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Description

Downloads different types of Hi-C processed files (cool, mcool, pairs.gz, fastq) and returns the path
of the cached file.

Usage
HiContactsData(sample = NULL, format = NULL)

Arguments
sample sample
format format
Value

Local path of the queried file cached with BiocFileCache.

Examples

HiContactsData(sample = 'yeast_wt', format = 'cool')
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