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Transcriptional landscape of corneal epithelial cell identity
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We performed transcriptome and epigenome analysis using next generation
sequencer (Illumina Hiseq 2500). We identified genome-wide active enhancers and eye-related
transcription factor binding sites,.Eye-related transcription factor and stratified
epithelium-related transcription factors act together to maintain cornea-specific phenotype around
corneal selective enhancers.
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