
logo MNKWI
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LVF IGGFATI ITTI SL IVYHQKPKAPLNNQPNSLLNDDEVKYPLQDYTFTQNPQPTNI
TESSKDATIKALQEQLKAALKAL

NTDB id 47112 KHP RS06585 WP 001045729.1 MNKWIKGALVFIGGFATIITISLIYHQKPKAPLNNQPNLLNDDEVKYPLQDYTFTQNPQPTNIESSKDATIKALQEQLKAALKAL 85
NTDB id 1218 CAA10657.1 2413..3543( ) MNKWLKGVIVFIGGFATITTISLVYHQKPKAPLNNQPSLLNDDEVKYPLQDYTFTQNPQPTNTESSKDATIKALQEQLKAALKAL 85
consensus !!!!*!! *!!!!!!!!! !!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo NSKEMNSYSKEETFKTSPP IDLKAPNTTPPKKDFSLKQLDLLAASR ITPFKQNSPKNYEENL I FPTVDNPKGIDGFTNLKEKDIATNENKL
NTDB id 47112 KHP RS06585 WP 001045729.1 NSKEMNSSKEETFTSPPIDLKANTTPPKKDFSLKQLDLLASRITPFKQNPKNYEENLIFPTDNPKGIDGFTNLKEKDIATNENKL 170
NTDB id 1218 CAA10657.1 2413..3543( ) NSKEMNYSKEETFKSPPID..PNTTPPKKDFSLKQLDLLAARITPFKQSPKNYEENLIFPVDNPKGIDGFTNLKEKDIATNENKL 168
consensus !!!!!! !!!!!! !!!!!***!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo LRTITADKMIPAFL ITP I SSQIAGKVIAQVESDI FAHMGKAVL IPKGSKVIGYYSNNNKMGEYRLDIVWSR I ITPHGINIMLTNA
NTDB id 47112 KHP RS06585 WP 001045729.1 LRTITADKMIPAFLITPISSQIAGKVIAQVESDIFAHMGKAVLIPKGSKVIGYYSNNNKMGEYRLDIVWSRIITPHGINIMLTNA 255
NTDB id 1218 CAA10657.1 2413..3543( ) LRTITADKMIPAFLITPISSQIAGKVIAQVESDIFAHMGKAVLIPKGSKVIGYYSNNNKMGEYRLDIVWSRIITPHGINIMLTNA 253
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KGADIKGYNGLVGEL I ERNFQRYGVPLLLSTLTNGLL IG ITSALNNRGNKEGAVTNFFGDYLLMQLMRQSGMGINQVVNQI LRDKS
NTDB id 47112 KHP RS06585 WP 001045729.1 KGADIKGYNGLVGELIERNFQRYGVPLLLSTLTNGLLIGITSALNNRGNKEGVTNFFGDYLLMQLMRQSGMGINQVVNQILRDKS 340
NTDB id 1218 CAA10657.1 2413..3543( ) KGADIKGYNGLVGELIERNFQRYGVPLLLSTLTNGLLIGITSALNNRGNKEGATNFFGDYLLMQLMRQSGMGINQVVNQILRDKS 338
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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logo KIAP IVVIREGSRVF I SPNTDI FFP IPRENE I
V IAEFLKO

NTDB id 47112 KHP RS06585 WP 001045729.1 KIAPIVVIREGSRVFISPNTDIFFPIPRENEIIAEFLK. 378
NTDB id 1218 CAA10657.1 2413..3543( ) KIAPIVVIREGSRVFISPNTDIFFPIPRENEVIAEFLK* 376
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