Supplementary Table S5. Over-represented RBP binding motifs obtained by RNA-compete (Ray et al. 2013) in
flanking introns of Matrin3 repressed exons.

The splicing event region, RBP gene name, RNA-compete id, species of the RBP, total sites found, number of sequences
with sites, log2(fold-ratio), p-value, FDR and sites logo are shown. Enriched motifs were selected after multiple test correction
(FDR < 0.05). Motifs shown here include those for all RBPs (multiple species) from Ray et al. 2013, whereas Figure 4 shows
only the enriched motifs for human proteins. See further details in main text Materials and Methods. Abbreviations, number of
sequences comprised and over-represented RBP motifs for each splicing event region analyzed are shown at the foot of the
table.
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5'Exon (5E), # sequences = 198, # RBPs = 0
5' Intron Donor (5ID), # sequences = 190, # RBPs =0

5" Intron Acceptor (5IA), # sequences = 190, # RBPs =2

Cassette Exon (CE), # sequences = 189, # RBPs =0
3' Intron Donor (3ID), # sequences = 193, # RBPs = 8

3' Intron Acceptor (3IA), # sequences = 193, # RBPs =9

3'Exon (3E), # sequences = 198, # RBPs =0



