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Differential expression analysis
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Configuration 1

Based on the software package 'maSigPro’, which belongs to the Bioconductor project, Time Course Expression Analysis
detects genes for which there are significant expressicn profile differences in time course RNA-seq experiments,
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Configuration 3
Configuration 2 /i, The number of samples reaching CPM filter (10) has been set to a lawer value than the size of the smallest

sample group (24). You may consider updating this filtering parameter ta the minimum sample group size.
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https://filgen.jp/Product/BioScience21-software/BioBam/index.htm
https://filgen.jp/Product/BioScience21-software/BioBam/OmicsBox_demo_install.pdf
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