Additional file 1. A) Volcano plot of genes differentially expressed in trisomic vs control samples. B) Clustering of genes and conditions at p-value < 0.05; C) Clustering of genes and conditions at p-value < 0.01 (GeneTree Algorithm). The log2 of fold change between trisomic and control samples is represented on the x-axis and the negative log of p-values from the t-test is represented on the y-axis. Up-regulated genes are represented on the right side of the horizontal axis 0-value; down-regulated gene are on the left. Red dots indicate genes that are significantly up- or down-regulated at p< 0.01. Fold-change filter in DS vs controls > 1.2.  Supervised hierarchical clustering of both the 4,490 and the 406 transcripts clearly distinguish between DS and control samples
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