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	TextField1: ATF2 is a stress inducible basic leucine zipper transcription factor from the CREB family.  ATF2 is phosphorylated at threonine residues 69 and 71 by JNK or p38 mitogen activated protein kinases.  Mutation of these residues leads to the loss of ATF2 transactivation in vitro.
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	TextField2: Image would not load.  Please contact me for validation 1 image. Western blot analysis identifies one major antigen at the predicted size of ~70kD. The pT71-ATF2 antibody identifies an antigen that is inducible in response to stress such as serum starvation while the ATF2 antibody (sc-6233) shows no change in the amount of ATF2 present.
	ImageField1: /9j/4Q7hRXhpZgAATU0AKgAAAAgABwESAAMAAAABAAEAAAEaAAUAAAABAAAAYgEbAAUAAAABAAAA	TextField9: pT71-ATF2 ChIP-Seq analysis supports successful ChIP. A 7% of MACS-called pT71-ATF2 ChIP-Seq peaks (p-value <1e-10) are found within 1000bp of a known TSS.B  pT71-ATF2 peaks preferentially overlap with the transcription factorsATF1. ATF2, CREB and JUN. C,D De novo motif discovery with the MEME suite of analysis software using 100bp of sequence flanking the top 1000 pT71-ATF2 peaks identifies the TRE (p-value < 8.85e-5) and CRE (p-value < 1.27e-3) motifs as enriched DNA elements. 32% of pT71-ATF2 peaks are associated with a TRE (p-value < 0.0001) relative to 4.6% of non-redundant RefSeq TxStart sites (p-valuebonf <  3e-300), and 12% of pT71-ATF2 peaks are associated with a CRE relative to 8.6% of non-redundant RefSeq TxStart sites (p-valuebonf < 7e-22). pT71-ATF2 peak maxima and motif position are coincident. 
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