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Abstract: There are two opposing theories about intron originated and evolved. The introns-early theory believed that
introns had already existed at the beginning of life. However, the introns-late theory believed that the introns were in-
serted into genes during the course of evolution. Some cis-elements in introns play a key role in transcriptional regula-
tory. The statistical analysis of transcriptional regulatory function showed that there are some potential patterns of tran-
scriptional synergy between 5’-UTR and introns.
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Figure 1. Simple illustration of introns
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