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Fig. 2- figure supplement 2. Tree of ochrophyte glycyl-tRNA
synthetase sequences.

This tree shows the consensus unrooted Bayesian topology for
a 95 taxa x 487 aa alignment of glycyl tRNA synthetase
sequences. The font colour of each sequences corresponds to
the taxonomic origin (see legend below for details) and are
labelled with the taxonomic identifiers previously defined in
Table S1. Sequences labelled with chl_ possess apparent
plastid targeting sequences recognisable by CASH lineage
plastids. The ancestral ochrophyte plastidic isoform, of
apparent chlamydiobacterial origin, is labelled with a blue
ellipse. Black circles at each node denote posterior probabilities
of 1.0 in Bayesian inferences with three different substitution
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