
Michael Nilges

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/3090407/publications.pdf

Version: 2024-02-01

230

papers

32,553

citations

68

h-index

13099

176

g-index

4015

247

all docs

247

docs citations

247

times ranked

24646

citing authors



Michael Nilges

2

# Article IF Citations

1 Crystallography &amp; NMR System: A New Software Suite for Macromolecular Structure
Determination. Acta Crystallographica Section D: Biological Crystallography, 1998, 54, 905-921. 2.5 14,711

2 Determination of three-dimensional structures of proteins from interproton distance data by hybrid
distance geometry-dynamical simulated annealing calculations. FEBS Letters, 1988, 229, 317-324. 2.8 756

3 Refinement of protein structures in explicit solvent. Proteins: Structure, Function and
Bioinformatics, 2003, 50, 496-506. 2.6 571

4
Determination of the three-dimensional solution structure of the C-terminal domain of
cellobiohydrolase I from Trichoderma reesei. A study using nuclear magnetic resonance and hybrid
distance geometry-dynamical simulated annealing. Biochemistry, 1989, 28, 7241-7257.

2.5 542

5
Determination of three-dimensional structures of proteins from interproton distance data by
dynamical simulated annealing from a random array of atoms Circumventing problems associated
with folding. FEBS Letters, 1988, 239, 129-136.

2.8 517

6
Determination of three-dimensional structures of proteins by simulated annealing with interproton
distance restraints. Application to crambin, potato carboxypeptidase inhibitor and barley serine
proteinase inhibitor 2. Protein Engineering, Design and Selection, 1988, 2, 27-38.

2.1 513

7 ARIA2: Automated NOE assignment and data integration in NMR structure calculation. Bioinformatics,
2007, 23, 381-382. 4.1 506

8 ARIA: automated NOE assignment and NMR structure calculation. Bioinformatics, 2003, 19, 315-316. 4.1 437

9
Automated NOESY interpretation with ambiguous distance restraints: the refined NMR solution
structure of the pleckstrin homology domain from Î²-spectrin 1 1Edited by P. E. Wright. Journal of
Molecular Biology, 1997, 269, 408-422.

4.2 414

10 Architecture of the RNA polymerase IIâ€“TFIIF complex revealed by cross-linking and mass spectrometry.
EMBO Journal, 2010, 29, 717-726. 7.8 355

11
Calculation of Protein Structures with Ambiguous Distance Restraints. Automated Assignment of
Ambiguous NOE Crosspeaks and Disulphide Connectivities. Journal of Molecular Biology, 1995, 245,
645-660.

4.2 342

12 Inferential Structure Determination. Science, 2005, 309, 303-306. 12.6 333

13 A calculation strategy for the structure determination of symmetric demers by1H NMR. Proteins:
Structure, Function and Bioinformatics, 1993, 17, 297-309. 2.6 323

14 RECOORD: A recalculated coordinate database of 500+ proteins from the PDB using restraints from
the BioMagResBank. Proteins: Structure, Function and Bioinformatics, 2005, 59, 662-672. 2.6 323

15 Automated Assignment of Ambiguous Nuclear Overhauser Effects with ARIA. Methods in Enzymology,
2001, 339, 71-90. 1.0 319

16 Three-Dimensional Structure and Stability of the KH Domain: Molecular Insights into the Fragile X
Syndrome. Cell, 1996, 85, 237-245. 28.9 283

17
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