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E

uterpe oleracea, Arecaceae family, is used especially for fruit. Its natural habitat is Amazon rainforest. Here we used
high throughput RNA sequencing (RNAseq) to obtain the reference transcriptome for this species, establishing a
critical genomic resource necessary for future genetics studies. Leaves of one adult individual of E. oleracea were
collected in the Amazon rainforest (Brazil). They were immediately frozen in liquid nitrogen and lyophilized. Total RNA
was isolated and converted into cDNA prior to sequencing using an Illumina NextSeq platform. A total of 102,576,656
raw reads (pair-end read of 151 length) were filtered by quality using Trimmomatic and assembled into 193,487
transcripts with Trinity. The E. oleracea novo transcriptome assembly contains 153,805 unigene databases represented
by 117 Mbp, with a median (mean) contig length of 334 bp (608 bp) and a GC content of 44.9%. The databases were
annotated for their putative functions based on Arabidopsis thaliana transcriptme database resource. Total of 14,207
annotated unigene databases were categorized into 30 functional groups under Gene Ontology terms. In the biological
process category, cellular processes (39.09%) and metabolic processes (35.92%) were the predominant groups. For the
cellular component category, the predominant were cell parts (51.98%) and organelles (32.6%). The main distributions
in the molecular function category were catalytic activity (36.33%) and binding (35.48%). This is a critical resource to be
used for the development of new molecular tools for conservation genetics and evolutionary studies.
Take Away Notes:
•

The audience can get a greater knowledge of the technology that helps to understand the genetic makeup of a
species which is very important to human and animal foods.

•

The study presents objectively modern and efficient techniques to reach its goals.

•

Taking under consideration the conference theme, many of the participants will have similar objectives in their
respective studies.

•

The audience can use the results of this work for many purposes including: to comparing the transcriptome and
genome other palm species around the world; to obtaining some marks as SNPs; further in depth studying about
conservation, evolution and breeding palm species. This will help to obtain SNPs that will be used a variety of
studies on genetic themes. RNA sequencing was the strategy to access the functional component, especially since
it is a species without a reference genome. In the future, this set of SNPs can be used to design one chip for the
palm species. This kind of information about this native’s species quite possibly has an even greater significance to
Brazilian researchers.
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