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Recombination. PLoS ONE, 2016, 11, e0147485. 2.5 32



4

Andrew H -J Wang

# Article IF Citations

37 Moenomycin Biosynthesis: Structure and Mechanism of Action of the Prenyltransferase MoeN5.
Angewandte Chemie - International Edition, 2016, 55, 4716-4720. 13.8 19
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63 Crystal structure and substrate-binding mode of the mycoestrogen-detoxifying lactonase ZHD from
Clonostachys rosea. RSC Advances, 2014, 4, 62321-62325. 3.6 37
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220 Crystal Structure of d-Aminoacylase from Alcaligenes faecalis DA1. Journal of Biological Chemistry,
2003, 278, 4957-4962. 3.4 54

221 Unusual DNA duplex and hairpin motifs. Nucleic Acids Research, 2003, 31, 2461-2474. 14.5 87
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