
 
Figure S1.  Mitochondrial cytochrome oxidase II (COII) phylogeny of termites and related 
roaches.  Family names and other descriptions are located on the right side of the tree. Only two 
of four subfamilies (Macrotermitinae, Apicotermitinae, Nasutitermitinae, and Termitinae) in the 
higher termite family Termitidae are shown.  Subfamily Termitinae is paraphyletic (1). The gut 
communities of insect species highlighted in red have been examined for fdhF using inventory 
and/or PCR screening techniques. Tree was constructed with 393 aligned nucleotides using the 
maximum likelihood phylogenetic algorithm AxML (2). Filled circles at nodes indicate support 
from PHYML, parsimony (Phylip DNAPARS), and Fitch distance methods. Scale bar 
corresponds to 0.1 nucleotide changes per alignment position.  
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