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2.Properties of biological networks
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3.Constructing transcriptional
regulatory networks
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4.Elucidating transcriptional
regulatory networks
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Table 1. Comparison of different methods aimed at 1dentifying genomic targets

Method

Benefits Caveats

References

ChIP on CpG
1sland arrays

ChIP on proximal
promaoter arrays

ChIP on genome
tiling arrays

DamlID and
biotinylation
methods

STAGE or SABE

Targets often ill-defined; poor annotation;
limited by antibody performance/
availability; low resolution; somewhat
biased

Limited by antibody performance/
availability; low resolution; somewhat
biased

High cost; requires more material or more
amplification

Exogenously expressed factor may not
behave exactly like the endogenous factor

Microarrays are easy to
produce

Straightforward

High resolution; less
biased

Circumvents the need for
an antibody

Subtractive hybridization may be necessary;
high-throughput sequencing needed

Circumvents the need for
a microarray; unbiased

(Weinmann et al. 2002; Wells et al.
2003; Kondo et al. 2004/

|Ren et al. 2000, 2002; Iyer et al.
2001; Cam et al. 2004; Odom et
al. 2004)

(Cawley et al. 2004)

\van Steensel and Henikoff 2000,
Orian et al. 2003; Bianchi-Frias
et al. 2004; Viens et al. 2004)

\Kim et al. 2004; Chen and
Sadowski 2005]
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5. Deconvoluting transcriptional
regulatory networks
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6. Applying complementary approaches:
regulatory networks in mammalian cells
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7.Future prospects
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