
logo MKRKTEKKQGTFDKLANTLKGVKTPKKRKI SRVGRSEYLKKI FERKTEDIHKDE I LEFYEPYIDETPEVS IDLDDLLFEKKEFGA
NTDB id 23228 MMP RS00245 WP 011169983.1 MKRKTEKKQGTFDKLANTLKGVKTPKKRKISRVGRSEYLKKIFERKTEDIHKDEILEFYEPYIDETPEVSIDLDDLLFEKKEFGA 85
NTDB id 58 MMJJ RS05240 WP 013998533.1 MKRKTEKKQGTFDKLANTLKGVKTPKKRKISRVGRSEYLKKIFERKTEDIHKDEILEFYEPYIDETPEVSIDLDDLLFEKKEFGA 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGGYSRSFSYWVTNTSFLPSKRDYQYAGIVDERVYFLKMMIAAITTVVLF I IYGVLTGDVFSGVSNGVLLAVI IMVVGS I FYPKLK
NTDB id 23228 MMP RS00245 WP 011169983.1 LGGYSRSFSYWVTNTSFLPSKRDYQYAGIVDERVYFLKMMIAAITTVVLFIIYGVLTGDVFSGVSNGVLLAVIMVVGSIFYPKLK 170
NTDB id 58 MMJJ RS05240 WP 013998533.1 LGGYSRSFSYWVTNTSFLPSKRDYQYAGIVDERVYFLKMMIAAITTVVLFIIYGVLTGDVFSGVSNGVLLAVIIVVGSIFYPKLK 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!

logo LTLFRGE IKIQVLMS I LHL I SMLNSGASVQESLKNIANNPEYGITSFEFRS I IKDINQGGYNFVEALERAKMRTKIHIMRQLYDQ
NTDB id 23228 MMP RS00245 WP 011169983.1 LTLFRGEIKIQVLMSILHLISMLNSGASVQESLKNIANNPEYGITSFEFRSIIKDINQGGYNFVEALERAKMRTKIHIMRQLYDQ 255
NTDB id 58 MMJJ RS05240 WP 013998533.1 LTLFRGEIKIQVLMSILHLISMLNSGASVQESLKNIANNPEYGITSFEFRSIIKDINQGGYNFVEALERAKMRTKIHIMRQLYDQ 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo L I LAANKGGTQLLLENLYNE IVRESMSKIDSSKFQI SNLGNL I FG IGL I IPFSGMIQSALGAQQGFDGI INAIDLVMGKIGLMST
NTDB id 23228 MMP RS00245 WP 011169983.1 LILAANKGGTQLLLENLYNEIVRESMSKIDSSKFQISNLGNLIFGIGLIIPFSGMIQSALGAQQGFDGIINAIDLVMGKIGLMST 340
NTDB id 58 MMJJ RS05240 WP 013998533.1 LILAANKGGTQLLLENLYNEIVRESMSKIDSSKFQISNLGNLIFGIGLIIPFSGMIQSALGAQQGFDGIINAIDLVMGKIGLMST 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I I FT I F IKMKI E
NTDB id 23228 MMP RS00245 WP 011169983.1 IIFTIFIKMKIE 352
NTDB id 58 MMJJ RS05240 WP 013998533.1 IIFTIFIKMKIE 352
consensus !!!!!!!!!!!!
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