
logo MNKWLKGAVI
L
I
V
F
V
I
VGGFAITITVTI

TSL IVYHQKPKAPLNNQPSTLLNDDEVKYPLQDYTFTPQNSLPQPTHNTESSKDATIKALQEHQLEKAVALKATL
NTDB id 26065 HAC RS00245 WP 011577038.1 MNKWLKGALIVVGGFITIVTTSLIYHQKPKAPLNNQPTLLNDDEVKYPLQDYTFTPSLQPTHTESSKDATIKALQHQLEVALKTL 85
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SKEETFKEPKNNSPP IDEPNQTKTPPTKKDFVSLKQLDLLAAR ITPFKQSPKNYEENL I FPMVDNPKGIDGFTNLKEKDIATNENKRL

NTDB id 26065 HAC RS00245 WP 011577038.1 NAQKMNIPKEETKEPNNPPIEPQTKPTKKDVSLKQLDLLAARITPFKQSPKNYEENLIFPMDNPKGIDGFTNLKEKDIATNENRL 170
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logo LRTITADKMIPAFL ITP I SSQIAGKVIAQVESDI FAHSMGKAVL IPKGSKVIGYYSNNNKMGEYRLDIVWSR I ITPHGINIMLTNA
NTDB id 26065 HAC RS00245 WP 011577038.1 LRTITADKMIPAFLITPISSQIAGKVIAQVESDIFASMGKAVLIPKGSKVIGYYSNNNKMGEYRLDIVWSRIITPHGINIMLTNA 255
NTDB id 1218 CAA10657.1 2413..3543( ) LRTITADKMIPAFLITPISSQIAGKVIAQVESDIFAHMGKAVLIPKGSKVIGYYSNNNKMGEYRLDIVWSRIITPHGINIMLTNA 253
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NTDB id 26065 HAC RS00245 WP 011577038.1 KGADIKGYNGLVGELIERNFQRYGVPLLLSTLTNGLLIGITSALNNKGNKEETTNFFGDYLLLQLMRQSGMGINQVVNQILRDKS 340
NTDB id 1218 CAA10657.1 2413..3543( ) KGADIKGYNGLVGELIERNFQRYGVPLLLSTLTNGLLIGITSALNNRGNKEGATNFFGDYLLMQLMRQSGMGINQVVNQILRDKS 338
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V IREGSRVF I SPNTDI FFP IPRDENEVIAEFLKO
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