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Supplementary figure 1: Mass spectrometric analysis of CELF1 and detection of phosphomimetic substitutions by immunoblot. a. CELF1 pep-
tide sequence with lysine (K) and arginine (R) residues in red. Highlighted residues mark CELF1 region with lack of K and R residues for digestion,
with SP-repeat dense region in bold. b, c. Representative spectra for two of the seven phosphorylation sites identified via mass-spectrometry, the
identified site indicated in red in the coresponding peptide sequence above the graphs. d. Immunoblot of recombinant, bacterially expressed,
purified CELF1 wild-type and phosphomimetic mutant proteins probed with anti-phosphoserine and anti-phosphothreonine antibodie as indi-
cated. CELF1 serves as loading control. Data representative of a minimum of three replicates.



