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Studies on evolution of exons and introns in fungi
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Eukaryotic chromosomal DNA binds to core histones (2 copies of H2A, H2B, H3, and
H4 each), resulting in the formation of nucleosomes. The isoelectric point values of fungal histones were
not clearly correlated with the chromosomal GC contents. Next, we showed that the frequency of the
dinucleotide sequences AA (TT), AT, and TA in introns was more than that in exons. On the other hand, the
frequency of CC (GG), CG, and GC in exons was more than that in introns. Among the other dinucleotides,
some sequences had species-specific pattern. Enriched and depleted dinucleotides distribution of the
archiascomycetous yeast Saitoella complicata around the midpoints of highly ﬁositioned nucleosome dyads
was not similar to that of the phylogenetically close yeast but similar to the basidiomycete Mixia
osmundae, which has similar genomic GC content to that of S. complicata.
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https://sites.google.com/site/microbioinforma
tics/home/fungal-nucleosome-database
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