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Figure S1: Experimental workflow. (1) P. [utzii yeast cells were incubated with human
neutrophils for 2 hours. (2) Neutrophils were lysed and P. lutzii proteins were extracted and
digested with trypsin. (3) Peptides were subjected to mass spectrometry analysis. (4) Bioinformatic
analysis were applied to determine protein expression, notation and functional classification of the
data obtained from mass spectrometry analysis.



