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Gene regulatory network of inflammatory response from microarray data
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Abstract

Inflammation is a process of vascular tissues that response to harmful stimuli such as injury,
pathogens or irritants. Study of gene expression regulatory network of inflammation leads to more understand
of involved mechanisms. The use of microarray datasets of LPS-stimulated mouse macrophage RAW 256.7
and TF-TG (transcription factors and their target genes) data were used to search for the responsive TFs and
their TGs by constructing of gene regulatory network and data filtering with literatures. The results found
5 genes such as MEF2A, NFKB1, NFKB2, NFATC1 and NFATC3 that encoded 3 TF proteins such as MEF2,
NF-kB and NFAT. These regulated 64 target genes with more than 1.4 fold change. There were
6 inflammatory responsive genes regulated by various TFs according to time-series. TF protein MEF2 is the
important hub to regulate the expression of four inflammatory genes at 3 and 6 hr. In addition, public
microarray and TF-TG data can be used to discovered gene regulatory network to more understand

inflammatory mechanisms.

Keywords : Gene regulatory network / Microarray / Inflammation / Transcription factor
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