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long-range contacts in chromosomal contact 

maps
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Study the 3D genomic structure at the best resolution
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Yes we can!
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Optimal sequencing :
Other information on raw dataset



Conclusions

+ Boost HiC is a good tools to study genomic compartment at high resolution 
and low sequencing condition

+ You don’t always need to have high sequencing step
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Some advantage of the procedure
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Restore the contact probability
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Effect on distance genomic



Number of reads, contact probability


