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T93 NP 215762.1 NC 000962:c1388978-1388685 VSDDHPYHVAITATAARDLQRLPEKIAAACVEFVFG..PLLNNPHRLGKPLRNDL.EGLHSARRGDYRVVYAIDD 72
T124 NP 217382.1 NC 000962:3177822-3178085 ....VPYTVRFTTTARRDLHKLPPRILAAVVEFAFG..DLSREPLRVGKPLRREL.AGTFSARRGTYRLLYRIDD 68
T1729 WP 011110519.1 NC 004734:5442-5714 ....MAWRIEFDDKAKKDLAALDKSVAKRITAFLRERVAHLDDPRSIGEALKGSKLGDFWKYRVGDWRIIASIED 71
T10157 WP 011922754.1 NC 012924:596878-597147 ....MAYKLVLSDDALKQLKKMDRHVGMMLAKDLKKRLDGLENPRQFGKALVGDY.KGLWRYRVGNYRVICDIID 70
T6285 WP 014144656.1 NC 017586:c4216766-4216503 ...VSEYRTVFRPEAQAELRKVPRDMALRILAKLTE...LESDPLGFNTTALVSQ.PDRRRLRVGDYRVIYTIDN 68
T10191 WP 010312477.1 NZ CP039373:1669176-1669430 ....MCCSLRIKRSAAKALAELPNADRLRLVAAIDK...LCEVPAA.GSALKGEF.EGLRRLRVGRYRIVCEWQQ 66
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T93 NP 215762.1 NC 000962:c1388978-1388685 GHHRVEIIHIARRSASYRMNPCRPR 97
T124 NP 217382.1 NC 000962:3177822-3178085 EHTTVVILRVDHRADIYRR...... 87
T1729 WP 011110519.1 NC 004734:5442-5714 EALRILVVRIGNRREVYRK...... 90
T10157 WP 011922754.1 NC 012924:596878-597147 NKMVILALEIGHRKEIYKK...... 89
T6285 WP 014144656.1 NC 017586:c4216766-4216503 GELVVWVVHVGHRSTVYGA...... 87
T10191 WP 010312477.1 NZ CP039373:1669176-1669430 QELVVLVVRVGHRKEVYR....... 84
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