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historical classifications need to be revisited. Results

We applied ANI to sequenced genomes of 34 Dickeya, 55 Pectobacterium, and 38 Erwinia isolates to obtain an
initial classification. This indicated that several novel species-level groups for Dickeya (2), Pectobacterium (4) and
Erwinia (2) can be proposed.

Dickeya chrysanthemi

We decomposed the ANI graph into natural groupings at genus (=86% id) and species (x95%) identity levels. This
indicated that the Pectobacterium genus grouping is stable and consistent with sequenced isolates. However the
Dickeya genus can be subdivided into three (splitting off D. aquatica and D. paradisiaca) genus-level groups, and
the Erwinia genus divided into 13 (thirteen) genus-level groups.

The decomposition supports several reclassifications and novel species groupings for each genus (Figure 5).
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Conclusions

e Bacterial taxonomic and nomenclature assignments in historical collections and public databases do not
always agree with molecular and genomic evidence
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