Comparative genomics between
Bacillus and Lactobacillus



FiIrmicutes

 Gram-positive bacteria
* round ceIIs or rod-shaped forms.
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Bacillus

* includes both free-living and pathogenic
species.

e Bacillus anthracis

* Bacillus cereus

* Bacillus clausii

* Bacillus cytotoxicus



Lactobacillus

major part of the lactic acid bacteria group

commonly found in the oral, vaginal, and
intestinal regions of many animals

used in the production of yogurt, cheese and
other fermented foods.



Related information

24 genomes: 14 Bacillus, 14 Lactobacillus
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Summary

Bacillus having more proteins and more 16s rRNA
than Lactobacillus

Bacillus might able to adapt in more environments

Clearly separated groups between Bacillus and
Lactobacillus that one is pathogen and another one
IS probiotic.

Prospective:

— We can study further in the suspicious genes in Bacillus
that may involve in disease course to get more detail



