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Conclusion

About Docs APl ReportBug  ContactUs  CiteNDEx  Search New Network  Network  MyAccount  Sign Out The collaboration with the CRAVAT/MuP|T team has provided a valuable
application case for the NDEx Project, contributing to the development of
NDEx-enabled services, improved web visualization of networks and
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| pace guidelines for network formats. For this collaboration, the NDEx Project built
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networks to CRAVAT/MUPIT users has resulted in an ongoing review of the
simplified SIF format for “NCI-Pathway Interaction Database” networks thus
contributing to the development of annotation guidelines for simple
networks.
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