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- Neotropical amphibian parasites remain understudied despite known risks [14], and morphological
parasites (highlighting neglected biodiversity)

identification is limited by a lack of comparative data and poor preservation [14][16]
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- Phylogenetics confirms the genera our samples belong to and helps resolve relationships not
evident through morphology alone

- QOverall, using sheer transcriptomics, we were able to show the power of RNA-based mitogenomics
to reveal undocumented parasitic diversity, as it was able to simultaneously reconstruct host and
parasite genomes, detect misidentifications, and capture potential molecular responses to infection

- While researchers and museum
collections focus on charismatic
species, they fall into excluding
many amphibians [15], like
species with dull coloration or low

appeal, are often left out of " | | i

conservation efforts [16] (Fig. 3), | | / | FUTURE STEPS

leading to data gaps due to , InfeCtiE{ W - Expand sample sizes and types (e.g. pet trade vs nature) by collecting tissues from diverse frog
Colorful poison frog Simple tree frog neglected biodiversity \ | populations, hosts, and regions to improve genetic diversity [42] and gaps in knowledge

- Compare mitogenomes in healthy vs infected frogs to see if there are mitogenome expansions,
especially those with secondary infections like fungal (Bd)

- Develop parasite-specific reference databases: Expand nematode mitogenomic and transcriptomic
references to improve taxonomic resolution, gene annotation, and BLASTn matching in
underrepresented taxa like Rhabdias

OBJECTIVES & QUESTIONS

Our objectives are: i) to develop a transcriptomic and mitogenomic pipeline for host and parasite
identification, ii) to compare infected and uninfected host frog tissues, iii) to characterize Parasite X
morphologically, and iv) to determine the parasite and host’'s mitogenomics and phylogenetics based > 3
on barcode gene COX1. We ask, what is the identity and biological impact of Parasite X in the host,
and what does it reveal about parasite diversity in tropical and pet-traded amphibians? g Ty
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