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MIDSASDEEL ILVCDWALCFKDSHQIHNFTHYNYDNFYFGEGKNGNDPFIRYEQKCVSVLKLFPVENKNATFASL IMKQFYEKEKENLSQRDKI
L IHAELKYHK

NTDB id 326172 EGY07 RS02530 WP 027374733.1 MILDLLFPNRCIHCNRMIDAELLVCDLCFDQIHFTHYNYFENNPIREKCSLLFPVENTFALIQFEKENLSRKLIHELKYK 80
NTDB id 1333 RA0C RS05105 WP 004918078.1 MFLDFFLPNRCLKCNLIISSDEIVCWACKSHINFTYNDFGGKGDFYQKVVLKFPVNKAFSLMKYEKKELSQDIIHALKYH 80
consensus ! !! !!!!**!! *! * *!! ! *!*!!* * * !* ! !!! ! !* *!! !! *!! !!!*
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LLTVNS IVPLHPKKLQRERGYNQLHLFTEKTLSEQFLQYR IPFYDSHQYL ILKRNFHYSKAPQALKDQKKL
NTDB id 326172 EGY07 RS02530 WP 027374733.1 GREKVGKILAEWTTEVVDFKNRKPDLLVSVPLHPKKLRERGYNQLHLFTETLSEFYRIPFDHQLIKRNHYSKAQALKDKK 160
NTDB id 1333 RA0C RS05105 WP 004918078.1 SMERVGKVLAHWVSENMDLSHQGIDILTNIPLHPKKQRERGYNQLHLFTKTLSQLQRIPYSHYLLKRNFYSKPQALKQKL 160
consensus !*!!!*!!*! *! *! * *!*! *!!!!!! !!!!!!!!!!!! !!! !!!* ! !*!!!*!!!*!!!! !
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NTDB id 326172 EGY07 RS02530 WP 027374733.1 HRLETVNTFSLTQPVSGQHILLIDDVFTTGNTISSIAWEILNSGNNRVSVLVMAIDV 217
NTDB id 1333 RA0C RS05105 WP 004918078.1 DREKMQNIFSVDEKIEGKHILLIDDVYTTGNTMSKAVWELLKGNGNQVSVLVLAIDE 217
consensus *! ! !!* ** ! !!!!!!!!*!!!!!*! !!*! ! !!!!!*!!!
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