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Background: Fasciola hepatica, a parasitic flatworm (phylum Platy-

helminthes, class trematode, subclass Digenea, family Fasciolidae), 

is the cause of one of the most important diseases affecting animal 

health all over the world: liver fluke disease (fascioliasis). Triclabend-

azole (TCBZ) is the drug of choice for more than 25 years because 

of its high activity against both adult and juvenile flukes. However, 

there are an increasing number of reports on drug resistance against 

TCBZ in F. hepatica. 

Methods: We performed next-generation sequencing (NGS) to 

identify new ABC transporters of F. hepatica and mutations in these 

transporters that could confer resistance to TCBZ. For this approach, 

TCBZ-resistant and susceptible adult flukes from Northern Ireland 

and Lower Austria were used. In parallel, we also generated anti-

bodies against putative ABC transporters of F. hepatica. Additionally, 

cells were transfected with ABC transporters to perform cell viability 

assays (CVA). 

Results: Next generation sequencing data provided us about 60 ABC 

transporters in F. hepatica. We found F. hepatica multidrug resis-

tance transporter (MDR) involved in TCBZ efflux by CVA. As seen by 

CVA, F. hepatica MDR might be a candidate to elicit drug resistance. 

Discussion: The results from both the bioinformatics part and the 

functional analysis will probably shed light on how flukes became 

resistant. 
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