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Figure 1. Histogram of CpG scores for all of the 2,139 first exons of our first-exon database. 
We move a sliding window 201 bp in length along the first exon region, ranging from -500 bp upstream of the transcription start site to +500 bp 
downstream of the first splice-donor site. For each position of the sliding window, we compute the CpG dinucleotide percentage and define the maximum 
of all of the percentages as the CpG score. The CpG score has a bimodal distribution, the left mode at 3 and the right at 13 being separated by a valley 
at approximately 6.5. This bimodal distribution suggests that the set of first exons may stem from two distinct classes, which we denote as CpG-related 
and non-CpG-related. On average, CpG-related first exons have a CpG score of 13.5, whereas that of non-CpG-related first exons is 3.1. If the collection 
of first exons from the first-exon database were representative of the entire human genome, we could extrapolate that approximately 70% of the first 
exons in the human genome might be CpG-related. 
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