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Molecular basis for coordinating secondary metabolite production by bacterial and plant signaling .4 4
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Structural insights into a new substrate binding mode of a histidine acid phosphatase from Legionella
pneumophila. Biochemical and Biophysical Research Communications, 2021, 540, 90-94.

Genetic maprping identifies a rice naringenin <i>O</[i>a€glucosyltransferase that influences insect 5.7 15
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Epidemiological Characterization of Colistin and Carbapenem Resistant Enterobacteriaceae in a
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Crystal structure of a hypothetical T2SS effector Lpg0189 from Legionella pneumophila reveals a

novel protein fold. Biochemical and Biophysical Research Communications, 2020, 521, 799-805. 21 2

Intramolecular Annulation of Gossypol by Laccase to Produce Safe Cottonseed Protein. Frontiers in
Chemistry, 2020, 8, 583176.

The phospholipase A effector PlaA from <i>Legionella pneumophila</i>: expression, purification and
crystallization. Acta Crystallographica Section F, Structural Biology Communications, 2020, 76, 0.8 2
138-144.

Identification of the Repressive Domain of the Negative Circadian Clock Component CHRONO.
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Structural characterization of the hypothetical protein Lpg2622, a new member of the C1 family 0.8
peptidases from Legionella pneumophila. FEBS Letters, 2018, 592, 2798-2810. :

High-Resolution Crystal Structure of RpoS Fragment including a Partial Region 1.2 and Region 2 from
the Intracellular Pathogen Legionella pneumophila. Crystals, 2018, 8, 54.

Crystal structure of |pg1832, a VirK family protein from Legionella pneumophila , reveals a novel fold 0.8 4
for bacterial VirK proteins. FEBS Letters, 2017, 591, 2929-2935. :

Crystal Structure and Biochemical Characterization of an Aminopeptidase LapB from <i>Legionella
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Synergistic enhancement via plasmonic nanoplate-bacteria-nanorod supercrystals for highly efficient 78 36
SERS sensing of food-borne bacteria. Sensors and Actuators B: Chemical, 2017, 239, 515-525. :

A Versatile Anisometric Metallic Supercrystal with Controllable Orientation on a Chip as a Stable and
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Crystal structures of Apo and GMP bound hypoxanthined€“guanine phosphoribosyltransferase from
Legionella pneumophila and the implications in gouty arthritis. Journal of Structural Biology, 2016, 2.8 7
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Corea€“Shell Nanorod Columnar Array Combined with Gold Nanoplated€“Nanosphere Assemblies Enable

Powerful In Situ SERS Detection of Bacteria. ACS Applied Materials &amp; Interfaces, 2016, 8,
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Structure of Ipg0406, a carboxymuconolactone decarboxylase family protein possibly involved in

antioxidative response from <i>Legionella pneumophila</i>. Protein Science, 2015, 24, 2070-2075. 7.6 12
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Crystallization and preliminary crystallographic analysis of the major acid phosphatase
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Microcystis aeruginosa. Environmental Science and Pollution Research, 2015, 22, 8471-8479. 53 1
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Crystallization and preliminary X-ray characterization of the dephospho-CoA kinase fromLegionella
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Crystal structure of wild-type and mutant human Ap4A hydrolase. Biochemical and Biophysical
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A bacterial laccase from marine microbial metagenome exhibiting chloride tolerance and dye
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Purification, crystallization and preliminary crystallographic analysis of recombinant Lac15 from a
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Crystal structure of isoamyl acetated€hydrolyzing esterase from <i>Saccharomyces cerevisiae</i>
reveals a novel active site architecture and the basis of substrate specificity. Proteins: Structure, 2.6 16
Function and Bioinformatics, 2011, 79, 662-668.
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Crystallization and preliminary crystallographic analysis of recombinant VSP1 fromArabidopsis
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Crystal structure of Glutamatel-semialdehyde aminotransferase from Bacillus subtilis with bound
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