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A corrigendum on
 Investigating genetic diversity within the most abundant and prevalent non-pathogenic leaf-associated bacteria interacting with Arabidopsis thaliana in natural habitats

by Ramírez-Sánchez, D., Gibelin-Viala, C., Mayjonade, B., Duflos, R., Belmonte, E., Pailler, V., Bartoli, C., Carrere, S., Vailleau, F., and Roux, F. (2022). Front. Microbiol. 13:984832. doi: 10.3389/fmicb.2022.984832




In the published article, there was an error in the Discussion section. The wording to describe the effect of four bacterial species on plant biostimulation and biocontrol against bacterial pathogens was not precise enough and might have led to some confusion.

A correction has been made to Discussion, Extensive genetic and genomic diversities within leaf-associated bacterial operational taxonomic units, second paragraph. Two sentences previously stated:

“Genome sequencing confirmed or refined the gyrB-based taxonomic affiliation of four OTUs, i.e., P. fungorum (OTU2), Methylobacterium sp. (OTU13) and the two Pseudomonas species P. moraviensis (OTU5) and P. siliginis (OTU6). All these four bacterial species have been shown to act as biocontrol agents, to affect root development, to promote vegetative growth and ultimately yield, of diverse plants such as A. thaliana, potato, strawberry, tomato ad wheat (Hultberg et al., 2010; Ul Hassan and Bano, 2015; Rafikova et al., 2016; Klikno and Kutschera, 2017; Rahman et al., 2018; Grossi et al., 2020). In addition, both P. moraviensis and P. siliginis have been identified as the main candidate bacterial species controlling most members of the root and leaf bacterial pathobiota, in particular P. viridiflava and X. campestris, across natural populations of A. thaliana located south-west of France (Bartoli et al., 2018).”

The corrected sentences appear below:

“Genome sequencing confirmed or refined the gyrB-based taxonomic affiliation of four OTUs, i.e., P. fungorum (OTU2), Methylobacterium sp. (OTU13) and the two Pseudomonas species P. moraviensis (OTU5) and P. siliginis (OTU6). All these four bacterial species have been shown to act either as biocontrol agents, or to affect root development, or to promote vegetative growth and ultimately yield, of diverse plants such as A. thaliana, potato, strawberry, tomato and wheat (Hultberg et al., 2010; Ul Hassan and Bano, 2015; Rafikova et al., 2016; Klikno and Kutschera, 2017; Rahman et al., 2018; Grossi et al., 2020). In addition, both P. moraviensis and P. siliginis have been identified in a large consortium of other bacterial species as candidate antagonists of the root and leaf bacterial pathobiota, in particular P. viridiflava and X. campestris, across natural populations of A. thaliana located south-west of France (Bartoli et al., 2018).”

The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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