
GENome Organisation
Visualisation and Analysis

Compute genome-wide scores and aggregations

Annotation and visualisation of Hi-C data

Robustness and performance
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Hi-C data captures all-versus-all 3D DNA-DNA 
contact information at various levels of scale.
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The GENOVA package accepts data from three 
most-used mapping pipelines to build ‘contacts’ 
objects. Analysis functions process these 
objects into ‘discovery’ objects which are easily 
visualised and quantified.
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Compartment scores 
discriminate active (A) from 
inactive (B) chromatin.

Insulation scores can be used to
call TADs based on local minima.
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The majority of 
analysis functions 
in GENOVA run in 
under a minute for 
1-2  samples and 
typical input.
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Aggregation functions reveal similar structures 
across different sequencing depths.
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Variability in
analysis out-
comes reflects 
variability in
biology.

Rich annotations of a diverse 
set of features in both one 
and two dimensions.

Compare experiments by 
dual triangles or by 
differences
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