
Mapping and processing Hi-C data



Hi-C Analysis 
Overview
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Hi-C Paired-end reads
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Iterative mapping concludes when either 
the read is uniquely aligned, or the 

maximal read length is reached



* The junction might 
not be covered with 
short reads







Mapping with HiCUP 



- Informative HiC pairs

Obtaining informative Hi-C pairs (di-tags)





Hi-C 
products







Assumes that biologically, cis read pairs are more abundant
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Resources

➢ https://www.youtube.com/watch?v=xWpjlXnsOU4

➢ https://www.bioinformatics.babraham.ac.uk/projects/hicup/read_the_docs/html/index.html

https://www.youtube.com/watch?v=xWpjlXnsOU4
https://www.bioinformatics.babraham.ac.uk/projects/hicup/read_the_docs/html/index.html



