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Additional file 4 - Rooted maximum likelihood tree of concatenated nuclear SSU rDNA,

partial nuclear LSU rDNA, nucleomorph SSU rDNA and rbcL sequences

Twenty-four taxa; 5154 positions; for Bayesian analysis, the data set was subdivided into four partitions
(nuclear LSU rDNA, 996 positions; nuclear SSU rDNA, 1536 positions; nucleomorph SSU rDNA,

1464 positions; rbcL, 1188 positions); likelihood settings were set to GTR+I+I™+covarion with unlinked
state frequencies, shape parameter, rate matrix and covarion switch rates. Support values from left to right,
maximum likelihood bootstrap/ maximum parsimony bootstrap/ distance (neighbor-joining) bootstrap/
posterior probabilities (Bayesian analysis). Evolutionary model, GTR+I+T"; scale bar, substitutions

per site; -InL =21714



