Diverse RNA enrichment profiles among RNA-binding proteins
Thirty-seven of the 46 proteins associated with fewer than 500 RNAs each (1% FDR) (Figure 1A). As shown for Ssd1 in Figure s1A, many of these proteins have a tight distribution of enrichment factors, most RNAs showing no evidence for enrichment, with a “tail” of enrichment, similar to what we previously observed for the Puf proteins [1,2]. Nine proteins (Pab1, Pub1, Scp160, Npl3, Nrd1, Bfr1, Nab2, Khd1, Nsr1) associated with >500 RNAs each. These nine RBPs exhibited several different patterns of enrichment profiles (Figure S1B-D). The distribution of RNA enrichment factors was nearly bimodal for Pab1, Scp160, Npl3, Bfr1, Nab2 and Nsr1; for each of these proteins, mRNAs as a class were significantly enriched by association with the protein relative to many other types of RNAs (e.g. nuclear introns, mitochondrion-encoded mRNAs, snoRNAs, ribosomal RNAs) suggesting that these broadly specific RBPs selectively bind most or all mRNAs, but with varying efficiency. The distribution of mRNAs enriched by association with Scp160 was narrow (Figure S1B) – consistent with little differential specificity among mRNAs, while the distribution of Pab1-associated mRNAs (Figure S1C) had a long “tail” suggesting that differential binding of Pab1 to mRNAs could have significant functional consequences. RNAs other than nuclear-encoded mRNAs had a bimodal distribution of enrichment in Pab1 IPs (Figure S1C – red lines); RNAs encoded by the mitochondrial genome were significantly less enriched than other classes of RNAs. In contrast, Pub1 displayed a broad spectrum of enrichment (Figure S1D), but with no evidence for a bimodal distribution, nor were any groups of noncoding RNA significantly less enriched, as a group, than mRNAs. 
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