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T.Ohlmann

e121 (9 pp.)

SAGETTARIUS: a program to reduce the number

of tags mapped to multiple transcripts and

to plan SAGE sequencing stages

L.Bianchetti, Y.Wu, E.Guerin, F.Plewniak and
O.Poch

e122 (12 pp.)

S Thermodynamic instability of siRNA duplex

is a prerequisite for dependable prediction

of siRNA activities

M.Ichihara, Y.Murakumo, A.Masuda,
T.Matsuura, N.Asai, M.Jijiwa, M.Ishida,
J.Shinmi, H.Yatsuya, S.Qiao, M.Takahashi and
K.Ohno

e123 (10 pp.)

S Surveillance of siRNA integrity by FRET imaging A.Järve, J.Müller, I.-H.Kim, K.Rohr, C.MacLean,
G.Fricker, U.Massing, F.Eberle, A.Dalpke,
R.Fischer, M.F.Trendelenburg and M.Helm

e124 (13 pp.)

M, contains a novel method

S, Supplementary Material available at NAR Online

Contents (Continued) Volume 35 number 18


