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Fig. S1. goeBRUST analysis of K. variicola genomes. a)

Sequence type determination of K. variicola genomes using the
K. pneumoniae MLST scheme, showing in red STs for K.
variicola isolates, which are in the left column of the table. b)
Sequence type determination of K. variicola genomes using the
K. variicola MLST scheme, which corresponds to right column
of the table with human isolates in red and plant isolates in

green.


