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MMPTEQTFLDKKYLNLTKNADINPNPYQPRLRQFKNQTEKAELEELAQS IKENGL IQP I IVRKSDNI FLGYDEL IVAGERRLWKRAAKI
LAGLENKIPVI I

NTDB id 1137621 DQL21 RS09560 WP 018030410.1 .MPETFDKLNLNAINPNPYQPRRQFNQEALEELAQSIKENGLIQPIIVRKSNILGYELIAGERRWRAAKIAGLEKIPVII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
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NTDB id 1137621 DQL21 RS09560 WP 018030410.1 KTISDQDSMKQAIIENLQRDNLNPIEEAKAYQQLLDKTQMTHEELAQIMGKSRPYITNSLRLLTLPRQLQEALEKQQISQ 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! !!! !!!!!!!!!!!!! !!!!!!!!!!!*!* * *!!!***! **!!!!!!!!!!*!!! !! ** !!!! !!!

logo GHARLLLNS ILETKEQDELQDTKYWFYQKQI ILTENKQLSVHRQI ENRAHLKQSNQRTKKENPKSKQKTPSKTDI
LFLSALEQKQAEKELSQLSLGLPVQVIHSKYNKKQGHQGQLV

NTDB id 1137621 DQL21 RS09560 WP 018030410.1 GHARLLLNLTKE.EQTYWYQQIITNKLSVRQIENHLKQNRKKNPSQKPTDLFSLQQAKELSQLLGLPVQISKNKQGQGQV 238
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKE.KKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQL 239
consensus !!!!!!! * ! * ! !*! !*! !!!*!!! *!! * !! * * !*! !!!!! !!!!! !* !! *!!!*
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NTDB id 1137621 DQL21 RS09560 WP 018030410.1 KISFSSLEDFDRIINSLK 256
NTDB id 382 SMU RS09895 WP 011074697.1 KISFSSEEDFNRLMNKLN 257
consensus !!!!!! !!! !**! !
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