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Abstract: Several technologies are currently used for gene expression profiling such as
Quantitative Real Time RT-PCR (qRT-PCR), illumina microarray and Cap Analysis of
Gene Expression (CAGE). CAGE is a recently developed method for constructing
transcriptome maps and since its invention, it has been successfully applied to analyzing
gene expressions in diverse biological studies. The principle of CAGE has been
developed to address specific issues such as determination of transcriptional starting sites,
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= :;% the study of promoter regions and identification of new transcripts. Here, we present a Cell
D= System Markup Language (CSML) computational pipeline to analyze high-throughput
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data derived from CAGE, microarray and gRT-PCR. This pipeline performs both standard
statistical analysis and the most recently published methods of construction of regulatory
networks and data assimilation.
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observed data, e.g. mMRNA expression data.
&\ Dynamic model. The output is visualized using Cell lllustrator. Additional
simulations and analysis will be performed in this platform. The network is
the signal transduction and gene regulatory network model with the LPS
stimulation to macrophage.
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