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5811
Consensus
Identity

1. Karp_00282(Mrp-Nbp35) Mrp/NBP35 family ATP-binding protein
ABC_membrane and AAA - ATPases

Hybrid sensor histidine kinase/response regulator
Two-component sensor histidine kinase

Two-component sensor histidine kinase

2. Karp_02383 (ABC membrane, AAA_ATPase)

3. Karp_01985 (hybrid sensor HK/response regulator)

4. Karp_01806 (two-component sensor HK)

5. Karp_01191 (two-component sensor HK)
6. Karp_00212(HATpase_c)
7. Karp_01828(HATpase_c)
8. Karp_01063(HATpase_c)

9. Karp_00489(HATpase_c)

10. Karp_01298(HATpase_c)

11. Karp_00962(HATpase_c) -wmﬂ
12. Karp_00981(HATpase_c) -wmﬂﬁ
13. Karp_00392(HATpase_c) -wmﬁﬂ)’“
14. Karp_01739(HATpase_c) -wmﬂ
15. Karp_01796(HATpase_c) -wm(ﬂ“
16. Karp_00773(HATpase_c) -mmﬂ
17. Karp_02036(HATpase_c) -mmﬂ
18. Karp_00829(HATpase_c) -mmﬂ
19. Karp_01540(HATpase_c) -wmﬁ
20. Karp_01687(HATpase_c) -wm_:m.m)
21. Karp_01702(HATpase_c) -wmﬂ

22. Karp_02457(HATpase_c)
23. Karp_01951(HATpase_c)
24. Karp_02510(HATpase_c)
25. Karp_02557(HATpase_c)
26. Karp_02363(HATpase_c)
27. Karp_01887(HATpase_c)
28. Karp_00134(HATpase_c)
29. Karp_01615(HATpase_c)
30. Karp_02158(HATpase_c)
31. Karp_00111(HATpase_c)
32. Karp_01483(HATpase_c)
33. Karp_02323(HATpase_c)
34. Karp_00162(HATpase_c)
35. Karp_02063(HATpase_c)
36. Karp_00961(HATpase_c)
37. Karp_00980(HATpase_c)
38, Karp_00828(HATpase_c)
39. Karp_01701(HATpase_c)
40. Karp_01688(HATpase_c)
41. Karp_01797(HATpase_c)
42. Karp_01950(HATpase_c)
43. Karp_01616(HATpase_c)
44, Karp_01740(HATpase_c)
45, Karp_01886(HATpase_c)
46. Karp_00135(HATpase_c)
47. Karp_02364(HATpase_c)
48. Karp_02511(HATpase_c)
49, Karp_00772(HATpase_c)

50. Karp_00393(HATpase_c)

HATPase ¢ domain containing
protein

51. Karp_02456(HATpase_c)

52. Karp_02556(HATpase_c)

53. Karp_01539(HATpase_c)

54. Karp_02037(HATpase_c)

55. Karp_00524(HATpase_c)

56. Karp_01424(HATpase_c)

57. Karp_00215(HATpase_c)

58. Karp_00522(HATpase_c)

59, Karp_01296(HATpase_c)

60. Karp_01422(HATpase_c)

61. Karp_00022(HATpase_c)

62. Karp_00491(HATpase_c)

63. Karp_01826(HATpase_c)

64. Karp_01065(HATpase_c)

65. Karp_01335(HATpase_c)

66. Karp_00756(HATpase_c)

67. Karp_01333(HATpase_c)

68. Karp_02441(HATpase_c)

69. Karp_00407(HATpase_c)

70. Karp_00523(HATpase_c)

71. Karp_01423(HATpase_c)

72. Karp_00758(HATpase_c)

73. Karp_02439(HATpase_c)

74. Karp_01064(HATpase_c)

75. Karp_00490(HATpase_c)

76. Karp_01297(HATpase_c)

77. Karp_01827(HATpase_c)

78. Karp_00720(HATpase_c)

79. Karp_00951(HATpase_c)*

80. Karp_00488(HATpase_c)

81. Karp_01062(HATpase_c)

82. Karp_01299(HATpase_c)

83. Karp_01332(HATpase_c)*

84. Karp_00525(HATpase_c)

85. Karp_00755(HATpase_c)

86. Karp_00211(HATpase_c)

87. Karp_01829(HATpase_c)

88. Karp_01205(HATpase_c)

89. Karp_01425(HATpase_c)

90. Karp_02442(HATpase_c)

91. Karp_00409(HATpase_c)*

92. Karp_02065(HATpase_c)

93. Karp_00164(HATpase_c)

94. Karp_00950(HATpase_c)*

95. Karp_00213(HATpase_c)

96. Karp_00163(DegHATpase_c)
97. Karp_02064(DegHATpase_c)
98. Karp_01145(DegHATpase_c)
99. Karp_00408(DegHATpase_c)
100. Karp_00757(DegHATpase_c)
101. Karp_01334(DegHATpase_c)
102. Karp_02440(DegHATpase_c)
103. Karp_00759(DegHATpase_c)
104. Karp_02438(DegHATpase_c)
105. Karp_00023(DegHATpase _c)
106. Karp_00216(DegHATpase_c)
107. Karp_00521(DegHATpase_c)
108. Karp_01295(DegHATpase_c)
109. Karp_01421(DegHATpase_c)
110. Karp_00492(DegHATpase_c)
111. Karp_01066(DegHATpase_c)
112. Karp_01825(DegHATpase _c)
113. Karp_00743(DegHATpase_c)
114. Karp_00021(DegHATpase_c)
115. Karp_00718(DegHATpase_c)
116. Karp_00719(DegHATpase_c)

117. Karp_01881(DegHATpase_c)
118. Karp_00214(DegHATpase_c)

degraded HATPase ¢ domain
containing protein

Supp. Fig. 1. Alignment of MRP and HATPase-domain genes in Ot Karp.
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Supp. Fig. 2. Analysis of tetratricopeptide repeat containing proteins in Ot (TPRs). A. Alignment of TPR genes in Ot strain Karp showing

classification into groups.
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Supp. Fig. 3. Analysis of Tra genes in Ot. An overview of fra gene clusters in all Ot strains. Truncated genes are shown in red, and full length

tones in black. Complete gene sets are shown in black arrows above, with almost complete sets in white arrows. Full gene sets located within

complete RAGEs are shown by red stars.



