
Overlaps between potentially new loci with tran-

scripts supported by splice junctions

Figure 1: The figure summarizes the number of potentially new loci with
transcripts supported by splice junctions that overlap to a given extent be-
tween the two replicates. For each locus, the overlap was defined as the ratio
of the length of the regions with an overlap divided by the length of the
locus. Thresholds from 0.1 (marginal overlap) to 1 (complete overlap) and
the number of loci passing (green) or failing (magenta) the thresholds are
drawn. Bullets for higher, diamonds for very low expression levels (less than
25 hits). Solid and dashed lines for the comparisons with and without the
loci with transcripts not supported by splice junctions, respectively.
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