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Solving the Horizontal Gene Transfer Problem -

Consensus Trees
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Comparison

Creating consensus trees for each
simulation, calculating the RF distance
between the true tree, the gene trees,

and the consensus trees

Data Generation

Randomly generating “true trees”
(representing true phylogenetic
relationships in terms of topology)

General Framework

&,

Reconstruction

Generating genes of random length to
mimic evolutionary processes, then
using models to reconstruct the trees
and comparing the reconstructed trees
to the true ones

Recombination

Simulating horizontal gene transfer via
events of recombination (Gene Trees)



Simulation Framework




Gene Length Distribution
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“Worst Case Scenario” Simulations
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“Worst Case Scenario” Simulations
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Realistic Simulations
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Outlook

e expanding the dataset
o more genes
o more species
o more simulations

e optimizing phylogeny reconstruction
e comparing with Supertree/Supermatrix methods



Thank you for your attention!



