
logo MKNDAYE I I LSWF ITPLTAI LGRFAEFFLYTLHAQLVFNSVVALAFMLFAYRSLKEQNFFSASALTEALLWFVGFFALFNYALKNP
NTDB id 31675 HPG27 RS00200 WP 000786680.1 MKNDAYEIILSWFITPLTAILGRFAEFFLYTLHAQLVFNSVVALAFMLFAYRSLKEQNFFSASALTEALWFVGFFALFNYALKNP 85
NTDB id 1220 C694 RS00205 WP 000786660.1 MKNDAYEIILSWFITPLTAILGRFAEFFLYTLHAQLVFNSVVALAFMLFAYRSLKEQNFFSASALTEALLFVGFFALFNYALKNP 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo MHFYEFFQNAI F IAPNMIAQSLSQSLSNFLSDNHAVLSLDF I FNHGFYALSF I SDLSHNEMSVWLFLS IVLQAGLFLSVLFAI I I LVYLE
NTDB id 31675 HPG27 RS00200 WP 000786680.1 MHFYEFFQNAIFIAPNMIAQSLSQSLSNLSNHVLSLDFIFNHGFYALSFISDLSHNEMSVWLFLSILQALFLSVLFAIIILVYLE 170
NTDB id 1220 C694 RS00205 WP 000786660.1 MHFYEFFQNAIFIAPNMIAQSLSQSLSNFSDHALSLDFIFNHGFYALSFISDLSHNEMSVWLFLSVLQGLFLSVLFAIIILVYLE 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!

logo VHVWCSLGVLFLAFGFFKTWRSVVVICLKKCFALGFYKPFLLLVGFLNVSVTKAL IDAHMQEKQDLSLLLVVALFLCCVF I IGVP
NTDB id 31675 HPG27 RS00200 WP 000786680.1 VHVWCSLGVLFLAFGFFKTWRSVVVICLKKCFALGFYKPFLLLVGFLNVSVTKALIDAHMQEKQDLSLLLVVALFLCCVFIIGVP 255
NTDB id 1220 C694 RS00205 WP 000786660.1 VHVWCSLGVLFLAFGFFKTWRSVVVICLKKCFALGFYKPFLLLVGFLNVSVTKALIDAHMQEKQDLSLLLVVALFLCCVFIIGVP 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FF INALFRVQNSLKETYKLATNLSANLSQNALNTSLQYITTPSPAPSSSVSSTSMTSEGSVSKEKETHSPTFKVETTQLDVKIPNFKQKKV
NTDB id 31675 HPG27 RS00200 WP 000786680.1 FFINALFRVQNSLKETYKLATNLSANLSQNALTSLQYITTSPAPSSVSTSTSGSVSKEKETHSPTFKVETTQLDVKIPNFKQKKV 340
NTDB id 1220 C694 RS00205 WP 000786660.1 FFINALFRVQNSLKETYKLATNLSANLSQNALNSLQYITTPPASSSVSSSMSESVSKEKETHSPTFKVETTQLDVKIPNFKQKKV 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!*!!!!*! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KKDTINTKNE I
NTDB id 31675 HPG27 RS00200 WP 000786680.1 KKDTINTKNEI 351
NTDB id 1220 C694 RS00205 WP 000786660.1 KKDTINTKNEI 351
consensus !!!!!!!!!!!
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