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195 Towards complete and error-free genome assemblies of all vertebrate species 38
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187 RNA-seq analysis for detecting quantitative trait-associated genes. Scientific Reports, 2016, 6, 24375 49 28

Genetic markers and their application in poultry breeding. Poultry Science, 2003, 82, 952-7




HeeBAL KiM
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39 Shotgun Sequencing Data. Frontiers in Microbiology, 2019, 10, 1683 57 3

Complete genome analysis of Lactobacillus fermentum SK152 from kimchi reveals genes
associated with its antimicrobial activity. FEMS Microbiology Letters, 2017, 364,
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breed, reveals its origin and genetic characteristics. Scientific Reports, 2016, 6, 26484

6 Comparative genome analysis of Lactobacillus plantarum GB-LP3 provides candidates of
9 survival-related genetic factors. Infection, Genetics and Evolution, 2017, 53, 218-226 45 3

Whole genome sequencing reveals the impact of recent artificial selection on red sea bream reared
in fish fFarms. Scientific Reports, 2019, 9, 6487

De novo emergence and potential function of human-specific tandem repeats in brain-related loci. 6
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