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TMHMM server v.2.0 for prediction of transmembrane
helices in protein sequences. For prediction of TAT-type
and LIPO-type of signal peptide the servers TATFIND
1.4 and PredLipo was used respectively. MycoSec database
provides users with an easy-to-use web interface to search

for desired signal peptide data. This data can be utilized
by the microbiologist, molecular biologist and researchers
engaged in the study of pathogenesis, drug designing and
vaccine development.
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Bamboo, the “Green Gold”, included in the non-timber
forest products has both ecological and economic
importance. Here is an attempt to describe a database
named “Bamboo-infoline: a database for North Bengal
Bamboo’s”, which provides enumeration of the different
species of bamboos found in North Bengal, with special
emphasis on taxonomy, whether they have edible shoots

or not, chemical constituents, morphological features
along with tissue culture specifications, which in turn will
benefit the scientific community in general and researcher
associated with bamboo in particular.
Availability: http://www.bamboodb.ind.in/
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Of the four species of Plasmodium, mortality in human
is caused by Plasmodium falciparum. This parasite is killed
by the oxidative stress produced in the erythrocytes due
to the inhibition of enzyme G6PD (Glucose 6-phophate
Dehydrogenase). During normal detoxification, H2O2

is converted to H2O, which is catalysed by the enzyme
glutathione peroxidase. This Conversion requires
NADPH produced during the G6PD catalysed reaction.
The mechanism of action of the antimalarial drugs, like
primaquine, is to inhibit the G6PD enzyme, thereby,
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increasing the toxic H2O2 concentration in the RBCs
which is toxic for Malarial parasite. In this work, we
perform the docking of various compounds on G6PD
using some of the widely used docking softwares. These
dry lab results are then compared to the wet lab results.
We can observe that the dry lab results show deviation

from the wet lab results. The deviations of results,
obtained with different softwares, are statistically
analysed. Upon analysis, the software which shows
results closest to the wet lab experiments is designated
to be the most authentic of the other softwares.
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Protein folding into three dimensional structure is
much influenced by the weak interactions such as
hydrogen bond, hydrophobic, π-π (aromatic-aromatic),
Cation-π and Sulphur-aromatic so it plays critical role
in establish the three dimensional structure of protein
and very important for the protein stability. Therefore
it is important to identify the local interactions in the
protein three dimensional structures. Hence, Herein, we
developed a user friendly, PIPE (protein interaction and
properties explorer), a web server for the identification of
the local interactions within the protein structure. PIPE
Server provides user-friendly, interactive interfaces for

the submission of files and visualization of results. PIPE
server is developed using HTML, CSS and JavaScript.
PIPE programs are coded in Perl-language. Interactive
visualization of various local interactions on query protein
tertiary structure is implemented using Jmol PIPE server
will be a useful resource for the structural bioinformatics
community to perform analysis on protein structures based
on local protein interaction and to store result at the same
platform. Besides this, the program to calculate center of
mass of protein also has been implemented. PIPE server
is available on the URL http://pipe.ibibiosolutions.com/
Home.html
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Enormous amount of genomic and proteomic data is
being generated through biological scientific community.
There is a continuous need to analyze that data to generate
biologically meaningful information. Bioinformatics
88

provided such a platform via combination of biology
and computers to help in achieving this significant goal.
Here we present a web based application named WISA:
(Web server for interactive sequence alignment), which
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