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S3 Fig. Enriched transcriptional network of OT1 CD8+ T cells from transcriptome analysis. A. Differential expressed genes relative to the 10 mins T1 conditioning are displayed with self-organizing map. In this map, each pixel represents a minicluster of genes.  The organization of the map is based on all gene expression data sets (at all time points).  Genes that exhibit very similar expression kinetics are grouped into the same or nearby miniclusters.  Those genes with very different kinetics are mapped far apart from each other.  The color of a pixel at a specific time point reflects the expression level of that minicluster at that time.  B. Transcription factors that are enriched with the most strongly up-regulated genes as T1 is increases from non-stimulated to10 mins (upper), and from 10 mins to 16 hours (lower).
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