Use case flow for use case: 1
Query: What are the SNPs identified in a set of gene expressions. What are the annotations associated with the SNP and the Spot information associated with the gene?
Current State Use Case Flow (Non Semantic Web)
Actors:
Biomedical Researcher

Data Source 1 (containing gene expression data on 45,000 genes in N samples)

Data Source 2 (containing SNP data in N samples)

SNP Database

Affymetrix Spot Database
1. Biomedical Researcher retrieves gene expression data from Data Source 1
2. Biomedical Researcher retrieves SNP data from Data Source 2
3. Biomedical Researcher invokes statistical routines on data received from Data Source 1 and Data Source 2 and identifies candidate SNPs.
4. Biomedical Researcher sends identifiers of candidate SNPs to SNP Database
5. SNP Database sends annotations and other information on candidate SNPs.
6. Biomedical Researcher sends spot coordinates of matched genes to the Affymetrix Spot Database.
7. Affymetrix Spot Database sends information on the spot.
8. The Biomedical Researcher reviews the information on candidate SNPs, annotations and spot information.
Proposed State Use Case Flow (Semantic Web)
Actors:
Biomedical Researcher

Data Source 1 (containing gene expression data on 45,000 genes in N samples)

Data Source 2 (containing SNP data in N samples)

SNP Database

Affymetrix Spot Database

The System/Biomedical Researcher Portal

1. Biomedical Researcher logs onto the System
2. Biomedical Researcher chooses option to retrieve gene expression data from Data Source 1
3. The System requests Data Source 1 for the relevant data
4. Data Source 1 sends data to the System
5. Biomedical Researcher chooses option to compute SNPs, annotations and spot information.
6. The System retrieves data source descriptions in terms of ontological concepts
7. The System determines the relevant data sources based on semantic matching, which are Data Source 2, SNP Database and Affymetrix Spot Database
8. The System requests SNP expression data from Data Source 2
9. Data Source 2 sends a semantic descriptions
 SNP collections in the data source to the System
10. The System identifies the subset of SNP expression data that needs to be retrieved from Data Source 2 by using some sort of semantic matching.
11. Data Source 2 sends a subset of SNP expression data to the System
12. The System invokes statistical routines on data received from Data Source 1 and Data Source 2 and identifies candidate SNPs.
13. The System sends identifiers of candidate SNPs to SNP Database
14. SNP Database sends annotations and other information on candidate SNPs to the System
15. The System sends spot coordinates of matched genes to the Affymetrix Spot Database.
16. Affymetrix Spot Database sends information on the spot to the System
17. The System displays information on candidate SNPs, annotations and spot information to the Biomedical Researcher.
� Need to investigate with Vince if this is possible.





