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. Deep insights into Dictyocaulus viviparus transcriptomes provides unique prospects for new drug 8
9 targets and disease intervention. Biotechnology Advances, 2011, 29, 261-71 7 7
A self-sufficient pressure pump using latex balloons for microfluidic applications. Lab on A Chip,

2018, 18, 2730-2740

Transcriptomics Indicates Active and Passive Metronidazole Resistance Mechanisms in Three

89 Seminal Lines. Frontiers in Microbiology, 2017, 8, 398 57 26
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Insights into the immuno-molecular biology of Angiostrongylus vasorum through
transcriptomics--prospects for new interventions. Biotechnology Advances, 2013, 31, 1486-500

Molecular evidence for a cryptic species within the parasitic nematode Macroponema comani 6
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Asynchronous generation of oil droplets using a microfluidic flow focusing system. Scientific
Reports, 2019, 9, 10600

Analysis of the transcriptome of adult Dictyocaulus filaria and comparison with Dictyocaulus
25 viviparus, with a focus on molecules involved in host-parasite interactions. /nternational Journal for 43 4
Parasitology, 2014, 44, 251-61

New Thelastomatoidea (Nematoda: Oxyurida) from Australian burrowing cockroaches (Blaberidae:
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