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Abstract: We performed a complex analysis of E. coli transcriptome, developing the
software, based on improved supervised approach for modulon identi�cation and compared
the consistency of prediction for di�erent regulons.

We developed an easy-to-handle software for calculating the cliques of potentially co-
expressed genes using a structured reference set. The technique has been tested on several
stress-related (heat shock, LexA, oxydative stress) and housekeeping (substance and energy
metabolism) E. coli regulons, verifying questionable regulon members and predicting the
new ones. We succeeded in prediction of additional modulon participants and compared
the results to those obtained from several independent datasets. The results obtained
by implementation of our software are consistent with the available experimental data.
Among the chosen set stress and some substance metabolism regulons proved to be more
self-consistent.

The use of structured set of known genes allow to get clusters of potentially coexpressed
genes which are more compact and reasonable from the biological point of view. Coor-
dinated expressions of genes belonging to di�erent regulons renders it possible to reveal
global structure of bacterial regulatory network.

This work was supported by Russian Fund of Basic Research Project 08-04-91318.

Authors:

� Elizabeth Permina elkinsan@yandex.ru Russian Federation GosNIIGenetika, Moscow

� Julia Medvedeva julia.medvedeva@gmail.com Russian Federation GosNIIGenetika

� Vsevolod Makeev vsevolod.makeev@gmail.com Russian Federation GosNIIGenetika

This abstract was generated automatically from the easychair submission page.

1


