SUPPLEMENT A-1
Determination of Cl and Cl thresholds
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SUPPLEMENT A-2

Determination of Cl thresholds based on simulation studies of Cl values of NCDS-like random
sequences
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Figure legend: The CI thresholds for (A) Arabidopsis thaliana and for (B) yeast. Each circle represents
the CI threshold value of a particular size class at 1% false positive rate. The false positive rates were
determined based on the distributions of the CI values of 100,000 random NCDS-like sequences for each
size class (ranging from 90-300 nucleotides with 3 nt increment). The CI threshold values are fitted with
the power. The equation for the fit and correlation coefficients are shown.



SUPPLEMENT A-3
Determination of El and EIl thresholds
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SUPPLEMENT A-4
Determination of El thresholds based on a given number of probes based on random intron probes
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Figure legend: Each point represents the El threshold value of a given number of
probe(s) at 5% false positive rate. The false positive rates were determined based on
the El value distributions of 100,000 randomly sampled intron probes.



