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INTRODUCTION

BioJava was developed in 1999; it is an
open-source project for processing of biological
data in the Java programming language, (Prli¢
A, 2012). BioJava is a collection of modules
which consists of programs, that helps the
users to retrieve and analyze DNA, PNA and
PROTEIN - sequences (http://www.di.unito.
it/~botta/didattica/biojavaTutorial.pdf). If a user
wants to analyze his/her sequence ther one has
to download the BioJava jars into a suitable
platform (e.g. NetBeans IDE) and run the
suitable program to get the desired results. But,
the drawback is not many biologists ar: familiar
with using the software and coding’s. On the
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other hand, the generation and analysis of high-
throughput sequencing data are becoming a major
component of many studies in molecular biology
and 1nedical research (Priya Sankar et al, 2010).
Analyzing the DNA data generated plays a major
role in the field of Bioinformatics, sequencing the
DNA has become an easy task but analyzing them
and getting the information is still a difficult task,
many software’s are being designing to solve
this problem. One such application of BioJava
designed to reduce the problem of analyzing
DNA data and to extract useful information from
the DNA data is Sequence Analyzer. Sequence
Analyzer is at its beginning stage of.development
where only basic operations can be performed, it
will be further developed where the output will
show the full Annotations of genomes, Phyloge-
netic analysis and Treeview (Alok J. Saldanha
et al, 2004) at just one click for the sequence of
his/her choice. Much software’s and tools are
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available for protein annotation but not much for - METHOD TO ACCESS THE TOOL
genome annotation, Sequence Analyzer will be NO
proven to be a better genome annotator in near LOGIN REGISTER
future and of great use to the biological society.
Y ES
METHODOLOGY
Sequence Analyzer has been deveioped using “IAIN PAGE <&
HTML, SQL Server 2005, JAVA, and JSP on V]
NetBeans IDE with GlassFish Server. A snapshot ‘%Q’ )
of the tool and its usage is shown below 4
RESULTS ““E
Program Input: Sclect a task and upload the
DNA sequence. TRANSCRIPTION
, : PAGE
Program Output: Output i1s generated as per
the selected task, for e.g. Transcription ATGC — @

UACG. UPLQAD _ RESULT
DISCUSSION SEQUENCE

. : , fe 2 5 3 N .
In this post genomic-cra, data’s ave growing  fj. I: Diagrammatic representation of the method to
enormously from biological sources and the  geess the tool.

Fig. 2: This snapshot shows the Login page, Main page, Hon. page und Transcription page.
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emand for tools to interpret these data’s are also
creasing. In order to fill the gap in interyretation
of data’s BioProjects were developed. Different
~'views about BioProjects from various au lors are
~ discussed in the following. According 10 (Pjotr
Prins et al, 2012) open-source softwar: (OSS)
encourages computer programmers f) reuse
software components written by others. [n evo-
Jutionary bioinformatics, OSS comes in 1 broad
range of programming languages, inch ding C/
C++, Perl, Python, Ruby, Java, and R. " » avoid
writing the same functionality multip ¢ times
for different languages, it is possible o share
components by bridging computer languages
and Bio* projects, such as BioPerl, BivPython,
BioRuby, BioJava, and R/Bioconductor. BioJava
was spawned in the mid-90s as a resu t of the
computational meeds of Matthew Poc)ck and
Thomas Down, two Ph.D. studens at th : Sanger
Institute in Cambridge, Englapd (Steven Meloan,
2004). BioJava will probably reme.in the i colkit of
choice only of well-established Java Prog ammers
(Harry Mangalam, 2002). It’s an oper source,
platform independent, can handl: large amount
of data, execution is faster, bug free, ‘oding’s
are very simple to use, visualization is hossible,

cross — platform and etc.., The recently formed

Biolnformatics Centre (BIC) at the ational
University of Singapore (NUS) provides access
to various commonly used computatior al tools
available over the World Wide Web (W WW) -
“using a uniform interface and easy acces. They
have also come up with a new datab:se tool,
BioKleisli©, which allows you to inter ict with
various geographically scattered, heterog cneous,
structurally complex and constantly «volving
data sources. (Kolatkar P. R. ei a/, 199¢ ). DNA
algorithm was implemented using sy nmetric
coding in BioJava and MatLab ‘Mirce :-Florin
Vaida et al, 2011).

Pocock used NetBeans IDE for decloping
BioJava, this information gave me an idc tc use
NetBeans IDE with GlassFish Server, and it’s a
platform which serves to develop variot « appli-

Sequence Analyzer-Anal jzing DNA Sequence using Java Programs.

cations. HTML (HyperText Markup T nguag
pages as front end, JSP (Java Servlet Pages’
JAVA programs and Microsoft SQL server 2005
as back end, with these materials Sequence
Analyzer was developed which does basic five
operations, they are Transcription, Translation,
Reverse complement, Residue count. and
Sequence similarity. Therefore the tool has been
successfully developed and gives the desired
output. This tool will be very useful for the
biologists in their research work. This tool will
be further developed in future by integrating
BIOJAVA, BIOPERL, and BIOPYTHON in this
application.
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