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T10131 WP 014845117.1 NC 018141:c103217-102897 .............MNRGDVYWVNLDPTTGSEINKLRPCVLVGATPINQAR.....RTVVVVPLSSSATA.RPPIT 56
T911 WP 011111770.1 NC 004757:c1279714-1279373 ..........MTDFKQRDIYWIDLEPTKGAETRKLRPCVIIQSDLVNVQS.....RTVIVAPLLLQ..HKPWPFA 58
T6252 NP 217317.1 NC 000962:c3110523-3110167 ............VMRRGEIWQVDLDPARGSEANNQRPAVVVSNDRANATATRLGRGVITVVPVTSNIAK.VYPFQ 62
T655 WP 000617906.1 NC 004342:c2824569-2824228 .............MIRGEIWWVDLGIPFGSEPGFKRPVLIIQDDSFNQSNI....NTIVSIAITSNLNLSEAPGN 58
T6247 NP 216507.1 NC 000962:c2234649-2234305 ...........VVISRAEIYWADLGPPSGSQPAKRRPVLVIQSDPYNASRL....ATVIAAVITSNTALAAMPGN 60
T10042 WP 012302900.1 NC 010424:c1933653-1933297 ...........VEIKRGDVFLVNFNPARGSEQAGCRPAVVVQNDVGNKYG.....PTTIVIAVTTTLK..DYPFL 57
T6090 AFV93478.1 KC020193:296-658 ............MMRRGDVYLADLSPVQGSEQGGIRPVVIIQNDTGNKYS.....PTVIVAAITGRINKAKIPTH 58
T612 21283721 NC 003923:c2149744-2149382 ............MIRRGDVYLADLSPVQGSEQGGVRPVVIIQNDTGNKYS.....PTVIVAAITGRINKAKIPTH 58
T1073 WP 000621175.1 NC 002745:c2121534-2121172 ............MIRRGDVYLADLSPVQGSEQGGVRPVVIIQNDTGNKYS.....PTVIVAAITGRINKAKIPTH 58
T10094 WP 000621175.1 NZ JPPU01000003:101990-102352 ............MIRRGDVYLADLSPVQGSEQGGVRPVVIIQNDTGNKYS.....PTVIVAAITGRINKAKIPTH 58
T10078 WP 000621175.1 NZ JPPU01000003:101990-102352 ............MIRRGDVYLADLSPVQGSEQGGVRPVVIIQNDTGNKYS.....PTVIVAAITGRINKAKIPTH 58
T10177 WP 001829891.1 NZ LT571449:c1934521-1934159 ............MIRRGDVYLADLSPVQGSEQGGVRPVVIIQNDTGNKYS.....PTVIVAAITGRINKAKIPTH 58
T6141 WP 005686631.1 NC 017491:c2501471-2501088 .........MDVTVKRGDVFFADLSPVVGSEQGGNRPVLIIQNNVGNHYS.....PTVIVAAITSKIQKPKMPTH 61
T6135 WP 005686631.1 NC 013198:c2601977-2601594 .........MDVTVKRGDVFFADLSPVVGSEQGGNRPVLIIQNNVGNHYS.....PTVIVAAITSKIQKPKMPTH 61
T6136 WP 005686631.1 NC 013199:c2581516-2581133 .........MDVTVKRGDVFFADLSPVVGSEQGGNRPVLIIQNNVGNHYS.....PTVIVAAITSKIQKPKMPTH 61
T6140 WP 005686631.1 NC 017482:c2596947-2596564 .........MDVTVKRGDVFFADLSPVVGSEQGGNRPVLIIQNNVGNHYS.....PTVIVAAITSKIQKPKMPTH 61
T10096 WP 003421356.1 NC 013316:c3936024-3935641 MKGRLPKVSTNCEIKRGDLYYADLSPVVGSEQGGVRPVLIIQNDVGNKYS.....PTVIVSAITSQINKAKLPTH 70
T134 NP 388347.1 NC 000964:518943-519293 ...........MIVKRGDVYFADLSPVVGSEQGGVRPVLVIQNDIGNRFS.....PTAIVAAITAQIQKAKLPTH 59
T1499 WP 000635963.1 NC 005945:241493-241843 ...........MIVKRGDVYFADLSPVVGSEQGGVRPVLVIQNDIGNRFS.....PTVIVAAITAQIQKAKLPTH 59
