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T10042 WP 012302900.1 NC 010424:c1933653-1933297 ....VEIKRGDVFLVNFNPARGSEQAG.CRPAVVVQNDVGNKYG......PTTIVIAVT..TTLKDYPFLVKLSA 62
T6252 NP 217317.1 NC 000962:c3110523-3110167 .....VMRRGEIWQVDLDPARGSEANN.QRPAVVVSNDRANATATRLGRGVITVVPVTS..NIAKVYPFQVLLSA 67
T1049 NP 418646.1 NC 000913:4448692-4449042 MVKKSEFERGDIVLVGFDPASGHEQQGAGRPALVLSVQAFNQ.L.....GMTLVAPITQGGNFARYAGFSVPLHC 69
T10067 WP 006311244.1 NC 003062:929233-929592 MVRNQIPKRGDVYLVDLNPVVGSEIKD.EHRCVVITPREINA.V.....GLCLVVPVTTGGMFTRKAGLAVNISG 68
T6120 WP 038230332.1 NC 014111:1549-1875 ......MKRGDVYMVDLEPTAGHEQRG.HRPVVVISSERFNRLT.....SCPVILPITNGGEFASRLGFAVELLG 63
T10069 WP 011977836.1 NC 009653:1660-1998 .VTTYCPARGDVILLDFNPQSGHEQAG.KRPALVVSDDLFNQVT.....GFAVVCPITNQI...KGYPFEVPVDG 65
T1044 NP 417262.1 NC 000913:c2911091-2910756 MVSRYVPDMGDLIWVDFDPTKGSEQAG.HRPAVVLSPFMYNNKT.....GMCLCVPCTTQS...KGYPFEVVLSG 66
T10130 WP 000254738.1 NZ HG738867:3872690-3873025 MVSRYVPDMGDLIWVDFDPTKGSEQAG.HRPAVVLSPFMYNNKT.....GMCLCVPCTTQS...KGYPFEVVLSG 66
T137 WP 010887062.1 NC 001263:417941-418294 MVSDYVPDAGHLVWLNFTPQAGHEQGG.RRPALVLSPAAYNGVT.....GLMQACPVTSRA...KGYPFEVTLPA 66
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X ≥ 50% conserved


