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Figure S1. Annotated MS/MS spectra for each manually validated phosphopeptide.
Where possible, the phosphorylation was localized to a single residue. When this
was not possible with the data at hand, the phosphorylation was localized to the
fewest possible sites with sufficient explanatory evidence. Each page lists the
peptide sequence, site(s) of modification, MS1 isolation window, precursor mass
accuracy, annotated MS/MS spectrum, and a table summarizing the identified peaks

for the MS/MS spectrum.
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Figure S2. Graphs of all detected and quantified ASK1 phosphopeptides in the HNE
treated cells. For each concentration point (10 and 50 uM) the peptide peak are was
compared against the peptide peak area for the control sample (0 uM). Graphs are
shown for (A) Ser 83 (B) Thr 947|Ser 952 (C) Ser 955|Ser 958 (D) Thr 1000|Ser

1004 (E) Thr 1059 (F) Ser 1240.
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Figure S3. Graphs of all detected and quantified ASK1 phosphopeptides in the H,O,
treated cells. For each concentration point (500 and 5000 uM) the peptide peak are
was compared against the peptide peak area for the control sample (0 uM). Graphs
are shown for (A) Ser 83 (B) The 140|Thr 141 (C) Ser 268|Ser 269 (D) Tyr 355 (E)
Thr 947|Ser 952 (F) Ser 955 (G) Ser 958 (H) Ser 1004 (1) Ser 1240.
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