Supplementary Tables
Table S1. Plasmids and oligonucleotides.
Table S2. RNASeq data for ZC3H22. 
A detailed legend is on the first sheet.
Table S3. RNASeq data for DRBD7 and RBP9, and mRNA binding ratios for all RNA-binding proteins analysed in Figures 3 and 4.
A detailed legend is on the first sheet.
Table S4. Lists of genes in the 60 clusters shown in Figures 3 and 4.

Supplementary Figures
Figure S1. Effects of RNAi targeting ZC3H22, RBP9 and DRBD7.
A. Cumulative growth curves showing cell proliferation after DRBD7 or RBP9 depletion; results for individual clones are shown. In each case one allele was modified to include an N-terminal TAP tag.
B. Effect of RNAi on the abundances of TAP-tagged DRBD7 or RBP9. The samples were taken on the last day of the experiment shown in (A).
C. Depletion of tagged ZC3H22 protein and the encoding mRNA after RNAi. Results for different clones are shown, 24h after tetracycline addition. All were similar. SKO: single-knock-out line expressing V5-tagged protein, used for the RNAi.
D. Distribution of reads over the region of chromosome 7 encoding ZC3H20, 21 and 22 with and without RNAi.

[bookmark: _GoBack]Figure S2. mRNAs associated with ZC3H22. 
A. The mean mRNA binding of each mRNA (RPM of bound / unbound) was plotted against the normalized ratio of reads after RNAi (+tet/-tet, DeSeq2). There is no correlation.
B. Functional classes of mRNAs associated with ZC3H22. Each mRNA was assigned a functional class the binding ratios were plotted. A unique gene list was used to avoid over-counting or repeated genes. Statistically significant deviations from the overall dataset are indicated.  Of these, pink boxes have a median above the 75th percentile for all genes.

Figure S3. Effects of tethering ZC3H22 to a reporter mRNA
A. Results of a medium-throughput screen for repressors and activators, using full-length proteins (Lueong et al., 2016) in bloodstream forms. Red bars indicate results in the presence of the tagged protein and increases under "PGKB" indicate an ability to repress PGKB expression.
B. Results of a similar PGK screen using protein fragments in bloodstream forms (Erben et al., 2014); the ZC3H22 protein sequence is indicated below the x-axis (which is in nucleotides).  Results for 3 replicates are plotted, with each symbol indicating the N-terminus of the protein fragment tested.
C. Test of tethered ZC3H22 in procyclic forms; the read-out is chloramphenicol acetyltransferase (CAT) expression. The protein binds to the reporter only when boxB is present.

Figure S4. Correlation between RNA binding and mRNA lengths.
Results are for total length (A, B, C), coding regions (D,E,F) and 3'-UTRs (G,H,I).
Results for RBP9 (A,D,G), DRBD7 (B,E,H) and ZC3H5 (C,F,I) are shown.

Figure S5. Functional classes of mRNAs associated with DRBD7 and RBP9. 
Each mRNA was assigned a functional class and the binding ratios were plotted. A unique gene list was used to avoid over-counting or repeated genes. Arrows indicate classes for which the median ratio falls above (magenta) or below (blue) the 25th-75th percentile range for the whole dataset, and/or there is a statistically significant difference. Statistical significance (Anova) is indicated separately.

Figure S6. Binding ratios for individual clusters shown in Figure 4.
6 examples were chosen; for details see text.

Figure S7. Correlation between RNA binding and mRNA lengths for UBP1.
Results are for coding regions (A,C) and 3'-UTRs (B,D), with binding ratios for inducibly expressed UBP1-myc (A,B) or in situ V5-tagged myc (C,D).

Figure S8. Cluster analysis reveals binding similarities for a subset of  RNA-binding proteins.
Binding ratios for each experiment were plotted as a heat map using ClusterViewer (Mulindwa et al., 2018). For this figure some proteins with strong or irreproducible binding were excluded in order to reveal more subtle effects. 70 clusters were chosen because this clearly delineated the chaperone mRNAs bound and regulated by ZC3H11 (cluster 40).   All details are in Supplementary Table S3.



