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Studies on Characteristic Statistics of Eukaryotic Intron Database (EID)
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Abstract: A database called Eukaryotic Intron Database (EID) was developed based on the data from GenBank. Studies
of the statistical characteristics of EID show that there are 103848 genes, 478484 intons and 582332 exons, with
averagely 4. 61 introns and 5. 61 exons per gene. Introns with 40 ~120 nt in length are abundant in the database. Results

of the statistical analyses of the data from 9 model species show that in eukaryotes, higher species do not necessarily have

more intons or exons in a gene than lower species. Furthemore, characteristics of EID such as intron phase, distribution

of different splice sites, relationship between genome size and inton poportion or intron density have been studied.
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