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ATGL is a biosynthetic enzyme for fatty acid esters of hydroxy fatty acids. Nature, 2022, 606, 968-975.
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Protein-protein interactions regulate the activity of Adipose Triglyceride Lipase in intracellular
lipolysis. Biochimie, 2020, 169, 62-68.
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Adipose Triglyceride Lipase Regulation: An Overview. Current Protein and Peptide Science, 2017, 19,
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Monoacylglycerol Lipases Act as Evolutionarily Conserved Regulators of Non-oxidative Ethanol

Metabolism. Journal of Biological Chemistry, 2016, 291, 11865-11875.
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Fatty Acid-binding Proteins Interact with Comparative Gene Identification-58 Linking Lipolysis with
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Purification, crystallization and preliminary X-ray diffraction analysis of a soluble variant of the
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Adipose triglyceride lipase activity is inhibited by long-chain acyl-coenzyme A. Biochimica Et Biophysica
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Conformational Plasticity and Ligand Binding of Bacterial Monoacylglycerol Lipase. Journal of
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GO/G1 switch gene-2 regulates human adipocyte lipolysis by affecting activity and localization of
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The Kinetochore-Bound Skal ComFlex Tracks Depolymerizing Microtubules and Binds to Curved
, 2012, 23, 968-980.

Protofilaments. Developmental Ce
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Lipolysis 4€“ A highly regulated multi-enzyme complex mediates the catabolism of cellular fat stores.
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Journal of Magnetic Resonance, 2003, 160, 97-106. :

The anti-toxin ParD of plasmid RK2 consists of two structurally distinct moieties and belongs to the

ribbon-helix-helix family of DNA-binding proteins. Biochemical Journal, 2002, 361, 41-47.
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