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1. Introduction
Transcription regulation regions of We have analysed non-coding regions (NCRs)
constitutively expressed genes are one of the of prokaryotic genomes in order to connect
points where the prokaryotic cell attempts to gene function - in light of Gene Ontology (GO)
reduce its genome, in order to optimize the assignments — with the length of the preceding
usage of resources. non-coding region. /
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» Division into two NCR length groups: Our results are visualized in three charts, each
long (above average - approx. 33% of representing one ontology. The X and Y axis
genes) and short (below average - approx. values are calculated wusing a semantic
67% ot genes). similarity metric SimRel. The size of the circle

> Statistical analysis — using a number of is proportional to the GO group size. The
Fisher’s exact tests for correlation between colour of the GO category circle shows
two categorical variables — first, short or enrichment in genes having:

long NCR; and second, member or non-
member of a Gene Ontology category. y
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