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Supplementary Figure 1. Molecular validation of celA∆. a) Southern blotting (band size 9607 
bp). b) EcoRI restriction map of the celA genomic region (+/- 5 kbps) with details of celA nested 
Fwd and celA nested Rev (in blue), celA diagnostic Fwd and celA diagnostic Rev (in red) and 
celA specific Rev (in yellow). The probe (815 bp) used for the Southern blotting (amplified with 
the primer pair argchimera Fwd and arg Southern Rev, Suppl. Information) is indicated in green.  
c) PCR on the control and celA∆ strain using primers celA nested Fwd and celA nested Rev. d) 
PCRs on the control and celA∆ strain using primers celA diagnostic Fwd and celA diagnostic 
Rev and celA diagnostic Fwd and celA specific Rev. 


