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Kinase-Independent Small-Molecule Inhibition of JAK-STAT Signaling. Journal of the American Chemical
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Targeting deubiquitinase activity with a novel small-molecule inhibitor as therapy for B-cell
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Emerging Potential of Therapeutic Targeting of Ubiquitin-Specific Proteases in the Treatment of 0.9 159
Cancer. Cancer Research, 2014, 74, 4955-4966. :

Degrasyn-like symmetrical compounds: Possible therapeutic agents for multiple myeloma (MM-).
Bioorganic and Medicinal Chemistry, 2014, 22, 1450-1458.
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Structure of a Thyroid Hormone Receptor DNA-Binding Domain Homodimer Bound to an Inverted
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Regulation of luteinizing hormone receptor mRNA expression by mevalonate kinase &€ role of the
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A Src-Like Inactive Conformation in the Abl Tyrosine Kinase Domain. PLoS Biology, 2006, 4, e144.
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High yield bacterial expression of active c-Abl and c-Src tyrosine Rinases. Protein Science, 2005, 14,
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Molecular Dynamics Simulations of the 136 Unique Tetranucleotide Sequences of DNA
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Assessment of the molecular dynamics structure of DNA in solution based on calculated and
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Molecular dynamics simulation reveals sequence-intrinsic and protein-induced geometrical features

of the OL1 DNA operator. Biopolymers, 2001, 59, 205-225.

One nanosecond molecular dynamics simulation of the N-terminal domain of the I» repressor protein. o4 n
Biopolymers, 2000, 53, 596-605. .

Molecular dynamics simulation accurately predicts the experimentally-observed distributions of the
(C, N, O) protein atoms around water molecules and sodium ions. , 2000, 39, 212-215.

Molecular dynamics simulation of nucleic acids: Successes, limitations, and promise. Biopolymers, 0.4 307
2000, 56, 232-256. ’

Molecular dynamics simulation of nucleic acids: Successes, limitations, and promise*. , 2000, 56, 232.

Molecular dynamics simulation of nucleic acids: Successes, limitations, and promise* We would like
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Conformational Properties of the TATA-Box Binding Sequence of DNA. Journal of Biomolecular a5 44
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[5] Structure determination and analysis of local bending in an A-tract DNA duplex: Comparison of
results from crystallography, nuclear magnetic resonance, and molecular dynamics simulation on 1.0 32
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