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Insights into a dual function amide oxidase/macrocyclase from lankacidin biosynthesis. Nature 12.8 17
Communications, 2018, 9, 3998. :

Characterization of Intersubunit Communication in the Virginiamycin <i>trans<[i>-Acyl Transferase
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Bacteriophage SPP1 Tail Tube Protein Self-assembles into 12-Structure-rich Tubes. Journal of Biological 3.4 24
Chemistry, 2015, 290, 3836-3849. :

Insights into the function of trans-acyl transferase polyketide synthases from the SAXS structure of
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Function of polyketide synthases from the SAXS structure of a complete module. Acta
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Inhibition of Histone Deacetylase 3 Causes Replication Stress in Cutaneous T Cell Lymphoma. PLoS ONE,
2013, 8, e68915.

NMR Studies of the Interaction of Calmodulin with IQ Motif Peptides. Methods in Molecular Biology,
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Solution structure of gp17 from the <i>Siphoviridae</i> bacteriophage SPP1: Insights into its role in
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Solution NMR Structure of Apo-Calmodulin in Complex with the 1Q Motif of Human Cardiac Sodium
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Solution NMR Structure of the C-terminal DNA Binding Domain of Mcm10 Reveals a Conserved MCM
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Solution NMR Structure of the C-terminal EF-hand Domain of Human Cardiac Sodium Channel NaV1.5. 3.4 65
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Functional Interactions between Distinct Sodium Channel Cytoplasmic Domains through the Action
of Calmodulin. Journal of Biological Chemistry, 2009, 284, 8846-8854.

Solution structure of PcFK1, a spider peptide active against Plasmodium falciparum. Protein Science, 76 24
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An unusual fold for potassium channel blockers: NMR structure of three toxins from the scorpion
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Solution structure of APETx2, a specific peptide inhibitor of ASIC3 proton-gated channels. Protein
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Solution structure of two insect-specific spider toxins and their pharmacological interaction with

the insect voltage-gated Na+ channel. Proteins: Structure, Function and Bioinformatics, 2005, 59,
368-379.

Solution structure of APETx1 from the sea anemone Anthopleura elegantissima: A new fold for an 26 a5
HERG toxin. Proteins: Structure, Function and Bioinformatics, 2005, 59, 380-386. :

Increasing the molecular contacts between maurotoxin and Kv1.2 channel augments ligand affinity.
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Solution structure of Phrixotoxin 1, a specific peptide inhibitor of Kv4 potassium channels from the 76 a7
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