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T134 NP 388347.1 NC 000964:518943-519293 .....................MIVKRGDVYFADLSPVVGSEQGGV.RPVLVIQNDIGNRFSPTAIVAAITAQIQK 53
T1499 WP 000635963.1 NC 005945:241493-241843 .....................MIVKRGDVYFADLSPVVGSEQGGV.RPVLVIQNDIGNRFSPTVIVAAITAQIQK 53
T663 WP 002262989.1 NC 004350:171222-171554 ....................MVTIKQGSIIKINLDPKQGHEQKGY.RPYICLNHSIVTKYSNIGIFAPISNTK.. 52
T10069 WP 011977836.1 NC 009653:1660-1998 ..................VTTYCPARGDVILLDFNPQSGHEQAGK.RPALVVSDDLFNQVTGFAVVCPITNQI.. 54
T137 WP 010887062.1 NC 001263:417941-418294 .................MVSDYVPDAGHLVWLNFTPQAGHEQGGR.RPALVLSPAAYNGVTGLMQACPVTSRA.. 55
T1044 NP 417262.1 NC 000913:c2911091-2910756 .................MVSRYVPDMGDLIWVDFDPTKGSEQAGH.RPAVVLSPFMYNNKTGMCLCVPCTTQS.. 55
T10130 WP 000254738.1 NZ HG738867:3872690-3873025 .................MVSRYVPDMGDLIWVDFDPTKGSEQAGH.RPAVVLSPFMYNNKTGMCLCVPCTTQS.. 55
T10067 WP 006311244.1 NC 003062:929233-929592 .................MVRNQIPKRGDVYLVDLNPVVGSEIKDE.HRCVVITPREINAVG.LCLVVPVTTGGMF 56
T1049 NP 418646.1 NC 000913:4448692-4449042 .................MVKKSEFERGDIVLVGFDPASGHEQQGAGRPALVLSVQAFNQLG.MTLVAPITQGGNF 57
T1076 WP 001398199.1 NC 002134:91544-91945 MLKYQLKNENGWMHRRLVRRKSDMERGEIWLVSLDPTAGHEQQGT.RPVLIVTPAAFNRVTRLPVVVPVTSGGNF 74
T6120 WP 038230332.1 NC 014111:1549-1875 .......................MKRGDVYMVDLEPTAGHEQRGH.RPVVVISSERFNRLTSCPVILPITNGGEF 51
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T134 NP 388347.1 NC 000964:518943-519293 AK.LPTHVEIDAKRYGF.ERDSVILLEQIRTIDKQR.LTDKI....THLDDEMMDKVDEALQISLALIDF. 116
T1499 WP 000635963.1 NC 005945:241493-241843 AK.LPTHVEIDAKKYGF.ERDSVILLEQIRTIDKQR.LTDKI....THLDEVMMIRVDEALQISLGLIDF. 116
T663 WP 002262989.1 NC 004350:171222-171554 .RDYPFYVSLE....GT.ESTGKVLLDQLVTIDFNARDYRYV....EDIQEDLLDELLARVKVLFEKG... 110
T10069 WP 011977836.1 NC 009653:1660-1998 .KGYPFEVPVD....GTTKTTGVILADQVKSLDWKARAARTV....DSVSGETVTTVVDMVSKIIKA.... 112
T137 WP 010887062.1 NC 001263:417941-418294 .KGYPFEVTLP....AHLGVSGVVLADHCRSLDWRSRRAEQL....AEAPADVLAEVRGKLGSLLGMSEKA 117
T1044 NP 417262.1 NC 000913:c2911091-2910756 .KGYPFEVVLS....GQ.ERDGVALADQVKSIAWRARGATKK....GTVAPEELQLIKAKINVLIG..... 111
T10130 WP 000254738.1 NZ HG738867:3872690-3873025 .KGYPFEVVLS....GQ.ERDGVALADQVKSIAWRARGATKK....GTVAPEELQLIKAKINVLIG..... 111
T10067 WP 006311244.1 NC 003062:929233-929592 TRKAGLAVNIS....GH.KTTGVALCNQVRSMDIVARVAQKKAKYIETLDDATIDEIAGRVISMIDPA... 119
T1049 NP 418646.1 NC 000913:4448692-4449042 ARYAGFSVPLH..CEEG.DVHGVVLVNQVRMMDLHARLAKRI....GLAADEVVEEALLRLQAVVE..... 116
T1076 WP 001398199.1 NC 002134:91544-91945 ARTAGFAVSLD..GVGI.RTTGVVRCDQPRTIDMKARGGKRL....ERVPETIMNEVLGRLSTILT..... 133
T6120 WP 038230332.1 NC 014111:1549-1875 ASRLGFAVELL....GT.ITTGVVRCDQPRALDLLARNARKV....ESLPPNILADVLAKAVTIFQ..... 108
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