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ORGANLZATION OF THE REGULATORY REGIONS
CONTROLLING TRANSCRIPTION OF THE GENE
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TRRD is an informational resource comprising a family of
databases
http ://www.bionet.nsc.ru/tird/
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SITECON: a method for stixly of the conserved
conformational and physicochemical properties in short
regions of DNA sites

ANALYSIS OF E2F/DP BINDING SITES

Conformational
similarity value Iz =




Negative 5’UTR features decreasing translation
rate:

- stable hairpins slowing the 40S movement
- upstream AUG triplets (false start codons)

UAUG UGA AUGx

2’'UTR coding
part



Promoters prediction: general view

. Search by content
Dinucleotide or oligonucleotide frequencies distnbution, hidden markov
models, discnminant analysis, neural networks

Il. Search by signals

Potential transcription factor binding sites (TFBS) prediction by position
weight matrix (PWM)

Identification of statistically overrepresented ‘motifs’, each presumably
corresponding to particular TFBS.

lll. Complex — combination of | & |l methods

IV. Additional DNA or structural features:
CpGislands, DNA conformational, physical or chemical properies.
nucleosome positioning, etc.

This classification is just an approximation, for example in some cases
methods | and Il are very similar

Better performance may be achieved by integration with results of other
praodarame for nrediction of different aene structural combponente {caodina



Suffix trees approach
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