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We generated genome-wide maps of open chromatin, histone modifications and PPARy binding sites
in 3T3-L1 adipocytes using FAIRE-seq and ChlP-seq. The data suggest that regulatory elements located
distal to target genes play a critical role in adipocyte-specific gene regulation. We also demonstrated
that a combination of motif analysis and FAIRE-seq provides unbiased identification of regulators of
adipocyte-specific gene expression and reported identification of the NFI transcription family as a novel
regulator of adipocyte differentiation.
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