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Figure S1. Comparative analyses of swimming, swarming and twitching motility assays 

(A) and pyoverdine and pyocyanin production assays  (B) in virulent (CEVS 3-5) versus  

non-virulent (CEVS 1-2) isolates in the C. elegans model.  







Figure S2. Disposition of clones and variables in the Factorial Space according to the 

Correspondence Analysis. The three first axis explain the 82.16% of total variation or 

inertia. Over the general background it is possible to infer the virulent and non-virulent 

structure based in those inferred by Factorial Analysis (Fig. 4).  



Table S1. Factor Analysis for studied variables. The numbers represent the factor loadings 

(relative explanation) of the variables according the three main factors which were 

extracted by Principal components approach. Factor Loadings were Varimax normalized 

(Marked loadings are >,50). Most of variables are also well represented in the factorial 

space which link strains and variables (Fig. S2). Variables negatively or positively 

associated with virulence are shown in green or  red color, respectively. Red data indicates 

the most important factors. 

 


