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Figure 1: Transcriptional analysis of T
lymphocyte NF-kB activation with and without
calcium entry. A) Differential gene expression
(p<0.01 and LogFC >0.59) and gene ontology for
T cells stimulated with PMA, PMA and lonomycin
(PI), and controls cells (not stimulated, NS).
Differentially expressed genes between PMA and
Pl are shown for 1, 4, and 8 hours. Gene
ontology for clusters 1 (C1), 2 (C2), 3 (C3), and 4
(C4) are shown as well as the number of up
regulated genes and the enrichment score (ES).
B) Enrichment plots for cells stimulated with Pl at
1 hour. T cells stimulated with Pl demonstrate
significant enrichment for genes downstream of
TCR activation (left) and NF-kB activation (right).
NF-kB gene set was curated based on human
genes with checked binding sites as well as
putative target gene sites. C) The number of NF-
kB target genes, total and shared, enriched at 1,
4, and 8 hours following stimulation with PMA and
Pl. D) Differential expression (p<0.01 and LogFC
>0.59) of NF-kB target genes between PMA and
Pl. Control (not stimulated, NS) shown to
demonstrate change from baseline. Gene names
and fold changes (FC) are shown for each
differentially expressed gene.



