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New vision on the new era of genome study. Functional and Integrative Genomics, 2022, 22, 1-2. 3.5 5
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Reviews in Microbiology, 2022, 48, 641-655.

Investigating the development of diarrhoea through gene expression analysis in sheep genetically

resistant to gastrointestinal helminth infection. Scientific Reports, 2022, 12, 2207. 3.3 4

Protection against severe infant lower respiratory tract infections by immune training: Mechanistic
studies. Journal of Allergy and Clinical Immunology, 2022, 150, 93-103.

Chromosome-level genome of Schistosoma haematobium underpins genome-wide explorations of
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Helminth Infection: Studies with the Sheep Model. Functional and Integrative Genomics, 2022, 22, 3.5 2
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Transforming traditional nutrition paradigms with synthetic biology driven microbial production
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Delineating the Tnt1 Insertion Landscape of the Model Legume Medicago truncatula cv. R108 at the Hi-C
Resolution Using a Chromosome-Length Genome Assembly. International Journal of Molecular
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An Improved Protocol for Agrobacterium-Mediated Transformation in Subterranean Clover

(Trifolium subterraneum L.). International Journal of Molecular Sciences, 2021, 22, 4181. 41 5

High-quality reference genome for Clonorchis sinensis. Genomics, 2021, 113, 1605-1615.
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Synthetic Biology towards Improved Flavonoid Pharmacokinetics. Biomolecules, 2021, 11, 754.

Developing Bioprospecting Strategies for Bioplastics Through the Large-Scale Mining of Microbial
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Genetic Diversity Linked to Haplotype Variation in the World Core Collection of Trifolium
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Large-Scale Structural Variation Detection in Subterranean Clover Subtypes Using Optical Mapping.
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In Vitro-Assisted Compression of Breeding Cycles. , 2018, , 463-486. 5
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