
logo MQYKGI
MTLLVELTL IGVLAF I ILS ILATLANFALVPKLWKQKTADDSPKTYFI LAEKEQHQRLYFLFLRNQIQARAENSSAE I

VWF ILLAINQRDNLRANTQQRWC I
LTAQ

NTDB id 1123047 EL215 RS09690 WP 126471811.1 MYKGITLLETLIVLFILSLTLAFALPKWQKADPKYFLEKEQQRLYFFLRNIQARAENSSAIWFILANQDRANQRWCITAQ 80
NTDB id 1350 HI 0938 AAC22602.1 MQKGMTLVELLIGLAIISIALNFAVPLWKTDSPKTILAKEQHRLYLFLRQIQARAENSSEVWFLLINRNLATQQWCLTAQ 80
consensus ! !!*!!*! !! ! !*!* ! !!*! ! !! ! !!!*!!! !!!*!!!!!!!!! *!!*! ! ! ! !!*!!!
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NTDB id 1123047 EL215 RS09690 WP 126471811.1 VKSDHFCDCFHPQNCPKNLYAHFYYPYFEGKTMLIGPKLYPSEVAVKFNGARNTMETNCFMLQGEEHRTLFSFFNVGSIK 160
NTDB id 1350 HI 0938 AAC22602.1 VKNNQTCDCLNPINCPKEVYAHFYYPYFPNKTMIQSHHIYPKEI.TRFDGIRNTIVTRCFILQAENERTLFLFFNVGSIR 159
consensus !! * !!! *! !!!! *!!!!!!!!!* !!!* **!! !** *! ! !!!* ! !!*!!*! *!!!! !!!!!!!*

logo
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NTDB id 1123047 EL215 RS09690 WP 126471811.1 LKSDQAASACTR 172
NTDB id 1350 HI 0938 AAC22602.1 VKTNQFDSACN. 170
consensus *!* ! !!! *
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X ≥ 50% conserved


