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Introduction

./

The purpose of the project is to make an intuitive and
powerful bioinformatics search engine which provides online
access to a large dataset of protein isoelectric points which has
been compiled by Aston University researchers and students
over the course of several years.

Deliverables

An updatable relational database warehousing a set of
protein isoelectric point data.

A web-accessible GUI with searching and downloading
functionality.

Objectives

To build a free (as in freedom) web application for
searching and viewing protein isoelectric points.

To produce a bioinformatics tool with real world value for
future research.

The application should provide intuitive but powerful
searching facilities.

The application should provide a convenient means for a
certified user to edit and upload additional data.

The application should present information in a usable and
efficient form.

Users should be allowed to download generated results for
otfline use.

Adequate security precautions should be taken to minimise
the risk of data being sabotaged or stolen.

The implementation should use a clean model view
controller architecture.

Comprehensive test coverage of the API and common use
cases should be automated.

The application should be scalable for much larger
datasets.
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Overview

This i1s an interdisciplinary software project with potential value
for molecular biology researchers. There are many similar existing
projects, and so a user-centred approach to design was coupled
with an incremental development pattern in order to ensure that
the project offers real benefits compared to existing tools. Add-
itionally, a significant amount of time was invested into developing
the tools and infrastructure for large software projects. Work for
this project fell within three categories:
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Summary

This is a polylingual project including source code written in
Clojure LISP, JavaScript, Less CSS, M4sh, Make, Python,
and shell programming languages. Key project deliverables
include:

A schema and toolset for storing protein isoelectric point
data, and an online instance of the supplied dataset.

A web-accessible search interface incorporating FASTA
sequence searching and a public APL.

A build system framework for web application back-ends.
A toolset for generating plausible test payloads using
machine learning techniques with scientific datasets.
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Ut condimentum ante nisi, elementum adipiscing nibh aliguam id. Vivamus
adipiscing turpis id eros fermentum tempus vel quis metus. Suspendisse sem

The isoelectric point or pl of a protein corresponds
ligula, posuere id justo et, eleifend suscipit lectus. Vivamus ut ligula massa. [ : [ ‘

to the solution pH at which the net surface charge is
zero. Inthe denatured state, the pl depends solely on
a protein’s amino acid composition.

Duis iaculis pretium nulla, eu fermenturn urna cursus vel. Donec ut justo nec
nunc feugiat malesuada quis nec felis. Vestibulum blandit, nibh ac sagittis
tempus, orci ante fermentum magna, at pretium nisi neque eu est. Proin
laoreet turpis augue, in malesuada augue ornare a.

Since the earliest days of solution biochemistry, the
pl has been recorded and reported. Literature

reports of pl abound.

Mauris non hendrerit elit. Etiam venenatis dolor ac commeodo blandit. Mauris
non hendrerit elit. Etiam venenatis dolor ac commodo blandit.
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