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Supplementary Figure S2. Genomic landscape of human KLF4 promoter. ‘+1’ is the transcription start site of KLF4.
The figure was drawn in UCSC Genome Browser. Descriptions of each track are also denoted on the right. ChiP-Seq
peaks of EGR1, p300, and TBP are used in ENCODE database, whereas EGR1 data is used in ReMap database.
Scale bar, 500 bp.



	슬라이드 1

