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J.Krützfeldt, S.Kuwajima, R.Braich, K.G.Rajeev,
J.Pena, T.Tuschl, M.Manoharan and M.Stoffel

2885–2892

S Thermodynamics and kinetics for base-pair

opening in the P1 duplex of the Tetrahymena
group I ribozyme

J.-H.Lee and A.Pardi 2965–2974

CAF1 plays an important role in mRNA dead-

enylation separate from its contact to CCR4

T.Ohn, Y.-C.Chiang, D.J.Lee, G.Yao,
C.Zhang and C.L.Denis

3002–3015

S Escherichia coli ribosomal protein L20 binds

as a single monomer to its own mRNA bearing

two potential binding sites

F.Allemand, J.Haentjens, C.Chiaruttini,
C.Royer and M.Springer

3016–3031

S Base-specific spin-labeling of RNA for structure

determination

N.Piton, Y.Mu, G.Stock, T.F.Prisner,
O.Schiemann and J.W.Engels

3128–3143

S Identification of conserved secondary structures

and expansion segments in enod40 RNAs reveals new

enod40 homologues in plants

A.P.Gultyaev and A.Roussis 3144–3152

STRUCTURAL BIOLOGY

S Solution structure of Domains IVa and V of the

� subunit of Escherichia coli DNA polymerase III

and interaction with the a subunit

X.-C.Su, S.Jergic, M.A.Keniry, N.E.Dixon and
G.Otting

2825–2832

S Influence of secondary structure on kinetics and

reaction mechanism of DNA hybridization

C.Chen, W.Wang, Z.Wang, F.Wei and X.S.Zhao 2875–2884

Continued

Contents (Continued) Volume 35 number 9



S Solution structure and dynamics of DNA duplexes

containing the universal base analogues 5-nitroindole

and 5-nitroindole 3-carboxamide

J.Gallego and D.Loakes 2904–2912

S The open state of human topoisomerase I as probed

by molecular dynamics simulation

G.Chillemi, A.Bruselles, P.Fiorani, S.Bueno and
A.Desideri

3032–3038

S Guanines are a quartet’s best friend: impact of

base substitutions on the kinetics and stability

of tetramolecular quadruplexes

J.Gros, F.Rosu, S.Amrane, A.De Cian,
V.Gabelica, L.Lacroix and J.-L.Mergny

3064–3075
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