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Description

bam file with the reads aligned to chrl from FoxA1 in mm9 liver cell lines published by Serandour
et al., 2013. This package contains the files
Format

bam files (with their respective indexes)

Details

¢ ChIPexo_carroll_FoxA1_mouse_repl_chrl.bam
* ChIPexo_carroll_FoxA1l_mouse_rep2_chrl.bam
* ChIPexo_carroll_FoxA1_mouse_rep3_chrl.bam

and their respective index files.
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