
Stephen K Burley

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/3586897/publications.pdf

Version: 2024-02-01

245

papers

29,630

citations

80

h-index

6254

163

g-index

5539

261

all docs

261

docs citations

261

times ranked

30072

citing authors



Stephen K Burley

2

# Article IF Citations

1
Evolution of the <scp>SARSâ€•CoV</scp>â€•2 proteome in three dimensions (3D) during the first 6 months
of the <scp>COVID</scp>â€•19 pandemic. Proteins: Structure, Function and Bioinformatics, 2022, 90,
1054-1080.

2.6 31

2
<scp>RCSB</scp> Protein Data Bank: Celebrating 50â€‰years of the <scp>PDB</scp> with new tools for
understanding and visualizing biological macromolecules in <scp>3D</scp>. Protein Science, 2022, 31,
187-208.

7.6 84

3 <scp>PDB</scp>â€•101: Educational resources supporting molecular explorations through biology and
medicine. Protein Science, 2022, 31, 129-140. 7.6 43

4 RCSB Protein Data Bank resources for structure-facilitated design of mRNA vaccines for existing and
emerging viral pathogens. Structure, 2022, 30, 55-68.e2. 3.3 10

5 Simplified quality assessment for small-molecule ligands in the Protein Data Bank. Structure, 2022, 30,
252-262.e4. 3.3 12

6 RCSB Protein Data Bank: improved annotation, search and visualization of membrane protein
structures archived in the PDB. Bioinformatics, 2022, 38, 1452-1454. 4.1 41

7 PDBx/mmCIF Ecosystem: Foundational Semantic Tools for Structural Biology. Journal of Molecular
Biology, 2022, 434, 167599. 4.2 39

8 mTOR regulates aerobic glycolysis through NEAT1 and nuclear paraspeckle-mediated mechanism in
hepatocellular carcinoma. Theranostics, 2022, 12, 3518-3533. 10.0 18

9 Genetic and Structural Analysis of SARS-CoV-2 Spike Protein for Universal Epitope Selection.
Molecular Biology and Evolution, 2022, 39, . 8.9 7

10 RCSB Protein Data Bank 1D3D module: displaying positional features on macromolecular assemblies.
Bioinformatics, 2022, 38, 3304-3305. 4.1 4

11 Exploring protein symmetry at the RCSB Protein Data Bank. Emerging Topics in Life Sciences, 2022, 6,
231-243. 2.6 7

12
RCSB Protein Data Bank: Architectural Advances Towards Integrated Searching and Efficient Access to
Macromolecular Structure Data from the PDB Archive. Journal of Molecular Biology, 2021, 433,
166704.

4.2 106

13 The Protein Data Bank Archive. Methods in Molecular Biology, 2021, 2305, 3-21. 0.9 49

14 Impact of structural biologists and the Protein Data Bank on small-molecule drug discovery and
development. Journal of Biological Chemistry, 2021, 296, 100559. 3.4 23

15 Enhanced validation of small-molecule ligands and carbohydrates in the Protein Data Bank.
Structure, 2021, 29, 393-400.e1. 3.3 28

16 Modernized uniform representation of carbohydrate molecules in the Protein Data Bank.
Glycobiology, 2021, 31, 1204-1218. 2.5 17

17 Mol* Viewer: modern web app for 3D visualization and analysis of large biomolecular structures.
Nucleic Acids Research, 2021, 49, W431-W437. 14.5 515

18 Toward improving androgen receptor-targeted therapies in male-dominant hepatocellular carcinoma.
Drug Discovery Today, 2021, 26, 1539-1546. 6.4 18



3

Stephen K Burley

# Article IF Citations

19 Open-access data: A cornerstone for artificial intelligence approaches to protein structure
prediction. Structure, 2021, 29, 515-520. 3.3 22

20
Design and proof of concept for targeted phage-based COVID-19 vaccination strategies with a
streamlined cold-free supply chain. Proceedings of the National Academy of Sciences of the United
States of America, 2021, 118, .

7.1 35

21 mTORC1 Promotes ARID1A Degradation and Oncogenic Chromatin Remodeling in Hepatocellular
Carcinoma. Cancer Research, 2021, 81, 5652-5665. 0.9 12

22 RCSB Protein Data Bank 1D tools and services. Bioinformatics, 2021, 36, 5526-5527. 4.1 15

23
RCSB Protein Data Bank: powerful new tools for exploring 3D structures of biological
macromolecules for basic and applied research and education in fundamental biology, biomedicine,
biotechnology, bioengineering and energy sciences. Nucleic Acids Research, 2021, 49, D437-D451.

14.5 918

24 John D. Westbrook Jr (1957â€“2021). Acta Crystallographica Section D: Structural Biology, 2021, 77,
1475-1476. 2.3 1

25 Predicting Proteome-Scale Protein Structure with Artificial Intelligence. New England Journal of
Medicine, 2021, 385, 2191-2194. 27.0 17

26 RCSB Protein Data Bank: Enabling biomedical research and drug discovery. Protein Science, 2020, 29,
52-65. 7.6 223

27 RCSB Protein Data Bank tools for 3D structure-guided cancer research: human papillomavirus (HPV)
case study. Oncogene, 2020, 39, 6623-6632. 5.9 6

28 Integrative illustration for coronavirus outreach. PLoS Biology, 2020, 18, e3000815. 5.6 18

29 Virtual Boot Camp: <scp>COVID</scp>â€•19 evolution and structural biology. Biochemistry and
Molecular Biology Education, 2020, 48, 511-513. 1.2 5

30 Insights from 20â€‰years of the Molecule of the Month. Biochemistry and Molecular Biology Education,
2020, 48, 350-355. 1.2 16
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