
Optimize Q over all possible partitions

input: contact map W

choose γ: resolution parameter

multiple runs 

Define boundary scores 

and consensus boundaries
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increase Q?

increase Q?

.

.

.

increase Q?

.

.

.

a random bin is selected, update 

is based on the neighbors’ id 

domain id is updated, another 

bin is selected

No more update; 

No more renormalization 

two TADs are obtained

No more update; iteration stops  

bins are renormalized to form 

super-bins; previous steps are 

repeated

adjacient chromosomal bins

every bin has its own domain id

null model E

a modified

Louvain algorithm 
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boundaries called by MrTADFinder

                 negative set

random boundaries by reshuffling
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