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	DateTimeField1: 7/31/2011
	TextField1: epitope corresponding to amino acids 1-96 mapping at the N-terminus of ATF-2 of human origin
	TextField1: ATF2 is a bZip transcription factor from the CREB family.  ATF2 binds to both cAMP response elements (TGACGTCA) and TPA responsive element (TGAGTCA) and is known to heterodimerize with JUN members of the AP1 family of transcription factors. ATF2 is activated by phosphorylation of Thr71 by the stress activated p38 mitogen activated protein kinases.
	DropDownList1: Human
	DropDownList2: Western Blot
	TextField4: Nathan_Lamarre-Vincent@hms.harvard.edu
	TextField5: Nathan Lamarre-Vincent
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	TextField11: sc-6233
	DropDownList11: ChIP
	DropDownList9: Protein A/G
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	TextField12: http://www.scbt.com/datasheet-6233-atf-2-n-96-antibody.html
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	TextField2: Western blot analysis shows a single major band of the expected size ~70kD.
	ImageField1: /9j/4AAQSkZJRgABAgECWAJYAAD/4Qk4RXhpZgAATU0AKgAAAAgABwESAAMAAAABAAEAAAEaAAUA	TextField9: ATF2 ChIP-Seq analysis supports successful ChIP. A 19% of MACS-called ChIP-Seq peaks are found within 200bp of a known TSS.  ATF2 peaks preferentially overlap with the transcription factors JUN and  CREB. B De novo motif discovery with the MEME suite of analysis software using 100bp of sequence flanking the top 1000 ATF2 peaks identifies the TRE (p-value < 8.85e-5) and CRE (p-value < 1.27e-3) motifs as enriched DNA elements. 19.8% of 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 9.9% of ATF2 peaks are associated with a CRE relative to 8.6% of non-redundant RefSeq TxStart sites (p-valuebonf < 0.01). ATF2 peak maxima and motif position are coincident. C ATF2 is specifically immunoprecipitated by ATF2 antibody (Santa Cruz sc-6233) and co-precipitates with JUN, JUNB and JUND but not CREB consistent with the documented ability of ATF2 to dimerize with the JUN family of transcription factors.
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