
Andrew H -J Wang

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/2402357/publications.pdf

Version: 2024-02-01

305

papers

16,653

citations

63

h-index

20036

113

g-index

25230

311

all docs

311

docs citations

311

times ranked

18709

citing authors



Andrew H -J Wang

2

# Article IF Citations

1 Structural basis of an epitope tagging system derived from <i>Haloarcula marismortui</i>
bacteriorhodopsin I D94N and its monoclonal antibody GDâ€•26. FEBS Journal, 2022, 289, 730-747. 2.2 1

2 Structural and biological insights into Klebsiella pneumoniae surface polysaccharide degradation by
a bacteriophage K1 lyase: implications for clinical use. Journal of Biomedical Science, 2022, 29, 9. 2.6 9

3 Biosynthesis of Vitroprocines by Î±-Oxoamine Synthase and Oxidoreductase Identified from <i>Vibrio</i>
sp. QWI-06. Organic Letters, 2022, 24, 3281-3285. 2.4 0

4 Structure, catalysis, and inhibition mechanism of prenyltransferase. IUBMB Life, 2021, 73, 40-63. 1.5 34

5 How does <scp>the International Union of Biochemistry and Molecular Biology</scp> support
education and training?. Biochemistry and Molecular Biology Education, 2021, 49, 7-8. 0.5 0

6 Crystal structure of the N-terminal domain of TagH reveals a potential drug targeting site.
Biochemical and Biophysical Research Communications, 2021, 536, 1-6. 1.0 1

7 Structure-based Development of Human Interleukin-1Î²-Specific Antibody That Simultaneously Inhibits
Binding to Both IL-1RI and IL-1RAcP. Journal of Molecular Biology, 2021, 433, 166766. 2.0 10

8 DMTMM-Mediated Intramolecular Cyclization of Acidic Residues in Peptides/Proteins. ACS Omega, 2021,
6, 4708-4718. 1.6 1

9 Concern over use of the term Z-DNA. Nature, 2021, 594, 333-333. 13.7 2

10 A Unique Carboxylic-Acid Hydrogen-Bond Network (CAHBN) Confers Glutaminyl Cyclase Activity on
M28 Family Enzymes. Journal of Molecular Biology, 2021, 433, 166960. 2.0 1

11
Synthesis and biological evaluation of phenothiazine derivative-containing hydroxamic acids as
potent class II histone deacetylase inhibitors. European Journal of Medicinal Chemistry, 2021, 219,
113419.

2.6 8

12 <scp>IUBMB</scp> Life enters a new era. IUBMB Life, 2021, 73, 9-9. 1.5 0

13 Vibrio cholerae biofilm scaffolding protein RbmA shows an intrinsic, phosphateâ€•dependent
autoproteolysis activity. IUBMB Life, 2021, 73, 418-431. 1.5 2

14 Structural basis of polyethylene glycol recognition by antibody. Journal of Biomedical Science, 2020,
27, 12. 2.6 34

15 Preparation and characterization of antibody-drug conjugates acting on HER2-positive cancer cells.
PLoS ONE, 2020, 15, e0239813. 1.1 9

16 Biochemical and molecular dynamics studies of archaeal polyisoprenyl pyrophosphate phosphatase
from Saccharolobus solfataricus. Enzyme and Microbial Technology, 2020, 139, 109585. 1.6 2

17 Development of a Versatile and Modular Linker for Antibodyâ€“Drug Conjugates Based on
Oligonucleotide Strand Pairing. Bioconjugate Chemistry, 2020, 31, 1804-1811. 1.8 9

18 Crystal Structure of PigA: A Prolyl Thioesterâ€•Oxidizing Enzyme in Prodigiosin Biosynthesis.
ChemBioChem, 2019, 20, 193-202. 1.3 7



3

Andrew H -J Wang

# Article IF Citations

19 Enhancement of laccase activity by pre-incubation with organic solvents. Scientific Reports, 2019, 9,
9754. 1.6 35

20
Chaetomella raphigera Î²-glucosidase D2-BGL has intriguing structural features and a high substrate
affinity that renders it an efficient cellulase supplement for lignocellulosic biomass hydrolysis.
Biotechnology for Biofuels, 2019, 12, 258.

6.2 19

21 Thermococcus sp. 9Â°N DNA polymerase exhibits 3â€²-esterase activity that can be harnessed for DNA
sequencing. Communications Biology, 2019, 2, 224. 2.0 6

22 An Effective Neutralizing Antibody Against Influenza Virus H1N1 from Human B Cells. Scientific
Reports, 2019, 9, 4546. 1.6 13

23 Crystal Structures of the Câ€•Terminally Truncated Endoglucanase Cel9Q from <i>Clostridium
thermocellum</i> Complexed with Cellodextrins and Tris. ChemBioChem, 2019, 20, 295-307. 1.3 4

24 New paradigm of functional regulation by DNA mimic proteins: Recent updates. IUBMB Life, 2019, 71,
539-548. 1.5 24

25 Antibody-drug conjugates with HER2-targeting antibodies from synthetic antibody libraries are highly
potent against HER2-positive human gastric tumor in xenograft models. MAbs, 2019, 11, 153-165. 2.6 10

26 The C-terminal D/E-rich domain of MBD3 is a putative Z-DNA mimic that competes for ZÎ± DNA-binding
activity. Nucleic Acids Research, 2018, 46, 11806-11821. 6.5 6

27 Kinetic analysis and structural studies of a highâ€•efficiency laccase from <i>Cerrena</i> sp.
<scp>RSD</scp>1. FEBS Open Bio, 2018, 8, 1230-1246. 1.0 20

28 Structural Basis for Stabilization of Z-DNA by Cobalt Hexaammine and Magnesium Cations. journal of
hand surgery Asian-Pacific volume, The, 2018, , 196-199. 0.2 0
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