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| am interested in both the development of the rules governing
sequence to structure relationships in protein folding and the
application of these rules to peptide design and engineering. As
nature has demonstrated, protein structure is an ideal format for
creating functional machinery that can span a wide range of both
length scales and activities. Our article describes the recent prog-
ress made in elucidating the rules that govern protein folding and
how, in combination with encapsulation, de novo protein design
is a pathway toward the development of synthetic biology. (Read
Bromley’s article on p 38.)

My primary interest is in how proteins can be used as the basis
of self-assembling systems and, in particular, how the result-

ing assemblies can be used for technological applications. By
developing a tool kit of robust sequence-to-structure relation-
ships, it should be possible to provide a basic set of structures
and interactions from which to self-assemble nanostructures with
functionality tailored to some predetermined task. My research is
currently focused on the characterization of fibril-forming protein
systems and on the development of self-assembling protein sys-
tems encapsulated within lipid vesicles. (Read Channon’s article
onp 38.)

| am interested in understanding the folding of proteins and their
function by using sequence and structural analysis tools and
molecular modeling. Electrostatic interactions control the function
of many proteins. In my Ph.D. work, | developed an automated
multiconformational FD/DH method for the calculation of pk; and
redox potential in the thioredoxin superfamily. In my current post,
| have been studying the variation of coiled—coil structures, and

| generated a structural classification. | am also comparing and
developing methods for the prediction of coiled coils and their
oligomer state from their sequence. Coiled coils can be used as
building blocks in synthetic biology and be programmed to pro-
duce functional systems. (Read Moutevelis’s article on p 38.)
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