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145 Using the TOPS-MODE approach to fit multi-target QSAR models for tyrosine kinases inhibitors.
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Metabolizing Enzymes and Cardiotoxicity Proteome Biomarkers. Current Drug Metabolism, 2010, 11,
379-406.
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1182-1190.

1.8 61



11

Humbert GonzÃ¡lez-DÃ­az

# Article IF Citations

163 Protein Graphs in Cancer Prediction. , 2010, , 125-140. 1

164 Study of Parasitic Infections, Cancer, and other Diseases with Mass-Spectrometry and Quantitative
Proteome-Disease Relationships. Current Proteomics, 2009, 6, 246-261. 0.1 18
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2.6 21
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Acta, 2009, 651, 159-164. 2.6 32
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Research, 2009, 8, 2122-2128.
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and theoretic study of a Leishmania infantum sequence. Bioorganic and Medicinal Chemistry, 2008, 16,
7770-7776.

1.4 88

192
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A and B Inhibitors. Journal of Medicinal Chemistry, 2008, 51, 6740-6751. 2.9 109
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MMM-QSAR Recognition of Ribonucleases without Alignment:â€‰ Comparison with an HMM Model and
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198 Comparative Study of Topological Indices of Macro/Supramolecular RNA Complex Networks. Journal
of Chemical Information and Modeling, 2008, 48, 2265-2277. 2.5 38
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Inorganic Biochemistry, 2006, 100, 1290-1297. 1.5 61



14

Humbert GonzÃ¡lez-DÃ­az

# Article IF Citations
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on entropy based polymers 3D-QSAR. Polymer, 2005, 46, 2791-2798. 1.8 31
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