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Letters to the Editor

Backbone "H, 3C, and ">N assignments of a 56 kDa E. coli nickel binding protein NikA
DOI 10.1007/s10858-005-6072-7

NikA (502 a.a., 56 kDa) is the periplasmic nickel-binding protein required for nickel transport and che-
motactic response by E. coli. The recent X-ray crystallographic study on both liganded and unliganded
NikA showed that the overall structure consists of two lobes connected by a hinge region (Heddle et al.,
2003). To investigate the relationship between ligand-recognition and the dynamic properties, we assigned
the NMR backbone resonances of unliganded NikA. 2D and 3D TROSY-based heteronuclear NMR
experiments with uniformly *H/'*C/"*N-labelled NikA were used. Backbone resonances were assigned for
86% of residues. Missing residues are mainly localised around the nickel-binding site, suggesting confor-
mational flexibility in the unliganded state. The BMRB accession number is BMRB-6416.
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A complete backbone assignment of the apolipoprotein E LDL receptor binding domain
DOI 10.1007/s10858-005-6729-2

Human apolipoprotein E (apoE) is a 299-residue exchangeable apolipoprotein that plays critical roles in
several major human diseases, including atherosclerosis and Alzheimer’s disease. The crystal structure of
the N-terminal domain of apoE is available (Wilson et al., 1991), but only contains residues 23—166. Recent
studies have shown that regions beyond the X-ray crystal structure are also very important for the apoE’s
LDL receptor binding activity (Morrow et al. 2000). We carried out an NMR structure determination of
apoE’s LDL receptor binding domain (183-residues) and completely assigned backbone atoms (except
backbone amide protons and nitrogens for residues Q41 and E168). Secondary structure prediction using
NMR parameters indicates that apoE(1-183) consists of four rigid helical segments similar to the X-ray
crystal structure. In addition, a new flexible helix is also observed between residues 171-180 in solution that
is not found in the crystal structure. Thus, NMR structural studies of this apoE domain will provide new
structural information about the LDL receptor binding activity of this protein. BMRB deposit with
accession number: 6524.
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