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Bioinformatics continues to be one of the hottest fields
in science and due to its growing importance, more and
more valuable articles are being produced. Due to that
Aizeon Publishers launched recently the “International
Journal of Computational Bioinformatics and In Silico
Modeling”. This is an open access journal committed to
publish high valuable scientific works, available to all,
free of charge. The journal considers research and
review articles of all aspects of bioinformatics, chemoinformatics, drug design and discovery techniques, in
silico genomics, in silico proteomics, computational
biology, system biology, ADME/Tox predictions, data
mining techniques, computational and statistical
methods. All submitted manuscripts are subjected to
peer review process by at least three renown experts in
the field and accepted to publication in the journal if
found original, novel and worthwhile to the scientific
community.

Editor notes:
The current success rate of a drug developed from
conception to market could is estimated to be less than
1% [1]. As well, bringing NME to the market costs in
average more than one billion dollars, and it takes at
least 10 years to be developed [2]. Further
development and heavily application of computational
bioinformatics and in silico modeling techniques in
drug development process might increase success rate
and salvage a vast amount of time and resources
required for drug development. The two issues
described below in this editorial are hot topics and
could have positive impact on the process of drug
development.

Mono, bi and multifunctional drugs
Most drugs developed to date are directed toward a
single biological target that is responsible for a certain
disease. However, in complex diseases such as cancer,
there is a complex interaction between multiple
signaling pathways with various target molecules. The
very limited success in treatment of such diseases could
be due to focusing on a single target strategy, either a
single gene, gene product, or signaling pathway. The
emerging paradigm that suggests the development of
http://bioinfo.aizeonpublishers.net/content/2013/2/bioinfo87-88.pdf

multifunctional pharmaceuticals targeting an array of
pathological pathways, each of which is believed to
contribute to the disease conditions, is currently
gaining increasing acceptance [3] and can be an asset in
the treatment/ curing of multi-factorial disorders. As
well, such multifunctional pharmaceutical may exhibit a
more favorable side effect profile than a cocktail of
several drugs. Bioinformatics and chemo-informatics
techniques could play a central role in pushing the
multifunctional drug discovery era forward. Scientists
working in this field are encouraged to submit research
and review articles dealing with this topic to the
“International Journal of Computational Bioinformatics
and In Silico Modeling”.

Application of in silico tools in the natural
product-based drug discovery
Natural product-based medicines, particularly, herbalbased drugs represent 60-80% of all drugs in use today.
Although computational methods are well established
in drug discovery and molecular design, their
application in the field of natural products is still in its
infancy. Only few works reported application of in silico
tools in the natural product-based drug discovery. In
order to accelerate identification of bioactive naturalbased products, maximizing their efficacy and
minimizing potential side effects of drug candidates, we
need to do more in this era. Our journal is interested in
pushing this field forward and encouraging scientists to
submit research and review articles related to this hot
topic.

Editorial update:
We are pleased to welcome Prof. Salvatore Guccione
(Catania University, Italy) and Prof. Omar Deeb (AlQuds University, Palastine) for joining the editorial
board staff at the beginning of 2013. We continue to
welcome suggestions for more editorial board
members, so if you are a specialist/ renowned scientist
in one of the journal topics and interested in joining,
please let us know. The editorial board members
should support the journal in different ways: review
and evaluate manuscripts, writing editorials and
reviews, help to raise awareness of the journal and
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contribute ideas as to how to develop the journal to be
a key medium for computational bioinformatics &
modeling.
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