
logo MTAKRTINLLPWREDAEKLREQKRKKQEFLIATVFILSCFI LGAVAGVVL ILGCIVALTTAVFLVGLMAGWFFYYFGDQHKLDNQDQEQANQLVI ILMTSTNQGNLDVQQLKTSLDENGLQDEQQRDNA
NTDB id 313849 CDG61 RS01825 WP 087549836.1 MARINLLPWRDALREKRKKEFIAICIGAALIGVLAVVLAWFFYDQKLQDQEQANQLVISTNQNLDVQLKSLEGLQDQRNA 80
NTDB id 1055 ABD1 RS15865 WP 000201227.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGGWFYFDHKLDDQEQANQLIMSTNQNLDQQLKTLNGLQEQRDA 80
NTDB id 1011 ACIAD RS15190 WP 004923716.1 MTKINLLPWRDKLREKRKKEFLVFSILVGLLGCAAVLMGWFYFGHKLNDQEQANQLILTTNQGLDQQLKSLDGLQQQRNA 80
consensus !**!!!!!!!* !!!*!!!*!* ********!* *!***!!****!!*!!!!!!!!***!!!*!!*!!!*!*!!!*!!*!

logo I IVERMKL IQGLQAGSQRPVVTVRL IVDELVRVTPASANSMYI
LTKFDSTRLTGDKFTI EGKAESPNTVAEFLLRNLEASAPWYRNAFMNSFLA

NTDB id 313849 CDG61 RS01825 WP 087549836.1 IVERMKLIQGLQGQRPVTVRLVDELVRVTPASMYITKFDRLGDKFTIEGKAESPNTVAEFLRNLEASPWYRNAFMNSFLA 160
NTDB id 1055 ABD1 RS15865 WP 000201227.1 IIERMKLIQGLQSQRPVVVRLVDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLA 160
NTDB id 1011 ACIAD RS15190 WP 004923716.1 IVERMKLIQGLQAQRPVTVRLIDELVRVTPSNMYLTKFTRTGDKFTIEGKAESPNTVAELLRNLEASAWYRNAFMNSFLA 160
consensus !*!!!!!!!!!!*!!!!*!!!*!!!!!!!!* !!*!!!*!*!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!
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NTDB id 313849 CDG61 RS01825 WP 087549836.1 KDEDKNKTQTSVVPRVEESYGTFVVTADLDEIAAPVTSEKTADTAAVSAATTTTGSTAGAAQ 222
NTDB id 1055 ABD1 RS15865 WP 000201227.1 NEEKKDKAASSLLPRVEDHYGSFVVTVDLGEMGVTTTDDSAK.........PSTGESVGAAK 213
NTDB id 1011 ACIAD RS15190 WP 004923716.1 AEDNKDKTPSSVVPRVEAGYGSFLVSVDLGELGTSLATSD.Q.........PQTPPTAGVKP 212
consensus ** !*!* *!**!!!!* !!*!*!**!!*!** ***** **!* **!**
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X ≥ 50% conserved


