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BACKGROUND IMPLEMENTATION
MARGINAL LIKELIHOOD ESTIMATION mcme3r° (R package) & MCMCtree (PAMLY/, current v. 4.9h)
. prior X likelihood 1. Prepare sequence alignment (aln.aln) and tree
ECSECS (marginal likelihood) (tree.tree) files in MCMCtree format for each model to
1 evaluate.
f(t, r|D) = ;f(r|t)f(t)f(D|t, T) 2. Prepare MCMCtree control files (ncmctree.ctl).

3. “R Find appropriate k P values (betaweights.txt) to
calculate the marginal likelihood using Tl or SS approach.

A 7 z = [[fOf@I)f(Dlt,r) drdt 4. “R Create k directories with the corresponding
® mcmctree.ctl file with the appropriate S value appended.
5. Run MCMCtree within each directory created by mcmec3r
: having the mcmctree.ctl with the appropriate S value.
' 6. “R Parse MCMCtree’s output to calculate the marginal
iz likelihood estimates and standard errors.

MCMC SAMPLING FROM A —
POWER POSTERIOR DISTRIBUTIONS 7. “R Compute BFs and posterior model probabilities.
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RESULTS OF A BAYESIAN MODEL SELECTION ANALYSIS REFERENCES
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1 1
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55(2):195
Gene() P(MynID)  P(MgpmID) BFingem  P(MinID)  P(MgpmID) BFungem  P(MinID)  P(MgpmID) BFingem
4. Xie, W. et al. (2011) Syst. Biol. 60(2):150
cds_ENSG00000178691 (SUZ12, q1q1) 1.000 0000 25034 1.000 0000 25261 1.000 0.000 11.678 ) ]
cds_ENSGO0000164066 (INTU, g1g2) 0.000 1000 -20.389 0.000 1000  -20393 0474 0526 0104 5. dos Reis et al. (2018) Syst. Biol. 67(4):594
cds_ENSGO0000108296 (CWC25, 62g1) 0.000 1000 -10.999 0.000 1000 10985 1.000 0.000 8.567 6. Yang, Z. (2007) Mol. Biol. Evol. 24(8):1586
ds_ENSG00000164169 (PRMTS, 292 0.883 0.117 2,022 0.884 0.116 2,031 1.000 0.000 7.680 )
o= ¢ 4202) 7.Rannala, B. & Yang, Z. (2017) Syst. Biol.
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