Vetse Experiment title: Experiment
P K it XU x-ray structure of acceptor stem of number:
ieeed’  Ecoli tRNA*-iodine derivative
ES.RF 1s573
Beamline: Date of Experiment: Date of Report:
D14 from: 07.08.96 to: 09.08.96 21.08.1996

Shifts: Local contact(s): Received at ESRF
1 Dr. Gordon Leonhard

Names and affiliations of applicants ( * indicates experimentalists):
Uwe Miiller FG Cristallographie
MDC-Berlin, Robert-Réssle Str. 10
13122 Berlin
Report:
During the diffraction experiment at beamline D 14 a complete dataset up to
1.9 A maximum resolution could be collected. The spacegroup of the crystal
is C2 with a= 333 A, b=4752 A | c= 26.37 A, a=y=90°, B=101.4°.
The dataset statistics are shown below.:
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Tab.1: Agrovata-output of diffraciion experiment of acceptor stem of
E.coli tRNA*"*-iodine derivative

Unfortunately these data are not isomorphous to the native crystal. Therefore
single isomorphofous replacement techniques can not be used for solving the
structure. A molecular replacement approach with a canonical A-RNA as the
search model will be performed .



