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Possible short— and long-range transcriptional
synergistic regulation between upstream regions
and introns of yeast genes

Based on the mechanism of DNA looping and bending obtained in experiment and with the cutoff of
140 bp, the short and long range potential transcriptional synergy in highly—transcribed yeast genes
was studied. By comparing with random sequences, tetra— and penta—nucleotide pairs whose nearest
distance were within the range of 140 bp and over 140 bp were extracted. The position distributions
and base constitutions of these extracted oligonucleotide pairs were analysed, the result showed
that the average nearest distances were less than 110 bp for the short-range synergistic
oligonucleotide pairs and CCAA was a noticeable upstream instance. For the long-range synergistic
oligonucleotide pairs, the average nearest distances were within the range from 250 bp to 400 bp and
majority of the oligonucleotides located upstream regions were GC—rich positive regulatory elements.
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