Supplemental Figure 1

RBP Experiments vs RNAs Bound
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Supplemental Figure 2a
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Supplemental Figure 2b
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Supplemental Figure 3
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Supplemental Figure 4
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Supplemental Figure 5
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Supplemental Figure 6 (facetted by Motif Enrichment / Control Sample and all
samples together)
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Supplemental Figure 7
B52 CG17838
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Supplemental Figure 8
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Supplemental Figure 9

A Binding Characterization B Functional Characterization
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Supplemental Figure 10
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Supplemental Figure 11
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Supplemental Figure 12
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Supplemental Figure 13
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Supplemental Figure 14
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Supplemental Figure 15
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