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The relationship of genes and diseases has gained more and more attention. However, most of the genetic disorders featured on the gene-disease relationship 
database are limited and incomplete. It lacks of an overview of whole genome expression profiling in respect of a disease or tumor. After release of human 
genome sequences and the development of new technologies, such as microarray, we will be able to detect the genome alteration of a tumor. Here we present 
an on-line database featuring human diseases and related genes, which includes powerful Serial Analysis Gene Expression (SAGE) database, Online 
Mendelian Inheritance in Man (OMIM) database, PubMed/Medline literature database, and above all, for the first time, we have included published 
microarray results. While not yet complete, continued growth of data from cancer microarray bring us ever closer to a complete human disease. All the 
microarray datasets used in this database have been re-generalized using Minimum Information About Microarray Experiments (MIAME) in MicroArray 
Gene Expression Markup Language (MAGE-ML) format. This on-line database provides an exhausted analysis of the detailed relationship of genes and 
diseases by a variety of microarray algorithms and can be access in a user-friendly fashion with multiple search entries. The associated group of genes has 
been displayed with detailed annotation and further analyzed for the upstream and downstream relationship in biochemical pathways, gene-ontology 
assignment distribution and promoter network. The results can be visualized with three-dimension animation with user-centric interphase. The database is built 
and aimed for unraveling the networks of events, which undoubtedly is a challenge for some time to come, and will be a fundamental resource in future 



pathology. 

 


