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Figure S14. Overlap with a previously described bidirectional gene set. Comparing
our bidirectional (sense and antisense producing) gene set to the Siegel et al. bidirectional
gene set indicated significant differences [1]. The Siegel et al. study included only four
time-points, which could account for the 202 novel genes found here. The Siegel et al.
study also did not involve assembly of transcript structures, and we required assembled
transcript structures to be supported by at least fifty (perfectly and uniquely) mapped reads
in a single sample. Our use of different methods and a higher threshold for expression may
account for the 975 genes predicted by Siegel et al. only. Indeed, we calculated that the
average maximum RPKM of “stringent” antisense regions reported by Siegel et al. was 4,
while the average maximum FPKM of our antisense transcripts was 25. The FPKM (frag-
ment) measurements reported by Cufflinks are analgous to single-end RPKM (read) mea-
surements [2].
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