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branching eugolenozoan.

Phylogenomics analyses revealed a novel microeukaryote strain SRT308 is a basal-
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' Mitochondrial genome of strain SRT308: the ancestral features of eugolenozoan
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Fig. 2a: Overview of mt genome of
SRT308. Protein-coding genes are shown
in orange. Structural RNA genes are
shown in blue.
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Fig. 2b: Venn diagram of
protein-coding genes in
euglenozoan mitochondrial
genomes.
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Euglenozoa is a large protist assemblage
comprising Euglenida, Diplonemea and
Kinetoplastea, of which mitochondrial
(mt) genomes are multiple linear/circular
chromosomes coding restricted numbers
of proteins. On the other hand, SRT308
mt genome is a single circular
chromosome with ~61 Kb in length (Fig.
2a), and codes the union of protein-
coding genes found in the euglenozoan
mt genomes studies so far (Fig. 2b). These
characteristics likely coincide with the
position of SRT308, which is basal to the
Euglenozoan clade (Fig. 1a).
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