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FIGURE 3. Fifty percent consensus of trees sampled from the posterior distribution (at stationarity) of the unpartitioned Bayesian analysis
(strategy P1). Branch lengths are calculated from means of the posterior probability density. Ingroup taxa shaded in blue represent the subfamily
ÒScincinae,Ó red Lygosominae, green Feylininae, and orange Acontinae. Values below the nodes represent posterior probabilities. Clades A and
B are discussed in the text.
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