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and the virtues of Bayesian evidence. Biology Direct, 2011, 6, 60. 4.6 17



20

22

24

26

28

30

32

34

DoucGLAs L THEOBALD

ARTICLE IF CITATIONS

Rapid communication reply to comment on: &€ceFast determination of the optimal rotational matrix for

macromolecular superpositions&€e Journal of Computational Chemistry, 2011, 32, 185-186.

Potassium-selective block of barium permeation through single KcsA channels. Journal of General 1.9 51
Physiology, 2011, 138, 421-436. :

Fast determination of the optimal rotational matrix for macromolecular superpositions. Journal of
Computational Chemistry, 2010, 31, 1561-1563.

Membrane transport proteins: surprises in structural sameness. Nature Structural and Molecular 8.2 97
Biology, 2010, 17, 2-3. ’

Analysis of Drosophila TRPA1 reveals an ancient origin for human chemical nociception. Nature, 2010,
464, 597-600.

A formal test of the theory of universal common ancestry. Nature, 2010, 465, 219-222. 27.8 187

Accurate Structural Correlations from Maximum Likelihood Superpositions. PLoS Computational
Biology, 2008, 4, e43.

Empirical Bayes hierarchical models for regularizing maximum likelihood estimation in the matrix
Gaussian Procrustes problem. Proceedings of the National Academy of Sciences of the United States 7.1 66
of America, 2006, 103, 18521-18527.

THESEUS: maximum likelihood superpositioning and analysis of macromolecular structures.
Bioinformatics, 2006, 22, 2171-2172.

Rapid calculation of RMSDs using a quaternion-based characteristic polynomial. Acta

Crystallographica Section A: Foundations and Advances, 2005, 61, 478-480. 0-3 164

Divergent Evolution Within Protein Superfolds Inferred from Profile-based Phylogenetics. Journal of
Molecular Biology, 2005, 354, 722-737.

Prediction of Multiple Tandem OB-Fold Domains in Telomere End-Binding Proteins Pot1 and Cdc13.

Structure, 2004, 12, 1877-1879. 3.3 52

Structural Basis for Telomeric Single-stranded DNA Recognition by Yeast Cdc13. Journal of Molecular
Biology, 2004, 338, 241-255.

Nucleotide shuffling and ssDNA recognition in Oxytricha nova telomere end-binding protein 7.8 .
complexes. EMBO Journal, 2003, 22, 4314-4324. :

Homology Among Telomeric End-Protection Proteins. Structure, 2003, 11, 1049-1050.

Nucleic Acid Recognition by OB-Fold Proteins. Annual Review of Biophysics and Biomolecular 18.3 448
Structure, 2003, 32, 115-133. :



