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Abstract

Keywords

The complete sequence of mitochondrial genome of the Chlorella sorokiniana strain (SAG
111-8 k) is presented in this work. Within the Chlorella genus, it represents the second
species with a complete sequenced and annotated mitochondrial genome (GenBank
accession no. KM241869). The genome consists of circular chromosomes of 52,528 bp and
encodes a total of 31 protein coding genes, 3 rRNAs and 26 tRNAs. The overall AT
contents of the C. sorokiniana mtDNA is 70.89%, while the coding sequence is of 97.4%.
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Mitochondria and plastids contain their own distinct genome
DNA and their origin is due to the acquisition of an endosymbiont
a-proteobacteria. The evolutionary coherence of land plants and
green algae is apparent at the levels of both the nuclear and
chloroplast genomes. However, at the level of mitochondrial
genome, this affiliation breaks down (Gray et al., 1989; Turmel
et al., 1999). To date, complete mitochondrial DNA (mtDNA)
sequences have been determined for five Trebouxiophyceae, i.e.
Prototheca wickerhamii (Wolff et al., 1994); Helicosporidium sp.
(Pombert et al., 2010); Coccomyxa sp. C169 (Smith et al., 2011);
Trebouxiophyceae sp. MX-AZ01 (Servı́n-Garcidueñas &
Martı́nez-Romero, 2012) and Chlorella sp. ArM0029B (Jeong
et al., 2014). Chlorella is a genus of green cells photosynthetic
algae, belonging to the Phylum Chlorophyta. Within this genus,
the C. Sorokiniana strain can take advantage of organic carbon
sources, in addition to carbon dioxide, to grow under mixotrophic
conditions with higher biomass yields than the corresponding
ones observed under photoautotrophic conditions (Wan et al.,
2011). Moreover, a recent work by Rosenberg et al. (2014)
investigated the effects of heterotrophic and mixotrophic growth
on lipid biochemistry of Chlorella species, thus demonstrating
that different lipid compositions can be achieved by cultivating
C. sorokiniana under the trophic conditions above. Ultimately, the
desired lipid composition and content might be varied by suitably
tuning the cultivation conditions. For these reasons, this strain
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might represent a promising feedstock for the production of
nutritional oils or biofuels in a biorefinery framework. In spite of
this, the commercial exploitation of C. sorokiniana is still not
widespread since its large scale production might be affected by
technical constraints mainly arising from the still low lipid
productivity achievable through the current cultivation technologies (Concas et al., 2012, 2014). In this regard, the knowledge of
C. sorokiniana genome represents the first step towards the
identification of suitable genetic engineering strategies aimed to
increase its lipid productivity and thus to overcome the limitations
described above.
While Orsini et al. (2014) have recently presented the complete
chloroplast genome sequence of C. sorokiniana strain (SAG 1118 k), in this work the knowledge of organelles genomes is
completed through the sequencing of the mitochondrial genome
of this strain. Within the Chlorella genus, this is the second
species with a complete sequenced and annotated mitochondrial
genome (GenBank accession no. KM241869).
Whole-genome sequencing of the C. sorokiniana strain was
performed using Illumina HiSeq2000 platform (Pula, CA, Italy),
after quality trimming reads were assembled by a denovo
approach under the Orione framework (Cuccuru et al., 2014).
The mtDNA sequence of C. sorokiniana assembles as a circular
map of 52,528 bp (with an AT of 70.89%) which encodes a total of
31 protein-coding genes, 3 rRNAs and 26 tRNAs (cf. Figure 1),
while accounting for 97.4% of the total genome. The comparison
of the C. sorokiniana mt genome with respect to the
Trebouxiophyceae one mentioned above revealed substantial
rearrangements among strains including large inversion. In
addition, a basic phylogenetic analysis placed C. sorokiniana
mtDNA in a specific clade distinct from that one of Chlorella sp.
ArM0029B (which, in turn, resulted in a separate clade itself) and
the other Trebouxiophyceae.
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Figure 1. Gene map of the mitochondrial genome of C. Sorokiniana.
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