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Figure S1. Network visualization of proteins with differential abundance between X. fastidiosa strains Fb7 and 9a5c, using STRING version 11.0, with 119 nodes and 254 edges. The average local clustering coefficient=0.483 and PPI enrichment p-value< 6.68e-07. The nodes represent proteins and the edges represent the predicted functional associations. 
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Figure S2. Network visualization of secreted proteins detected in X. fastidiosa culture supernatants using STRING version 11.0, with 19 nodes and 16 edges. The average local clustering coefficient=0.39 and PPI enrichment p-value< 0.00064. The nodes represent proteins and the edges represent the predicted functional associations. 
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