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Microsecond time scale dynamics in the RXR DNA-binding domain from a combination of spin-echo and
off-resonance rotating frame relaxation measurements. Journal of Biomolecular NMR, 1999, 13,
275-288.

1.6 59

64 Function and Interactions of ERCC1-XPF in DNA Damage Response. Molecules, 2018, 23, 3205. 1.7 59

65 Critical Scaffolding Regions of the Tumor Suppressor Axin1 Are Natively Unfolded. Journal of
Molecular Biology, 2011, 405, 773-786. 2.0 58

66
A novel Âµâ€•conopeptide, CnIIIC, exerts potent and preferential inhibition of Na<sub>V</sub>1.2/1.4
channels and blocks neuronal nicotinic acetylcholine receptors. British Journal of Pharmacology,
2012, 166, 1654-1668.

2.7 55

67 Spatial arrangement of the three Î± helices in the solution conformation of E. coli lac represser
DNA-binding domain. FEBS Letters, 1984, 174, 243-247. 1.3 54
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