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Abstract

The Exiguobacterium genus comprises Gram-stain-positive and facultatively
anaerobic bacteria. Some Exiguobacterium species have previously shown
significant high 16S rRNA gene sequence similarities with each other. This study
evaluates the taxonomic classification of those Exiguobacterium species through
comprehensive genome analysis. Average nucleotide identity (ANI) and digital
DNA-DNA hybridization (dDDH) values were determined for various
Exiguobacterium species pairs. The ANI and dDDH values between Exiguobacterium
enclense and Exiguobacterium indicum, Exiguobacterium aquaticum and
Exiguobacterium mexicanum, Exiguobacterium soli and Exiguobacterium
antarcticum, and Exiguobacterium sibiricum and Exiguobacterium artemiae were
above the cut-off level (95-96% for ANI and 70% for dDDH) for species delineation.
Based on the findings, we propose to reclassify Exiguobacterium enclense as a later
heterotypic synonym of Exiguobacterium indicum, Exiguobacterium aquaticum as a
later heterotypic synonym of Exiguobacterium mexicanum, Exiguobacterium soli as
a later heterotypic synonym of Exiguobacterium antarcticum and Exiguobacterium
sibiricum as a later heterotypic synonym of Exiguobacterium artemiae. © The
Author(s), under exclusive licence to Springer Science+Business Media, LLC, part of

Springer Nature 2024.
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