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Defined as the number of
homologous families in

Bacilli

Cut-off value
 of e-value of 10    and 
70% alignment length

COG profile

 B. clausii KSM-K16

 B. halodurans C-125

 B. licheniformis ATCC 14580

 B. licheniformis DSM13

 B. subtilis 168

 B. pumilus SAFR-032

 B. anthracis 'Ames Ancestor'

 B. anthracis  Ames

 B. anthracis  Sterne

 B. thuringiensis konkukian

 B. cereus E33L

 B. thuringiensis Al Hakam

 B. cereus ATCC 10987

 B. cereus ATCC 14579

 B. weihenstephanensis KBAB4

 B. sp. NRRLB-14911

 B. coahuilensis 

 B. sp. m3-13

 Geobacillus kaustophilus HTA426

 Oceanobacillus iheyensis HTE831

 Listeria innocua Clip11262

 L. monocytogenes EGD-e
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