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Preliminary genome assembly of the Wolbachia endosymblont
of the South American fruit fly, Anastrepha fraterculus sp. 1.
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—_— - Fig. 1: Preliminary genome of Wolbachia endosymbiont of Argentinean A. fraterculus sp1.
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v' From filtered 15,810,325 ONT reads, 1,360 contigs were
assembled.
TotaIHIVIV\(/j?NAwaS Oxford Nanopore and v' One circularized contig of 1,463,312 bp was assigned to
.exfrajt; tmmf =N\ lllumina sequencing Wolbachia sp. (872X coverage).
5'”3‘; . fm erIC“ us technologies v’ Final assembly, after polishing, was of 1,463,854 bp and
aduit remafle Rivarola et al. 2023. GC% 35.07.
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trimming and filtering Metagenomic Fig 2.: BUSCO assessment

for Wolbachia infecting A.

fraterculus sp.1.
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Mapping Extract putative T v' 633 genes, 907 hypothetical proteins, 3 rRNAs and 34
lllumina reads Wolbachia genome classification .
e tRNAs were annotated (Fig. 1).

v’ Insertion Sequences (ISs) and prophage genes were
identified throughout the genome (Fig. 1).
. v" The BUSCO analysis showed a 99.5% completeness (Fig. 2).
% Q‘;i';t‘;szii;?gﬁ”t v/ 99.1% Average Nucleotide Identity (ANI) were obtained in
comparison with Wolbachia from Drosophila
melanogaster.

FUTURE WORK i

Genomic structure and prophage genes analysis will be
carried out to understand the mechanisms influencing
host behavior and physiology, thereby supporting
\novel pest management strategies. /

CONCLUSION

The whole genome of the Wolbachia sp. infecting X
Argentinean A. fraterculus sp. 1 was successfully
assembled and annotated. The obtained results are in
\_ accordance with Wolbachia from D. melanogaster.




