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ABSTRACT

Cancer is a generic term for a large group of diseases that can affect any part of the body.
Other terms used are malignant tumours and neoplasms. One defining feature of cancer is the
rapid creation of abnormatl cells that grow beyond their usual boundaries, and which can then
invade adjoining parts of the body and spread to other organs.

DNA microarray is providing an unprecedented amount of information about the genetic
changes. From the analysis of the data, we can get insights into various diseases such as
cancer whose information is difficult to be obtained and it also provides a bimodality index
for identifying and scoring transcript expression profiles as biomarker candidates with the
benefit of having a direct relation to expression level of the gene and sample size.

Only data sets containing values for tumors and normal tissues were selected. Data sets for
gene expression profiles were obtained by downloading the expression values in tabular form
from Gene Expression Omnibus (GEO) and the supplementary information of published

manuscripts. Then the datasets were screened.

We identified a set of genes which are common and differentially expressed in multiple
cancers those might be useful in the further analysis of fundamental signal transduction

pathways that lead to carcinomas, so that these genes can act as biomarkers for drug design.
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