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Supplementary Figure S1. Western blot analysis and Venn diagram showing the RNA-binding proteomes in cell cultures and leaf samples. A. Western blot showing protein extracts, total soluble protein (TSP), UV-crosslinked (UV), non UV-crosslinked (nUV) and RNase treated extract analyzed against antibodies for polypyrimidine tract binding protein 1 (PTBP1), β-actin, histone H3. B. Total number of enriched in UV cross-linked mRNA interactome proteins in the cell suspension cultures of Arabidopsis Col 0 and Landsberg erecta, and leaf samples. These proteins were detected in three biological replicates. C. Total number of enriched proteins (after UV cross-linking) in the cell suspension cultures of Arabidopsis Col 0 and Landsberg erecta, and leaf samples when identification parameters are relaxed. These proteins were detected in three biological replicates.
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Supplementary Figure S2. Comparison of the globular domains in Arabidopsis, mammalian, C. elegans and yeast mRNA interactome proteins. A. Number of proteins harboring classical RBD in the mRNA interactomes. B. Number of proteins harboring non-classical RBD. C. Summary of the total number of proteins harboring classical, non-classical and unknown RBD.
