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Supplemental Figure 1.

97 Patients Enrolled

- 8 Controls

- 37 At Risk for PARDS
- 17 Mild PARDS

- 21 Moderate PARDS
- 14 Severe PARDS

Excluded - limited amount of airway fluid:
« 2 Controls

= 7 Mild PARDS

« 4 Severe PARDS

Excluded - not in experimental design:
= 37 At Risk for PARDS

« 21 Moderate PARDS

Y

Y

29 Samples Tested
- 6 Controls

- 10 Mild PARDS

- 10 Severe PARDS

Excluded - failed RNA Library QC:
« 2 Controls

* 1 Mild PARDS

\J * 3 Severe PARDS

e

20 Samples Analyzed
- 4 Controls

- 9 Mild PARDS
- 7 Severe PARDS




Supplemental Figure 2.
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