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NMR-based fragment screening and lead discovery accelerated by principal component analysis.

Journal of Biomolecular NMR, 2019, 73, 675-685.

Hsc70-interacting HPD Loop of the ] Domain of Polyomavirus T Antigens Fluctuates in ps to ns and {V4s to 4.0 15
ms. Journal of Molecular Biology, 2002, 321, 503-516. :

Structure of the UGAGAU hexaloop that braces Bacillus RNase P for action. Nature Structural
Biology, 2002, 9, 397-403.

Apparent Tradeoff of Higher Activity in MMP-12 for Enhanced Stability and Flexibility in MMP-3. 0.5 15
Biophysical Journal, 2010, 99, 273-283. :

MT1-MMP Binds Membranes by Opposite Tips of Its 12 Propeller to Position It for Pericellular Proteolysis.
Structure, 2019, 27, 281-292.e6.

Phosphorylation in the Catalytic Cleft Stabilizes and Attracts Domains of a Phosphohexomutase. 0.5 14
Biophysical Journal, 2015, 108, 325-337. :

Tracking Equilibrium and Nonequilibrium Shifts inAData with TREND. Biophysical Journal, 2017, 112,
224-233.

Solution NMR of a 463-Residue Phosphohexomutase: Domain 4 Mobility, Substates, and Phosphoryl 05 12
Transfer Defect. Biochemistry, 2012, 51, 807-819. ’

Heparinoids Activate a Protease, Secreted by Mucosa and Tumors, via Tethering Supplemented by
Allostery. ACS Chemical Biology, 2014, 9, 957-966.

Glycan Activation of a Sheddase: Electrostatic Recognition between Heparin and proMMP-7. Structure, 3.3 1
2017, 25,1100-1110.e5. :

Breaking the covalent connection: Chain connectivity and the catalytic reaction of PMM/PGM. Protein
Science, 2010, 19, 1235-1242.

Path to Collagenolysis. Journal of Biological Chemistry, 2016, 291, 7888-7901. 3.4 9

Entropy Increases from Different Sources Support the High-affinity Binding of the N-terminal
Inhibitory Domains of Tissue Inhibitors of Metalloproteinases to the Catalytic Domains of Matrix
Metalloproteinases-1 and -3. Journal of Biological Chemistry, 2011, 286, 16891-16899.

The Role of Collagen Charge Clusters in the Modulation of Matrix Metalloproteinase Activity. 3.4 8
Journal of Biological Chemistry, 2014, 289, 1981-1992. :

Partially Unfolded Forms and Non-two-state Folding of a i2-Sandwich: FHA Domain from Arabidopsis
Receptor Kinase-associated Protein Phosphatase. Journal of Molecular Biology, 2006, 364, 225-240.

Solubilized elastin substrate for continuous fluorimetric assay of kinetics of elastases. Analytical 0.4 ;
Biochemistry, 2011, 408, 172-174. ’

Noninvasive Recognition and Biomarkers of Early Allergic Asthma in Cats Using Multivariate

Statistical Analysis of NMR Spectra of Exhaled Breath Condensate. PLoS ONE, 2016, 11, e0164394.

Multiple Ligand-Bound States of a Phosphohexomutase Revealed by Principal Component Analysis of 3.3 ;
NMR Peak Shifts. Scientific Reports, 2017, 7, 5343. ’



STEVEN R VAN DOREN

# ARTICLE IF CITATIONS

Affinities and Comparisons of Enzyme States by Principal Component Analysis of NMR Spectra,

Automated using TREND Software. Methods in Enzymology, 2018, 607, 217-240.

Mapping Lipid Bilayer Recognition Sites of Metalloproteinases and Other Prospective Peripheral

56 Membrane Proteins. Methods in Molecular Biology, 2017, 1579, 61-86. 0.9 6

MMP-7 marks severe pancreatic cancer and alters tumor cell signaling by proteolytic release of
ectodomains. Biochemical Society Transactions, 2022, 50, 839-851.

1H, 13C and 15N resonance assignments and secondary structure of the N-terminal domain of human

58 tissue inhibitor of metalloproteinases-1. Journal of Biomolecular NMR, 1999, 14, 289-290.

2.8 5

1H, 13C and 15N resonance assignments of the Rinase-interacting FHA domain of Arabidopsis thaliana
Rinase-associated protein phosphatase. Journal of Biomolecular NMR, 2003, 25, 253-254.

1H, 13C, and 15N peak assignments and secondary structure of human macrophage metalloelastase

60 (MMP-12) in its inhibitor-free state. Journal of Biomolecular NMR, 2006, 36, 55-55.

2.8 5

Development of a Therapeutic Peptide for Cachexia Suggests a Platform Approach for Drug-like
Peptides. ACS Pharmacology and Translational Science, 2022, 5, 344-361.

Modern NMR spectroscopy of proteins and peptides in solution and its relevance to drug design.

62 Journal of Computer - Aided Molecular Design, 1993, 1, 391-417.

1.0 4

Chemical shift assignments of domain 4 from the phosphohexomutase from Pseudomonas aeruginosa
suggest that freeing perturbs its coevolved domain interface. Biomolecular NMR Assignments, 2014, 8,
329-333.

Phosphorylation-Dependent Effects on the Structural Flexibility of Phosphoglucosamine Mutase

64 from <i>Bacillus anthracis</i>. ACS Omega, 2017, 2, 8445-8452. 35

Modern multidimensional protein NMR spectroscopy. TrAC - Trends in Analytical Chemistry, 1994, 13,
24-36.

An Auxiliary RF Channel with Convenient Phase Control for NMR Spectrometers. Journal of Magnetic

66 Resonance Series A, 1993, 104, 222-225.

1.6 2

Structural Basis of Extracellular Matrix Interactions with Matrix Metalloproteinases. , 2011, , 123-143.

68 Domain Gymnastics of an ABC Transporter. Structure, 2018, 26, 917-918. 3.3 1

FHA Domain of Kinase Associated Protein Phosphatase (KAPP): Interactions with PhosphoThr Peptides
and a Receptor Kinase and Dynamics by NMR. FASEB Journal, 2006, 20, A465.

70 Solution Structure and Dynamics of Human MMP3€42 (Metalloelastase) in its Inhibitora€free State. FASEB 0.5 o
Journal, 2006, 20, LB51. :

Nuclear magnetic resonance captures the elusive. F1000 Biology Reports, 2009, 1, 24.




