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Hi-C experiment
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Two pieces of chromatin 
are close in 3D Cross-linking Digestion

Biotinylation Ligation

Hi-C experiment

Shearing
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Valid pair
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Valid pair (~36% of the mapped read-pairs)
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Dangling-end (~15%)
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Dangling-end (~15%)
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< max_molecule_length

Extra dangling-end (~5%)
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Self-circle (~10%)
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Error (<2%)
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!
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Error (<2%)



> min_distance_to_RE> min_distance_to_RE

Random break (~20%)
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< 5 bp

< 75 bp

Too close from RE sites (~2%)

Too short (<1%)

Too large (<1%)

> 100 Kbp
13



Duplicated (~20%)

Over represented (<1%)
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How much do we map?

• Valid reads: 80-90% each end  => 64-81% 
intersection => 60% of the intersection, 36% of the 
total 

• 1% multiple contacts 

• many of the reads will be lost in the filtering…
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