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Introduction sufficient enough to overcome the negative barrier of
burying a polar residue.
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Len_K103A was crystallized from 2% PEG 8K and 1.0 M
lithium sulfate. The crystals were too small (0.075 x 0.05 x
0.05 mm) for data collection on a conventional laboratory
source. The crystals contained onervonomer per
asymmetric unit with unit cell dimensions of a=b = 106 A
and ¢ = 42.8 A in space group,PB. This crystal is
isomorphous to that of the native Len. Rigid-body
refinement of the Len model (Protein Data Bank code
2LVE) using the K103A data (8.0-4.0 A) gave an R-factor
of 23% and R-free of 28%.

Len_K103A formed a conventional dimer as the native Len.
The electron density clearly indicated the presence of Ala at
position 103.

Discussion

The removal of a positive charge at position 103 does not
seem to affect the type of dimer formed by Len. This may

be because, as we reported [3], there are two independent
factors in controlling what type of dimer is formed: 1)

excess positive potential at the interface and 2) presence of a
polar residue (GIn89) that would be buried in the flipped
dimer. Thus in the K103A mutant, it may be speculated that
the reduction in positive potential at the interface was not



