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FIG S1 Genomic comparisons of P. veronii strain 1"YdBTEX2 and 1YB2 with

P. fluorescens SBW25, A506, F113 and Pf0-1, P. brassicacearum NFM421,

P. protegens CHAO and Pf-5 and P. aeruginosa PAO1 at the amino acid level (A)
and at the nucleotide level (B). Similarity matrices taking into consideration all
proteins (A) or coding nucleotide sequences (B) as described in the Experimental
procedures were generated using the Bray—Curtis coefficient (1) and dendrograms
calculated by group-average agglomerative hierarchical clustering.
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Tab. S1. Genome information of selected isolates of the Pseudomonas fluorescens

group.
species strain Number | Genome | Gene | Protein | GC Reference
of size (Mb) | count | coding | content
contigs genes (%)
P. veronii 1YdBTEX2 | 63 6.68 6052 | 5981 59 (2)
1YB2 115 7.64 6943 | 6879 60
P. fluorescens SBW25 1 7.14 6492 | 6395 60 (8)
A506 1 5.96 5426 | 5323 60 4)
PfO-1 1 6.44 5829 | 5722 | 61 (8)
F113 1 6.85 5962 | 5862 61 @)
P. protegens Pf-5 1 7.07 6257 | 6142 63 (6)
CHAO 1 6.86 6199 | 6116 63 3)
P. brassicacearum | NFM421 1 6.84 6176 | 6095 61 (5)
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