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thermophilus. Communications Biology, 2020, 3, 168. 4.4 17

11
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novel fashion. Nucleic Acids Research, 2018, 46, 3232-3244. 14.5 27



3

Min Yao

# Article IF Citations

19 Biochemical and structural characterization of Marinomonas mediterranea d-mannose isomerase
Marme_2490 phylogenetically distant from known enzymes. Biochimie, 2018, 144, 63-73. 2.6 21

20 Function and structure of <scp>GH</scp>13_31 Î±â€•glucosidase with high Î±â€•(1â†’4)â€•glucosidic linkage specificity
and transglucosylation activity. FEBS Letters, 2018, 592, 2268-2281. 2.8 27

21
Efficient synthesis of Î±â€•galactosyl oligosaccharides using a mutant <i>Bacteroides
thetaiotaomicron</i> retaining Î±â€•galactosidase (<i>Bt</i><scp>GH</scp>97b). FEBS Journal, 2017, 284,
766-783.

4.7 19

22
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39 Structural insights into the catalytic reaction that is involved in the reorientation of Trp238 at the
substrateâ€•binding site in GH13 dextran glucosidase. FEBS Letters, 2015, 589, 484-489. 2.8 17

40
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54 Molecular basis of transmembrane beta-barrel formation of staphylococcal pore-forming toxins.
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Expression, purification, crystallization and preliminary X-ray crystallographic study of the
nucleocapsid protein ofTomato spotted wilt virus. Acta Crystallographica Section F: Structural
Biology Communications, 2013, 69, 700-703.

0.7 3

70 Structure of dihydrouridine synthase C (DusC) from<i>Escherichia coli</i>. Acta Crystallographica
Section F: Structural Biology Communications, 2013, 69, 834-838. 0.7 12

71 Molecular Basis for the Recognition of Long-chain Substrates by Plant Î±-Glucosidases. Journal of
Biological Chemistry, 2013, 288, 19296-19303. 3.4 83

72
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Q

q
0 0 0 rg
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