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Biochemical and Structural Properties of Entecavir-Resistant Hepatitis B Virus Polymerase with
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Structural features in common of HBV and HIV-1 resistance against chirally-distinct nucleoside
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Production of recombinant extracellular cholesterol esterase using consistently active promoters
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Developing a codon optimization method for improved expression of recombinant proteins in
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Anodized gold surface enables mediator-free and low-overpotential electrochemical oxidation of
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Complete Genome Sequence of an Efficient Vitamin D 3 -Hydroxylating Bacterium, Pseudonocardia
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the active site. Acta Crystallographica Section F, Structural Biology Communications, 2017, 73, 266-275.

Bifunctional quorum-quenching and antibiotic-acylase MacQ forms a 170-kDa capsule-shaped molecule 2.3 16
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Structure of the HIV-1 reverse transcriptase Q151M mutant: insights into the inhibitor resistance of
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Structural insights into the substrate stereospecificity of d-threo-3-hydroxyaspartate dehydratase
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Total synthesis of aurachins C, D, and L, and a structurally simplified analog of aurachin C.

Bioscience, Biotechnology and Biochemistry, 2014, 78, 1324-1327.

Structure of the quinoline Na€hydroxylating cytochrome P450 RauA, an essential enzyme that confers

antibiotic activity on aurachin alkaloids. FEBS Letters, 2014, 588, 105-110. 28 14
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A Single Mutation at the Ferredoxin Binding Site of P450 Vdh Enables Efficient Biocatalytic Production
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Cloning and Heterologous Expression of the Aurachin RE Biosynthesis Gene Cluster Afford a New
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Crystallization and preliminary X-ray diffraction studies ofD-threo-3-hydroxyaspartate dehydratase
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Mutational robustness of 16S ribosomal RNA, shown by experimental horizontal gene transfer in
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Structured€guided mutagenesis for the improvement of substrate specificity of
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Efficient production of active form of vitamin D3 by microbial conversion. Synthesiology, 2012, 4,
227-235.

Structures of<i>Burkholderia thailandensis</i>nucleoside kinase: implications for the catalytic
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Efficient production of active form of vitamin D3 by microbial conversion. Synthesiology, 2011, 4,
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Structural Evidence for Enhancement of Sequential Vitamin D3 Hydroxylation Activities by Directed
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Crystallization and preliminary X-ray diffraction studies of vitamin D<sub>3</sub>hydroxylase, a
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Crystal structure of cytochrome P450 MoxA from Nonomuraea recticatena (CYP105). Biochemical and
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Structural Insights into Unique Substrate Selectivity of Thermoplasma acidophilum d-Aldohexose
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Crystal structure analysis reveals a novel forkheada€associated domain of ESAT&€6 secretion system C
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