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Background
There is increasing interest in how a genome is spatially
and temporally organized within the cell nucleus. Evidence
supports the idea that basic nuclear functions, such as
transcription, are structurally integrated. Several studies
demonstrated non-random, gene density- and/or chromo-
some size-related radial positioning of chromosomes that
may provide additional level of gene expression regulation.
Chromosome positioning shows probabilistic rather than
deterministic nature. We have used the large sets of human
gene expression data and rat hippocampi gene expression
data from public repositories to explore relations between
gene expression and genomic context.

Materials and methods
We have used several approaches to identify clusters of co-
expressed genes. A graph-based data-mining approach
efficiently identified frequent co-expression clusters in 105
assembled human microarray datasets [1]. Average linkage
hierarchical clustering was applied to broad dataset of
79 tissuemicroarraymeasurements [2]. K-median clustering
grouped high-density oligonucleotide gene array time-series
measurements from rat hippocampi with kainic acid-
induced status epilepticus [3]. The potential transcription
modules have been integrated with gene position and
density information. Literature relationship based tools
have been used for functional analysis.

Results
We identified and functionally annotated distant genomic
clusters within co-expression clusters. The number of such
groups of genomic clusters is statistically higher than
random. Co-expression clusters contain statistically fewer
chromosomes than random. Co-expressed genes from
different chromosomes are characterized by similar local
gene density. In different expression datasets, different
chromosomes do group within co-expression clusters. This
has been observed for similar, medium gene-density, low
density and acrocentric chromosomes. Analyses are being
extended to study of genomic environment of positional
clusters within co-expression clusters e.g. transcription
factor binding sites, repeats, replication time.

Conclusion
Co-expressed genes show inter-chromosomal groups of
positional clusters when analyzing broad data from many
tissues as well when analyzing data from individual tissue.
Genes from particular chromosomes show higher than
random expression correlation. These large-scale micro-
array data-mining findings enrich our knowledge of the
overall organization of human genome and allow inter-
pretation in the nuclear architecture context. Candidate
genes for spacial interactions in rat hippocampi will be
further examined by in-situ experiments.

Page 1 of 2
(page number not for citation purposes)

BioMed Central

Open Access

mailto:t.szczepinska@nencki.gov.pl
mailto:k.pawlowski@nencki.gov.pl
http://creativecommons.org/licenses/by/2.0
http://www.biomedcentral.com/
http://www.biomedcentral.com/info/about/charter/


References
1. Yan X, Mehan MR, Huang Y, Waterman MS, Yu PS and Zhou XJ: A

graph-based approach to systematically reconstruct human
transcriptional regulatory modules. Bioinformatics 2007, 23:
i577–i586.

2. Su AI, Wiltshire T, Batalov S, Lapp H, Ching KA, Block D, Zhang J,
Soden R, Hayakawa M and Kreiman G, et al: A gene atlas of the
mouse and human protein encoding transcriptomes. PNAS
2004, 101:6062–6067.

3. Wilson DN, Chung H, Elliott RC, Bremer E, George D and Koh S:
Microarray analysis of postictal transcriptional regulation of
neuropeptides. J Mol Neurosci 2005, 25:285–298.

Publish with BioMed Central   and  every 
scientist can read your work free of charge

"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."

Sir Paul Nurse, Cancer Research UK

Your research papers will be:

available free of charge to the entire biomedical community

peer reviewed and published immediately upon acceptance

cited in PubMed and archived on PubMed Central 

yours — you keep the copyright

Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp

BioMedcentral

BMC Bioinformatics 2009, 10(Suppl 13):O6 http://www.biomedcentral.com/1471-2105/10/S13/O6

Page 2 of 2
(page number not for citation purposes)

http://www.ncbi.nlm.nih.gov/pubmed/17646346?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17646346?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17646346?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15075390?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15075390?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15800381?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15800381?dopt=Abstract
http://www.biomedcentral.com/
http://www.biomedcentral.com/info/publishing_adv.asp
http://www.biomedcentral.com/

	Background
	Materials and methods
	Results
	Conclusion
	References

