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Study of yeast evolutionary footprints based on the prediction

of nucleosome positioning
XTAO Jian-ping, FENG Ji-hua® ,LU Ying,SHAN Qiu-fu
(School of Elecirical and Information Technology, Yunan University of Nationalities , Kunming 650500, China)

Abstract ;: When we used DNA sequences of Saccharomyces cerevisiae whose nucleosome positioning data have been

experimentally determined to train a support vector machine to predict the nucleosome formation potential of any

given sequence of DNA | we observed that chromatin structure has an impact on the evolution of genomic DNA mol-

ecules. We have found, on average, 15% lower predictive accuracy rates in nucleosomal DNA than in linker

DNA. This widespread local rates heterogeneity represents an evolutionary footprint of nucleosome positions and re-

veals that nucleosome organization is a genomic feature conserved over evolutionary timescales.
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