Supplementary figure S1. Antimicrobial activity of CAP on Streptococcus pyogenes.
a) Images of representative agar plates cultured with streptococcal AP1 bacteria and the antibacterial effect following treatment with CAP at indicated time points. b) The diameter of the colony-free zones (CFZ) were measured (mm) and single colony-forming units (CFU) within the CFZ were counted. The antibacterial effect was dependent on treatment duration and conveyed from the plasma jet of 1 mm diameter up to 12 mm, thus with declining bacterial killing efficiency the further away from the plasma jet. The data represents the mean CFZ (left axis) and CFU (right axis) ± SD from three independent experiments. 

Supplementary figure S2. Base peak chromatograms from M1 protein and CAP-treated M1 protein.
Base peak chromatograms for Ctrl (untreated M1 protein) and CAP (15s of CAP-treatment of M1 protein) are very similar in both shape and intensity. This facilitates a high accuracy of the percentage abundance calculations. 

Supplementary figure S3. CAP-treated M1 protein displays bimodal isotope distribution following deuteration.
Example of bimodal HDX EX1 kinetics observed for untreated M1 protein (right) and for CAP-treated M1 protein (left) from (a) the peptide 113-121 and (b) the peptide 218-227, as seen during analysis of HDX data with HDExaminer. It is noteworthy that the peptides showing EX1 like tendencies are spanning regions of decreased uptake in the CAP-treated samples, indicating that CAP leads to a population of more protected M1 protein.

Supplementary figure S4. Donor dependent IL-6 mobilization in response to M1 protein, CAP-treated M1 protein and CAP pre-treatments of whole blood.
IL-6 expression levels in whole blood, diluted 1:1 in RPMI, stimulated with M1 protein (1 μg/ml), CAP-treated (15 s) M1 protein (1 μg/ml), or CAP pre-treated cell culture media at indicated time points, incubated for 24 h. Results show IL-6 expression levels (pg/ml) from three independent experiments using different donors (donor 1-3).

Supplementary figure S5. 
HDX of untreated Ctrl alone (A) or 15s CAP-treated M1 protein (B). Peptide coverage for M1 protein is illustrated by the bars above each heatmap and colored coded to the average deuterium uptake over all time points. The heatmaps show the deuterium uptake at the different time points (30 s, 5 min, 50 min), and are color coded based on least squares averaging of observed deuterium uptake with moderate smoothing (see color key at the right). Cold color (slower exchange) indicates protection or secondary structure, whereas warm color represents fast exchange indicative of unstructured regions. (C) is the difference between the peptides shared for the two states of Ctrl and CAP-treated M1 protein.
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