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174 Genome Pool Strategy for Structural Coverage of Protein Families. Structure, 2008, 16, 1659-1667. 1.6 15
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182 CutDB: a proteolytic event database. Nucleic Acids Research, 2007, 35, D546-D549. 6.5 119

183 Subunit-Specific Roles of Glycine-Binding Domains in Activation of NR1/NR3 N-Methyl-d-aspartate
Receptors. Molecular Pharmacology, 2007, 71, 112-122. 1.0 51

184 Putative type IV secretion genes in Bacillus anthracis. Trends in Microbiology, 2007, 15, 191-195. 3.5 14
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hemeâ€•binding motif. Proteins: Structure, Function and Bioinformatics, 2007, 69, 223-233. 1.5 81

192

Crystal structure of MtnX phosphatase from <i>Bacillus subtilis</i> at 2.0 Ã… resolution provides a
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2â€•hydroxyâ€•3â€•ketoâ€•5â€•methylthiopentenylâ€•1â€•phosphate. Proteins: Structure, Function and Bioinformatics,
2007, 69, 433-439.
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204 Crystal structure of a single-stranded DNA-binding protein (TM0604) from Thermotoga maritima at
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reconstruction--The case of VHL (von Hippel-Lindau) protein and angiogenesis regulatory pathway.
Protein Science, 2004, 13, 786-796.

3.1 10



16

Adam Godzik

# Article IF Citations
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resolution. Proteins: Structure, Function and Bioinformatics, 2004, 56, 387-391. 1.5 18
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