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Ø 100 recombination events recognized in the SARS-CoV-2 virus evolution history

Ø Lineage XBB descendants are considered Variants Of Interest (WHO), leading to
o reduced neutralization by antibodies generated against previous infection 

or vaccination;
o reduced efficacy of treatments;
o predicted increase in transmissibility or disease severity.

Typical recombination patterns

Intuition

Ø Data-driven. The input 
knowledge is inferred from 
data: mutation probabilities 
that can be computed in few 
minutes

Ø Independent from the 
classification system in use 
(Nextstrain clades, PANGO 
lineages, GISAID clades, …)

Ø Independent from 
phylogenetic analysis

Ø Applicable to any 
monopartite virus with a 
sound classification system. 

Ø Applicable to pandemic-
scale scenarios

Ø Higher sentivity w.r.t. sota 
methods and manual 
approach

Ø Potentially impactful for 
genomic surveillance 
practices

Method

Ø Up to 2 breakpoints are 
detected in the current 
version of RecombinHunt

Ø Only the mutations are 
considered for determining 
the breakpoint location. 
This implies a certain 
degree of uncertainty in the 
position of the breakpoint.
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