Outline for GenMAPP 2: new features and resources for pathway analysis
· Advances of genomics have led to a wealth of new data

· GenMAPP was designed as a free, open source software that researchers could use to organize, analyze, and share genome-scale data in the context of biological pathways

· GenMAPP released in 2001

· Allows access to gene annotation from Ensembl, Entrez Gene, and Gene Ontology

· GenMAPP is implemented in Visual Basic 6.0

· Three databases within the GenMAPP database; experimental data, gene databases, and pathways

· Pulls annotation from a number of sources (look in Implementation)

· GenMAPP 2 has many new features
· GenMAPP 2 expands species and gene support

· GenMAPP 1 had limited species selection and few gene identifier or ID systems

· GenMAPP 2 has been redesigned for greater species support and can use secondary gene and protein ID sources like GO, OMIM, and PDB. 

· GenMAPP 2 allows user-defined additions to template databases as well as the creation of new species databases
· All you need to create a new database is GenMAPP and Excel

· New experiments want to view a pathways across a specific time period

· GenMAPP 1 allowed chronological data to be viewed serially (not very good)

· GenMAPP 2 allows a stripe system in each gene box to show change across time

· GenMAPP 2 allows export of pathways in graphical form

· GenMAPP 2 can export MAPPs w/ data to an organized web-ready format (html)

· MAPPs still contain interactive features so can still access gene backpage information, data display, gene annotations and hyperlinks to external sources.
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