
logo MNKWLKGAVI
LVF IVGGFATITVTI SL IVYHQKPKAPLNNQPNSLLNDDEVKYPLQDYTFTQNPQPTNTESSKDATIKALQEQLKA

NTDB id 114258 HPOKI828 RS07515 WP 025223377.1 MNKWLKGALVFVGGFATIVTISLIYHQKPKAPLNNQPNLLNDDEVKYPLQDYTFTQNPQPTNTESSKDATIKALQEQLKA 80
NTDB id 1218 CAA10657.1 2413..3543( ) MNKWLKGVIVFIGGFATITTISLVYHQKPKAPLNNQPSLLNDDEVKYPLQDYTFTQNPQPTNTESSKDATIKALQEQLKA 80
consensus !!!!!!! *!!*!!!!!! !!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ALKALNSKQEGMNSYSKEETFKSPSP IDPKNTNTTPPKKDFSLKQLDLLAAR ITPFKQSPKNYEENL I FPMVDNPKGIDGFTNLKE
NTDB id 114258 HPOKI828 RS07515 WP 025223377.1 ALKALNSQGMNSSKEETFKSSPIDPKTNTTPPKKDFSLKQLDLLAARITPFKQSPKNYEENLIFPMDNPKGIDGFTNLKE 160
NTDB id 1218 CAA10657.1 2413..3543( ) ALKALNSKEMNYSKEETFKSPPIDPN..TTPPKKDFSLKQLDLLAARITPFKQSPKNYEENLIFPVDNPKGIDGFTNLKE 158
consensus !!!!!!! !! !!!!!!!!*!!!! **!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!

logo KDIATNENKLLRTITADKMIPAFL ITP I SSQIAGKVIAQVESDI FAHMGKAVL IPKGSKVIGYYSNNNKMGEYRLDIVWS
NTDB id 114258 HPOKI828 RS07515 WP 025223377.1 KDIATNENKLLRTITADKMIPAFLITPISSQIAGKVIAQVESDIFAHMGKAVLIPKGSKVIGYYSNNNKMGEYRLDIVWS 240
NTDB id 1218 CAA10657.1 2413..3543( ) KDIATNENKLLRTITADKMIPAFLITPISSQIAGKVIAQVESDIFAHMGKAVLIPKGSKVIGYYSNNNKMGEYRLDIVWS 238
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo R I ITPHGINIMLTNAKGADIKGYNGLVGEL I ERNFQRYGVPLLLSTLTNGLL IG ITSALNNRGNKEGATNFFGDYLLMQL
NTDB id 114258 HPOKI828 RS07515 WP 025223377.1 RIITPHGINIMLTNAKGADIKGYNGLVGELIERNFQRYGVPLLLSTLTNGLLIGITSALNNRGNKEGATNFFGDYLLMQL 320
NTDB id 1218 CAA10657.1 2413..3543( ) RIITPHGINIMLTNAKGADIKGYNGLVGELIERNFQRYGVPLLLSTLTNGLLIGITSALNNRGNKEGATNFFGDYLLMQL 318
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

<0

logo MRQSGMGINQVVNQI LRDKSKIAP IVVIREGSRVF I SPNTDI FFP IPKRENEVIAEFSLKO
NTDB id 114258 HPOKI828 RS07515 WP 025223377.1 MRQSGMGINQVVNQILRDKSKIAPIVVIREGSRVFISPNTDIFFPIPKENEVIAESLK. 378
NTDB id 1218 CAA10657.1 2413..3543( ) MRQSGMGINQVVNQILRDKSKIAPIVVIREGSRVFISPNTDIFFPIPRENEVIAEFLK* 376
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!
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