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The multi-species coalescent model
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The multi-species coalescent model

Time (generations)

A A A A

Milan Malinsky 2022



The multi-species coalescent model
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Incomplete lineage sorting
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Introgression

LETTER

Butterfly genome reveals promiscuous exchange of
mimicry adaptations among species

The Heliconius Genome Consortium*

doi:10.1038/nature11041
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Activity:
Inferring gene flow in simulated data
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Simulated data (VCF):

20 species in 1 million generations
Ne = 50,000

mu, rho = 1x10e-8

20Mb of data
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Activity: Finding gene-flow in a real dataset
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Activity: Gene flow signal along the genome
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Activity: Results
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D= nABBA —nBABA
nABBA +nBABA
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True tree, no introgression
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The multi-species coalescent model
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3. Finding geneflow in a real dataset - Tanganyikan cichlids
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3. Finding geneflow in a real dataset - Tanganyikan cichlids
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