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included a well-supported subclade of mostly African species (M.
sethsmithi, M. adusta, M. striata, M. gambagae, M. aquatica, M. cas-
sini), and a poorly-supported clade of four Asian species (M. ferrugi-
nea, M. sibirica, M. griseisticta, M. muttui). Three other species of
Muscicapa were placed outside this clade: M. olivascens and M. cae-

rulescens were sister to Fraseria ocreata (PP 1.0), and these in turn
were sister to M. infuscata, Melaenornis microrhynchus and M.
mariquensis (PP 0.95). Melaenornis edolioides and M. silens were sis-
ter to Fraseria cinerascens (PP 1.0) and these three species together
were sister to all other species in clade C2. Not all of these

Fig. 1. Relationships of Muscicapidae and Turdidae based on Bayesian analysis of combined mitochondrial cytochrome b, and nuclear ODC, myoglobin and LDH intron
sequences (3240 bp) divided into two partitions analyzed under the GTR + G + I model (cyt b and ODC), one partition analyzed under the GTR + G model (LDH) and
one partition analyzed under the HKY + G model (myo). Maximum Likelihood bootstrap values and Bayesian posterior probabilities, respectively, are given for each clade. An
asterisk denotes a bootstrap value of 100% or a posterior probability of 1.0. A ‘–’ indicates that the node was not recovered by Maximum Likelihood analysis. The pie diagrams
indicate support from individual gene trees. The names referring to the marked clades are the ones proposed here.
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Fig. 1 (continued)
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