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Mucopolysaccharidosis or Sly syndrome, caused by
deficiency of the β-glucuronidase enzyme show wide
clinical variability, with severe mental retardation,
severe somatic involvement, death at an early age),
skeletal abnormalities, mild delay in neuropsychomotor
development, mild organomegaly, onset at adolescence,
very mild somatic involvement. A form associated with
fetal hydrops is also frequent. Many different diseasecausing mutations have been identified in patients from

Japan, Europe, the United States, Northern Africa, Kuwait,
India, Mexico and Chile. There are a lists of mutations
found in β-glucuronidase enzyme like mutation in exon 3
of the β-glucuronidase gene that produces a Leu → Phe
substitution (L176F). We have created in-sililico mutations
and minimized the energy of these mutated proteins using
various bioinformatics tools and also with online tools
like MUSTER, LOMETS and modweb. Further we take
one suitable model of each and run CONACT program.
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Cancer is a deadly disease which is known to occur for
various reasons. Some researches proved it to be a cause
of mutations in genes, while other’s focused on the
change in the metabolic cell division cycle as its cause.
For the treatment of breast-cancer various drugs are
available in market. For most of these anti-cancer drugs,
mode of action is inhibiting either DNA synthesis or
some other process in the cell growth cycle. In-silico
approach in the field of medicine is coming up as a new
tool to enhance the scope of research which is based on
exploiting the knowledge of structure, pharmacophore
studies, chemistry of molecules and proteins, etc.
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The use of clinical trials to find the potential lead
compounds when replaced with the computation &
simulation techniques will not only save time but also
the amount of money required for the project. We will
observe the efficacy of various anti-cancer drugs through
In-silico approach and compare it with practically
observed results in patients. Thus the authenticity of the
in-silico approach to provide large number of practically
potential lead compounds could be checked. Among the
various techniques used under the In-silico approach, a
few of the techniques would be studied extensively to
confirm the results.
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