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using Rigaku data-processing software) which gave a=
131.1, b=131.2, c=75.0 A and a = 8 = y = 90°, strongly
suggested tetragonal symmetry. However, data were
initially processed in space group P1 (triclinic) and a plot
of the hkO reciprocal lattice plane showed only mm symme-
try (see Fig. 2). Analysis of systematic absences showed the
space group to be P2,2,2,. The data were subsequently
reprocessed in this space group to give a final Ry =
8.5% [Ruerge = 100(Z |1, — w(I)i/I)], with 92% complete-
ness to 2.8 X During processing, all cell parameters were
refined independently and their final values were a=

Fig. 2. The pseudoprecession plot of the k0 zone to 7 A resolu-
tion [calculated by the HKLPLOT program from the CCP4
crystallographic programs package (SERC Daresbury Labora-
tory, 1979)], showing mm symmetry despite a* and b* param-
eters being approximately equal.

SHORT COMMUNICATIONS

131.72), b=131.3(1), c=754(1)A, a=p=7y=90°
Assuming that there are four lipase molecules per asym-
metric unit gives ¥,,=2.71 A’ Da ', corresponding to a
solvent content of 54%, which falls within the range of
1.68-3.53 A®*Da"' observed for most protein crystals
(Matthews, 1968). The crystal structure analysis is in pro-
gress.

During the crystallization trials, Peg-mme compounds of
molecular weights 350, 550, 750, 2000 and 5000 were
tested. They can be used alone or as an additive with other
precipitants, especially because of their chemical similarity
to the polyoxyethylene ether-like detergents. Peg-mme
compounds represent new useful alternative tools for pro-
tein crystallographers.

I am very grateful to B. Huge-Hensen, S. Patkar and F.
Bjorkling (Novo Nordisk A/S) for the provision of both
proteins and inhibitors and to D. M. Lawson (University
of York) for his assistance during data collection and
processing.
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