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T178 WP 000229317.1 NC 002506:425872-426174 ............MVEIIWTELALSDLNDIAEYIALENVVAAKQLVQTVFTKVERLADFPESGRVPPELEHLNYREVVVS. 67
T172 Protein 396 NC 002506:387942-388193 .............MKVVWSPLALQKLGDAAEFIALDNPSAAEKWVNEVFDKTELLGSMPEMGRMVPEMPHTNYREIIFG. 66
T10119 WP 001384452.1 NC 025198:2664-2942 .............MEIFWTMLASQDRKRIREYIAEQNLMAAIELDERIGYSASSLAGQPYKGRN.GR..VEGTRELVIHP 64
T6134 WP 013496751.1 NC 014832:2712-3011 ............MKQLVIAEPAGRDLEEIVDYIAVNNPVAAEKVYWEIVRAAEKLSDFPALGRP.GR..HPETRELSIAD 65
T6097 WP 010967243.1 NC 003037:258530-258823 .............MRLVWARYALDDRDTIFSYIERENPRAAVHVDEEIVSAVRRLLDFPESGRP.GR..IAGTRELVIPR 64
T229 WP 012640512.1 NC 002696:c2719292-2718990 MGDARRKARARDVAQVVWTWRALADLTAIRDYIGQFSPLAAQRMALRLKTAADSLAEYPERG..RLA..TATLRELVVVP 76
T1006 NP 309094.1 NC 002695:c1167743-1167456 ............MLPILWLPSARDDLRQIITYIAKENPPAARRLKIRIETSVLPLSEHPYLYPPSER..VSGLREIVTHP 66
T1008 NP 310308.1 NC 002695:2249244-2249522 ............MLPVLWLESADTDLDDITSYIARFDIDAAERLWQRLRGCVLPLSEHPYLYPPSDR..VPGLREIVAHP 66
T10141 WP 003348565.1 NC 019292:2105-2398 ............MLPIFWLESADNDLAAIIEYIGSRDIAAAERLWQRLRGIVLPLSEHPYLYAISDR..VPGMREIVAHP 66
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T178 WP 000229317.1 NC 002506:425872-426174 .PCRVFYKYDD..AKVRILFVMRAERDLRRLMLTKQ 100
T172 Protein 396 NC 002506:387942-388193 .HYRIIYSLSH..EIRVLTLR............... 84
T10119 WP 001384452.1 NC 025198:2664-2942 .HFVLVYEVDSQWGKVYILRVLHTAQKWP....... 92
T6134 WP 013496751.1 NC 014832:2712-3011 LPYLLVYEVRP..EEVTILAVFHTSRDLAKVLHDRI 99
T6097 WP 010967243.1 NC 003037:258530-258823 TPYIAAYMVME..DRIRILRVLHGAQKWPSELDDG. 97
T229 WP 012640512.1 NC 002696:c2719292-2718990 .PYVIRYYVAD..GLVHIVRIRHAARL......... 100
T1006 NP 309094.1 NC 002695:c1167743-1167456 .NYIILYRVAA..SSIEIVSVTHSRRQFPFSI.... 95
T1008 NP 310308.1 NC 002695:2249244-2249522 .NYIILYRVTT..SSVEVVNVIHARRQFP....... 92
T10141 WP 003348565.1 NC 019292:2105-2398 .NYLVFYRVTS..TRIEVVNVVHARQEYPQTGLA.. 97
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X non conserved

X similar

X ≥ 50% conserved


