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Abstract


The genus 

Coprothermobacter

 (initially named 

Thermobacteroides

) is currently placed within the phylum 

Firmicutes

. Early 16S rRNA gene based phylogenetic studies pointed out the great differences between 

Coprothermobacter

 and other members of the 

Firmicutes

, revealing that it constitutes a new deep branching lineage. Over the years, several studies based on 16S rRNA gene and whole genome sequences have indicated that 

Coprothermobacter

 is very distant phylogenetically to all other bacteria, supporting its placement in a distinct deeply rooted novel phylum. In view of this, we propose its allocation to the new family Coprothermobacteraceae within the novel order Coprothermobacterales, the new class Coprothermobacteria, and the new phylum Coprothermobacterota, and an emended description of the family 

Thermodesulfobiaceae

.
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