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Distribution of the frequency of ESE densities
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Figure S1. Distribution of ESE motif densities in exon and intron data sets.

The pattern of distribution of SELEX-ESE (Liu et al (1998), Liu et al (2000)) densities (A-D) differs from that of RESCUE-
ESEs (Fairbrother et al, 2002, E) and GAA (F). This may be due to the fact that RESCUE-ESEs and GAA are purine-rich.
SELEX-ESE densities (A-D) of retained and non-retained introns are not very different from those of exons, but the intron
data sets seem to be slightly enriched with sequences with lower ESE densities, specially SF2/ASF (A) and SRp55 (D). In
all panels, the central segment of long exons (pseudo-retained introns) and exons in general present very similar
distributions of ESE frequencies, indicating that the differences observed in low and high-RIF retained introns are not
related to a particularity of long exon architectures (see main text and Additional File 5).

' “Exons” correspond to the sets “all other exons” from the low and high-RIF groups in Table 3 together (7856 exons).

% The “central segments” or pseudo-retained introns were extracted from exons with length >300 and <600 nt (3207 exon
segments, see main text and Additional File 5).
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