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High 92.7 0.6 147 39,139 394 18% 1 1 1 Legionella dresdenensis strain W03-356 88.4
High 91.5 1.1 229 41,260 375 194 1 1 1 Aquicella siphonis strain SGT-108 94.6
Mid 89.2 1.1 278 12,379 408 169 1 1 1 Coxiella burnetii strain ATCC VR-615 91.0
Mid 88.0 9.9 241 22,425 40.7 2,084 0 1 1 Nesterenkonia jeotgali strain JG-241 78.7
Mid 86.7 0.3 274 13,730 394 1672 1 1 1 Legionella dresdenensis strain W03-356 88.4
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Mid 83.0 1.9 122 24,393 411 1442 0 1 1 Nesterenkonia jeotgali strain JG-241 78.7
Mid 80.7 0.5 341 20,258 409 2,209 1 1 1 Haliscomenobacter hydrossis strain DSM 1100 83.6
Mid 70.6 0.1 84 49,523 405 1576 1 1 1 Thermocrinis minervae strain CR11 76.4
Mid 70.3 4.3 95 26916 33.7 81 1 1 1 Altererythrobacter xixiisoli strain S36 77.4
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