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Structural basis for termination of AIM2-mediated signaling by p202. Cell Research, 2013, 23, 855-858.

Role of the HIN Domain in Regulation of Innate Immune Responses. Molecular and Cellular Biology, 9.3 26
2014, 34, 2-15. ’

Crystal structure of human esterase D: a potential genetic marker of retinoblastoma. FASEB Journal,

20009, 23, 1441-1446.

Characterization of a corrinoid protein involved in the C1 metabolism of strict anaerobic bacterium

Moorella thermoacetica. Proteins: Structure, Function and Bioinformatics, 2007, 67, 167-176. 2.6 28



20

22

24

26

28

30

32

34

36

ARTICLE IF CITATIONS

Conversion of<scp>d</[scp>a€ribulose 5d€phosphate to<scp>D<[scp>a€xylulose 54€phosphate: new insights

from structural and biochemical studies on human RPE. FASEB Journal, 2011, 25, 497-504.
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Crystal structure of a novel non-Pfam protein PF2046 solved using low resolution B-factor

sharpening and multi-crystal averaging methods. Protein and Cell, 2010, 1, 453-458. 11.0 13
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