Quillaja saponaria plastome revisited: sequence update and re-annotation

Quillaja saponaria is an important South American woody species in
the production of vaccine adjuvants, from triterpene saponins
produced by its specialized metabolism. Few genomic resources are
available for this species. Among them is the assembly of its
chloroplast genome (published in 2019;NCBI accession MH880827),
showing an estimated size of 132,854 bp, considerably smaller than
that identified in species of the same order, such as Suriana
maritima (163,747 bp) and Polygala japonica (165,439 bp). The
reduced size might indicate assembling errors due to the use of
inappropriate genome assembling tools. To test our misassembly
hypothesis, the objective of this study was to re-assemble and
re-annotate the Q. saponaria chloroplast using assemblers and
strategies specially developed for the recovery of plastid genomes.
We intend to review the annotation and sequencing data of the
Quillaja saponaria species as a way to obtain a new chloroplast
assembly.
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Figure 3: Sequence of Quillaja saponaria chloroplast MH880827.1 deposited at NCBI.
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