caARRAY Project Plan 2003

caArray project consists of a MIAME-compliant microarray database  (caArray db), and tools for microarray data analysis and visualization. CaArray currently supports several NIH research programs including the NCI Director’s Challenge, Mouse Models in Human Cancer Consortium (MMHCC), and Specialized Programs of Research Excellence (SPOREs). The goals of the project are to make microarray data publicly available, and to develop and bring together open source tools to analyze and visualize these data.
	SERVICE
	DESCRIPTION
	RELEASE FEATURES



	CaArray db
	Gene Expression Data Portal (caArray db) currently hosts 28 microarray datasets and 160 SAGE libraries. Most of the microarray experiments have been submitted through the NCI Director’s Challenge program. The key objectives for FY03 are to increase the content, and to improve data annotations. We will be adding support to a variety of new data formats. We are also working with MAGE-ontology group and NCI Enterprise Vocabulary Services (EVS) on bringing cancer specific elements to the microarray ontology.


	RELEASE FEATURES
	RELEASE VERSION/

DATE

	
	
	· Upload, search, view and download files for CGH (UCSF SPOT) experiments

· User Interface to allow users to view cel-file intensity values for an experiment

· Command line utility to allow user to view intensity values for a particular experiment provided they input a list of gene symbols
	2.0

7/1/2003

	
	
	· Pathway analysis for SAGE experiments

· Improved CGH search features including sample type and image analysis software searches
	2.1

6/8/2003

	
	
	· MIAME Software Certification Review

· MGED MAGEML Document Generation

· Defect fixes

· Full regression test
	9/1/2003



	
	
	· Affy File SDK Evaluation

· Affy LIMS Evaluation

· Defect fixes
	2.2.1

10/9/2003

	
	
	· Affy GCOS Evaluation

· Defect fixes
	2.2.2

11/21/2003

	
	
	· Modify experiments feature

· Enhanced security (Modify Experiment only)

· User interface re-design (Modify Experiment only)

· Architecture re-design (Modify Experiment only)
	2.3

12/31/2003

	
	
	· MIAME Software Certification Implementation
	2.4

1/30/2004

	
	
	· Enhanced security  (Experiment search/submission)

· User interface re-design (Experiment search/submission)

· Architecture re-design (Experiment search/submission)
	2.5

3/26/2004

	
	
	· NHGRI data persistence (ArraySuite)

· Stanford data persistence (SCANalyze)

· Common vocabulary interface

· Third-party tool interface

· MAGEML 2.0 Upgrade (pending solidification of the standard)

· Automated .txt file generation

· Enhance Affy .cel Lookup

· Persist CGH to NetCDR
	To be announced

	
	
	· CaArray Web site enhancements

· CaArray db maintenance

· Data curation

· caArray Documentation
	Continuous updates


	SERVICE
	DESCRIPTION
	RELEASE FEATURES



	XpressionWay
	XpressionWay, a pathway visualization and analysis tool, allows researchers to view the expression levels of genes on the array via visual pathway diagrams. Several new features and enhancements will be added during FY03.


	RELEASE FEATURES
	RELEASE VERSION/

DATE

	
	
	· Allow researchers to upload expression information via an MS Excel spreadsheet into XpressionWay

· Provide a link to BIOgopher
	1.1

9/15/2003



	
	
	· Allow researchers to obtain a list of genes associated with their experiment, pathways these genes are included, as well as the expression values
	1.2

10/30/2003



	
	
	· Display expression values for each gene in SVG diagram via mouse over

· Provide a global pathway summary display including a list of pathways, the number of genes in the chip included in the pathway, as well as the number of differentially expressed genes in the pathway

· Pathway summary report for SAGE experiments
	1.3

12/31/2003

	
	
	· Package XpressionWay
	1.4

1/30/2004

	
	
	· Merge datasets for pathway analysis.
	1.5

2/31/2004

	
	
	
	


	SERVICE
	DESCRIPTION
	RELEASE FEATURES



	CaArray

workbench
	The gene expression data analysis workbench is a desktop tool with an extensible, flexible and reusable API that will facilitate easy integration of any type of gene expression analysis application.  The first release will include a collection of data management, analysis and visualization functions including filters and normalizers, clustering tools, color mosaic images, dendograms, and pathway annotations.


	RELEASE FEATURES
	RELEASE VERSION/

DATE

	
	
	· Create project

· Load data

· Save data

· View data: microarray view, tabular view, color mosaic view, and expression profile view.

· Filter data: deviation based filter, single value filter, missing value filter, and expression threshold filter.

· Normalize data: log transformation, minimum data value, probe based mean and median centering, array based mean and median centering,  probe based mean and variance normalization, and missing value calculation.

· SOM and hierarchical clustering.

· Pathway annotation.

· Merge datasets.


	1.0

9/18/2003

	
	
	· Support for CGH data analysis.

· Integration with the webCGH tool: genome plots for gene expression data.

· Customized UCSC genome browser: view probes and their expression values in the genome browser.


	2.0

To be announced.

	
	
	
	


	SERVICE
	DESCRIPTION
	RELEASE FEATURES



	WebCGH
	WebCGH is a web-based tool for the analysis and visualization of Comparative Genomic Hybridization (CGH) data. The application will enable users to create whole genome plots using CGH data stored in caArray db, and zoom into a chromosome, or chromosomal region of interest.


	RELEASE FEATURES
	RELEASE VERSION/

DATE

	
	
	· Browse caArray db and select CGH datasets for analysis.

· User defined grouping of data.

· Genome Plots: X-axis is the distance along the genome, Y-axis is DNA copy number.

· View different groups in the plot in different colors. 

· View either all the experiments, or the mean copy number and the error bars.

· Highlight experiment in the plot to view experiment/chip information.

· Zoom in to a genome browser. The genome browser includes all the public domain genome annotation information, as well as the probes in the chip and their copy number values.
	1.0

9/18/2003

	
	
	
	


