1 ATM

The ATM serine/threonine kinase (EC:2.7.11.1) gene is involved in the NF-kappa B, FoxO and p53
signaling pathways, Cell cycle, Apoptosis, HTLV-I infection, transcriptional misregulation in cancer, Mi-
croRNAs in cancer.

It did not present a particularly interesting differential expression pattern in the samples analyzed
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Figure 1: IGV Genome Browser screenshot of gene ATM.
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Figure 2: Sashimi plot of gene ATM.
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Figure 3: UCSC Genome Browser screenshot of gene ATM.
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