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Belton et al., Methods 2012
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Hi-C computational workflow

Open2C et al., Biorxiv 2023
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Hi-C pipeline
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Create fastq files

Get .bcl files

QC: remove/trim low quality reads

Align fastq to BAM

Filter duplicates, artifacts, …

Generate tracks

Assay-specific downstream analysis
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Hi-C pipeline(s)

Servant et al., Genome Biol. 2015

Ay & Noble Genome Biol 2015 
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Hi-C pipeline(s) – 2015

Servant et al., Genome Biol. 2015

Ay & Noble Genome Biol 2015 
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