QUEEN'’S

UNIVERSITY
BELFAST

Galba truncatula and Helminths
the Importance of Microbes

P McCann'; C McFarland!; ] Megaw?!;: C Cantacessi?; G Rinaldi®; G Gobert?;
I Queen’s University Belfast, UK 2 Department of Veterinary Medicine, University of
Cambridge, UK; 3 Wellcome Trust Sanger Institute, UK.

BACKGROUND AIMS & HYPOTHESIS

Aims:
1. Profile the microbiome of snail species
with/without helminth infection

* Liver fluke and Rumen fluke are
primarily veterinary diseases

. Resista.nce. to.triclabendazole IS 2. Investigate the role played by the
emerging in liver fluke' microbiome introduced by the

* Snails act as the intermediate host for invading helminth
both parasites. The primary purpose of 3. To investigate functional roles played
the snail haemolymph is nutrient by the snail microbiome using
distribution and immune protection? microbiologically methods

* The haemolymph has a diverse
microbiome®). The invading parasite is Hypothesis:
constantly in contact with the snail Naive snails will have a different microbial
haemolymph!4). composition than helminth infected snails.

METHODS RESULTS
58 G. truncatula were * 40 infected snails of 58 collected
collected in Northern * |nfection status determined through
Extraction Ireland analysis of qPCR and gel
Shells were cleaned electropherograms (see Figure 1)
using 70% ethanol * |nfected and naive snails will be

sequenced to profile their respective

Extracted using Qiagen | |
Blood and Tissue Kit microbiomes

* |nfection status
determined by gPCR
and Pan-Trematode
primers

* Species specific
primers used to detect
liver and rumen fluke

Figure 1 — Gel electrophoresis showing 100kb ladder,

positive controls (Pan- Trematode), 10 snails — 8 positive, 2

e Future work will use negative, & negative kitome controls. Band size 362bp
sequencing and represents positive result for infected snails. Band size

. . 288bp represents Galba truncatula positive control.
16S Microbiome Analyser
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