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Coalescence with recombination versus non-ILS discordance
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Chromosome

Expected discordance: 
incomplete lineage sorting (ILS) & recombination

Strong non-ILS discordance: 
biological (e.g., hybridization) & artifacts (e.g., errors)
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coalescence models (e.g. CoalHMM)
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Can we detect outlier regions using the posterior probabilities across the loci?

Expensive to compute!
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TCTCATTGGCGCCTCATTTCTGGATACCCCGACCTATTTTGACGG

TCTCAATCGCGCATCATCTCTGGATACCCAGACCTAGGTTGACGG

TATGGGTCGCGCATCATTTATGGATACCCAGAGGAAGGTTGACGC

TTTCATTCGCGCATCATATATGGACACGTTGAGGAAGTACGACGC

TTTCATTCGCGCATCATATTTGGAAAAGCTGAGGAAGTACGACGC

TTTGGGTCGCGCATCATACCTGGACCCGCAGAGGAAGTACGAGGC
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An HMM w/ locus tree summary statistics as emissions
Given a species tree and gene trees sampled across a sequence: 
- QQS values as emissions—fast 
- approximating the emission distribution via simulations 
- informative priors on transitions to deal with noise
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