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T10131 WP 014845117.1 NC 018141:c103217-102897 ITV.....SCLGKQVTAVCDQIRTIDKSRLKKVAGNLSDKDLNALDDGLRQVLCL............ 106
T911 WP 011111770.1 NC 004757:c1279714-1279373 VNLEPTEKNGLDKDRHINLKQLRAVDISRIGKKQGRLENRYKDPIKAALMIIFDL............ 113
T6252 NP 217317.1 NC 000962:c3110523-3110167 VLLSA.TTTGLQVDCKAQAEQIRSIATERLLRPIGRVSAAELAQLDEALKLHLDLWS.......... 118
T655 WP 000617906.1 NC 004342:c2824569-2824228 VFISK.KDSSLSKDSVINVSQIVTLDKERFLNKAGKLKSNKLGEVEIGLKLVTGLD........... 113
T6247 NP 216507.1 NC 000962:c2234649-2234305 VFLPA.TTTRLPRDSVVNVTAIVTLNKTDLTDRVGEVPASLMHEVDRGLRRVLDL............ 114
T10042 WP 012302900.1 NC 010424:c1933653-1933297 VKLSA.GEGGLEKDSTANAAQVLTVDKLRLVRKLGNLTSEKMREINRALAVSLGLTLGETQD..... 118
T6090 AFV93478.1 KC020193:296-658 VEIEK.SKYKLDKDSVILLEQIRTLDKNRLKEKLTYLSESKMKEVNVAIDISLGLHNVRNSKS.... 120
T612 21283721 NC 003923:c2149744-2149382 VEIEK.KKYKLDKDSVILLEQIRTLDKKRLKEKLTYLSDDKMKEVDNALMISLGLNAVAHQKN.... 120
T1073 WP 000621175.1 NC 002745:c2121534-2121172 VEIEK.KKYKLDKDSVILLEQIRTLDKKRLKEKLTYLSDDKMKEVDNALMISLGLNAVAHQKN.... 120
T10094 WP 000621175.1 NZ JPPU01000003:101990-102352 VEIEK.KKYKLDKDSVILLEQIRTLDKKRLKEKLTYLSDDKMKEVDNALMISLGLNAVAHQKN.... 120
T10078 WP 000621175.1 NZ JPPU01000003:101990-102352 VEIEK.KKYKLDKDSVILLEQIRTLDKKRLKEKLTYLSDDKMKEVDNALMISLGLNAVAHQKN.... 120
T10177 WP 001829891.1 NZ LT571449:c1934521-1934159 VEIEK.KKYKLDKDSVILLEQIRTLDKKRLKEKLTFLSESKMIEVDNALDISLGLNNFDHHKS.... 120
T6141 WP 005686631.1 NC 017491:c2501471-2501088 VGLRA.KQDGVERNSVILLEQIRTIDKQRLQARVTALSSAKMAAVDRALAISVGLVSLPKPKTYNKN 127
T6135 WP 005686631.1 NC 013198:c2601977-2601594 VGLRA.KQDGVERNSVILLEQIRTIDKQRLQARVTALSSAKMAAVDRALAISVGLVSLPKPKTYNKN 127
T6136 WP 005686631.1 NC 013199:c2581516-2581133 VGLRA.KQDGVERNSVILLEQIRTIDKQRLQARVTALSSAKMAAVDRALAISVGLVSLPKPKTYNKN 127
T6140 WP 005686631.1 NC 017482:c2596947-2596564 VGLRA.KQDGVERNSVILLEQIRTIDKQRLQARVTALSSAKMAAVDRALAISVGLVSLPKPKTYNKN 127
T10096 WP 003421356.1 NC 013316:c3936024-3935641 VEISS.NEYGLNKDSVILLEQIRTIDKKRLREKIGCLDENMMIKVDDGLQISLGLFTF......... 127
T134 NP 388347.1 NC 000964:518943-519293 VEIDA.KRYGFERDSVILLEQIRTIDKQRLTDKITHLDDEMMDKVDEALQISLALIDF......... 116
T1499 WP 000635963.1 NC 005945:241493-241843 VEIDA.KKYGFERDSVILLEQIRTIDKQRLTDKITHLDEVMMIRVDEALQISLGLIDF......... 116
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