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A.Morreale, J.de la Cruz, C.Santos,
M.Remacha and J.P.G.Ballesta

3514–3521

Continued



S mwr Xer site-specific recombination is hypersensitive

to DNA supercoiling

S.Trigueros, T.Tran, N.Sorto, J.Newmark,
S.D.Colloms, D.J.Sherratt and M.E.Tolmasky

3580–3587

S Protein-coding gene promoters in

Methanocaldococcus (Methanococcus) jannaschii
J.Zhang, E.Li and G.J.Olsen 3588–3601

S Rapid Cdc13 turnover and telomere length

homeostasis are controlled by Cdk1-mediated

phosphorylation of Cdc13

S.-F.Tseng, Z.-J.Shen, H.-J.Tsai, Y.-H.Lin and
S.-C.Teng

3602–3611

M Targeted correction of a thalassemia-associated

b-globin mutation induced by pseudo-complementary

peptide nucleic acids

P.Lonkar, K.-H.Kim, J.Y.Kuan, J.Y.Chin,
F.A.Rogers, M.P.Knauert, R.Kole,
P.E.Nielsen and P.M.Glazer

3635–3644

S Mutational analysis of the HIV-1 auxiliary protein

Vif identifies independent domains important for the

physical and functional interaction with HIV-1

reverse transcriptase

A.Kataropoulou, C.Bovolenta, A.Belfiore,
S.Trabatti, A.Garbelli, S.Porcellini, R.Lupo and
G.Maga

3660–3669

S Transcriptionally active TFIIH of the early-diverged

eukaryote Trypanosoma brucei harbors two novel

core subunits but not a cyclin-activating kinase

complex

J.H.Lee, H.S.Jung and A.Günzl 3811–3820

NUCLEIC ACIDS ENZYMES

S Nontarget DNA binding shapes the dynamic

landscape for enzymatic recognition of DNA damage

J.I.Friedman, A.Majumdar and J.T.Stivers 3493–3500

Nucleotide analogs and molecular modeling studies

reveal key interactions involved in substrate

recognition by the yeast RNA triphosphatase

M.Issur, S.Despins, I.Bougie and M.Bisaillon 3714–3722

S Molecular mechanism of poly(ADP-ribosyl)ation by

PARP1 and identification of lysine residues as

ADP-ribose acceptor sites

M.Altmeyer, S.Messner, P.O.Hassa, M.Fey and
M.O.Hottiger

3723–3738

S Low-fidelity DNA synthesis by the L979F mutator

derivative of Saccharomyces cerevisiae DNA

polymerase f

J.E.Stone, G.E.Kissling, S.A.Lujan, I.B.Rogozin,
C.M.Stith, P.M.J.Burgers and T.A.Kunkel

3774–3787

RNA

S A genotype-to-phenotype map of in vitro selected

RNA-cleaving DNAzymes: implications for accessing

the target phenotype

K.Schlosser, J.C.F.Lam and Y.Li 3545–3557

S Alternative polyadenylation variants of the RNA

binding protein, HuR: abundance, role of AU-rich

elements and auto-Regulation

W.Al-Ahmadi, M.Al-Ghamdi, L.Al-Haj,
M.Al-Saif and K.S.A.Khabar

3612–3624

S Coupled termination/reinitiation for translation of

the downstream open reading frame B of the

prototypic hypovirus CHV1-EP713

L.-h.Guo, L.Sun, S.Chiba, H.Araki and N.Suzuki 3645–3659

S,M Constructing RNA dynamical ensembles by

combining MD and motionally decoupled NMR

RDCs: new insights into RNA dynamics and adaptive

ligand recognition

A.T.Frank, A.C.Stelzer, H.M.Al-Hashimi and
I.Andricioaei

3670–3679

S Low modularity of aminoacyl-tRNA substrates in

polymerization by the ribosome

A.C.Forster 3747–3755

S Molecular genetics and comparative genomics reveal

RNAi is not functional in malaria parasites

J.Baum, A.T.Papenfuss, G.R.Mair, C.J.Janse,
D.Vlachou, A.P.Waters, A.F.Cowman,
B.S.Crabb and T.F.de Koning-Ward

3788–3798

Continued

Contents (Continued) Volume 37 number 11



S MicroRNA-338-3p and microRNA-451 contribute to

the formation of basolateral polarity in epithelial

cells

S.Tsuchiya, M.Oku, Y.Imanaka, R.Kunimoto,
Y.Okuno, K.Terasawa, F.Sato, G.Tsujimoto and
K.Shimizu

3821–3827

STRUCTURAL BIOLOGY

S Dramatic effect of single-base mutation on the

conformational dynamics of human telomeric

G-quadruplex

J.Y.Lee and D.S.Kim 3625–3634

S Crystal structure of the bba-Me type II restriction

endonuclease Hpy99I with target DNA

M.Sokolowska, H.Czapinska and M.Bochtler 3799–3810

METHODS ONLINE

S,M TARGeT: a web-based pipeline for retrieving and

characterizing gene and transposable element families

from genomic sequences

Y.Han, J.M.Burnette III and S.R.Wessler e78 (pp. 13)

S,M Text-based over-representation analysis of

microarray gene lists with annotation bias

H.S.Leong and D.Kipling e79 (pp. 11)

S,M Sim4cc: a cross-species spliced alignment program L.Zhou, M.Pertea, A.L.Delcher and L.Florea e80 (pp. 11)

M Robust methods for purification of histones from

cultured mammalian cells with the preservation of

their native modifications

P.Rodriguez-Collazo, S.H.Leuba and J.Zlatanova e81 (pp. 15)

S,M Tissue-specific regulatory network extractor

(TS-REX): a database and software resource for the

tissue and cell type-specific investigation of

transcription factor-gene networks

F.Colecchia, D.Kottwitz, M.Wagner,
C.V.Pfenninger, G.Thiel, I.Tamm, C.Peterson and
U.A.Nuber

e82 (pp. 15)

S,M MM-align: a quick algorithm for aligning

multiple-chain protein complex structures using

iterative dynamic programming

S.Mukherjee and Y.Zhang e83 (pp. 10)

M, contains a novel method

S, Supplementary Material available at NAR Online

Contents (Continued) Volume 37 number 11


