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Databases and Bioinformatics Tools

Bioinformatics is a field at the crossroads of Chemistry
and Biology encompassing databases and computational
tools for the analysis of biological processes. With the
enormous increase in speed of both genome sequencing
and determination of 3D structures of biological macro-
molecules, this area has become incredibly important as
a discipline that is able to discover key information and
ideas from this astonishing large amount of data. This
special issue of the Israel Journal of Chemistry is focused
on this field, with ten papers discussing widely different
aspects. The papers range from analysis of plant breeding
(Ophir), mass-spectrometry (Linial), analysis of effect of
single-base effects on nucleosomes (Trifonov) and on
their mutations as to their effect on protein function
(Unger), protein-protein interactions (Wolfson), tools for
prediction of metal bindings in proteins (Edelman), pre-
dicting function from either structure (Kosloff) or via
evolutionary tools (Ben-Tal), new ways to visualize 3D
structures of biomacromolecules (Hanson & Prilusky) to
an overview of synergistic data tools for examining bio-
logical activity (Lancet). These articles are from scientists
in Israel where bioinformatics is a key area of research,
but has also involved a great deal of interaction between
Israeli scientists and those from around the world as can
be seen in several of the papers where the authors are
from Europe, USA, Japan and China. Bioinformatics is
a field that has no borders. The tools described here are

being used both by students and scientists throughout the
world and students and scientists from theses different
countries are also actively contributing data and methods.
As the generation of new data continues to explode it is
likely that databases and bioinformatics tools will play an
ever-increasing role in our attempt to understand the
chemical basis of the molecules of life.

Jaime Prilusky
Weizmann Institute
of Science
Guest Editor

Joel L. Sussman
Weizmann Institute
of Science
Guest Editor

Isr. J. Chem. 2013, 53, 143 ! 2013 Wiley-VCH Verlag GmbH & Co. KGaA, Weinheim 143

Guest Editorial


