12255 WP 166706133.1 IREDLFLTAYAAFIAELTDKGTEEKKPNPYLFELILESFKRLNDGTDPDVITFIVQMKMLGVMGLYPELNHCVHCKSGEG 160
NTDB id 118 BSU 25280 NP 390406.2 IREDLFLTAYAAYVAELVDRGTEEKKPNPYLFEFILESLKQLNEGTDPDVITFIVQMKMLGVMGLYPELNHCVHCKSQDG 160
consensus !!!!!!!!!!!!**!!! !*!!!!!!!!!!!!! !!!! ! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!

logo TFHFS IVRDNGF ICHRCFEKDPYR I
VP IKSPQMTARLLRLFYYFDI

L
G
SRLGNSVSLKEQETKANE I

LKHQVIDLYYEEYSGLYLKSKRFL
NTDB id 1089162 ACLNGX RS12255 WP 166706133.1 TFHFSIRDNGFICHRCFEKDPYRVPISPQMARLLRLFYYFDIGRLGSVSLKQETKNEIKHVIDLYYEEYSGLYLKSKRFL 240
NTDB id 118 BSU 25280 NP 390406.2 TFHFSVRDNGFICHRCFEKDPYRIPIKPQTARLLRLFYYFDLSRLGNVSLKEETKAELKQVIDLYYEEYSGLYLKSKRFL 240
consensus !!!!!*!!!!!!!!!!!!!!!!!*!! !! !!!!!!!!!!!* !!! !!!! !!! !*!*!!!!!!!!!!!!!!!!!!!!

logo DQMESMKHNLLMDGENKS
NTDB id 1089162 ACLNGX RS12255 WP 166706133.1 DQMESMKNLLDENKS 255
NTDB id 118 BSU 25280 NP 390406.2 DQMESMKHLMGENKS 255
consensus !!!!!!!*!* !!!!
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