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disease state. While there are a set of genes, in which the
mutation rate is less. These can be stated as slow evolving
genes. Therefore, we have developed a comprehensive
database of whole human proteome so that one can
identify the rapidly and slowly evolving human genes based
on the synonymous and non-synonymous substitution
changes occurring in them and their relationship with the
diseased state like cancer.
We downloaded the human chromosome files from the
NCBI and in-house PERL scripts were developed to parse
the gene features like gene id, protein accession, nucleotide
information etc. from the input files. The identified human
proteins were used to search the homologs and then
evolutionary rate was calculated. Thereafter, the extract
entities were relationally linked to build the schema. The
backend of the database was designed in MySQL. The
web interface i.e. front end of the database was generated
using PHP codes.

The study aimed to provide a first ever comprehensive
central depository of evolutionary data of human genome.
The database is augmented with the features like gene
and protein sequence, its location, architecture (i.e. exonintron structure), function, homology to other eukaryotic
genomes, as well as protein multiple sequence alignment.
Moreover, the database also exhibit the different types
of information about genes, including chromosomal
positions, accession numbers, gene and CDS sizes,
orthologs, protein structures and external links to other
databases. The database is build up with an interactive
web interface, and a knowledge based schema which
ensure the user to easily retrieve the information. The
database is enriched with various browsing section as well
as search facility for querying the database and retrieving
desired information. We have developed a database that
allows user to query and retrieve information regarding
evolutionary rate or phylogenetically conservedness of
the human proteins.
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Pandemic influenza virus has its origins in avian
influenza viruses. The highly pathogenic avian influenza
virus subtype H5N1 is already panzootic in poultry, with
attendant economic consequences. It continues to cross
species barriers to infect humans and other mammals,
often with fatal outcomes. Therefore, H5N1 virus has
rightly received attention as a potential pandemic threat.
The proteins, matrix protein (MP), neuraminidase
(NA) and hemagglutinin (HA) of influenza A virus
(Bird flu virus) sub-type A/Hatay/2004/ (H5N1)
from chicken were selected for this study. The in silico
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analysis predicted that HA of influenza A virus is
highly sensitive to mutations and hence it is significant
for its pathogenic nature. None of the mutations was
detected as an important change except in NA where
K332R was at a PKC phosphorylation site. Analysis of
the sequence comparison showed that the maximum
numbers of mutation were observed in HA. These
mutations are significant as they are involved in change
in polarity or hydrophobicity as well as in propensity
of each amino acid residue to stabilize the secondary
structure.
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