Global Regulator MorA affects Virulence-associated Protease Secretion in Pseudomonas aeruginosa PAO1

Supporting Information

S2 Table. MALDI-ToF-ToF identification of P. aeruginosa secreted proteins affected by MorA. Peptide mass tolerance and fragment mass
tolerance were 100ppm and 0.2 Da respectively. At the maximum, 1 missed cleavage for trypsin was allowed.
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