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Proper Citation

Multi-Disciplinary Approach to the Study of Chronic Pelvic Pain (RRID:SCR_013754)

Resource Information

URL: http://mappnetwork.org

Proper Citation: Multi-Disciplinary Approach to the Study of Chronic Pelvic Pain
(RRID:SCR_013754)

Description: Collaborative research network specializing in urological chronic pelvic pain
disorders. Project involves conducting research primarily on interstitial cystitis/painful
bladder syndrome and chronic prostatitis/chronic pelvic pain syndrome and involves
researchers from multiple disciplines. MAPP Network includes researchers with clinical,
epidemiological, and basic research expertise.

Abbreviations: MAPP

Synonyms: Multidisciplinary Approach to the Study of Chronic Pelvic Pain Research
Network, MAPP Research Network

Resource Type: data or information resource, portal, disease-related portal, topical portal

Keywords: interstitial cystitis, painful bladder syndrome, chronic prostatitis, chronic pelvic
pain syndrome, chronic pelvic pain

Related Condition: interstitial cystitis/painful bladder syndrome, IC/PBS, chronic
prostatitis/chronic pelvic pain syndrome, CP/CPPS

Availability: Free, Freely available
Resource Name: Multi-Disciplinary Approach to the Study of Chronic Pelvic Pain
Resource ID: SCR_013754

Alternate IDs: SCR_014375
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Ratings and Alerts

No rating or validation information has been found for Multi-Disciplinary Approach to the
Study of Chronic Pelvic Pain.

No alerts have been found for Multi-Disciplinary Approach to the Study of Chronic Pelvic
Pain.

Data and Source Information

Source: SciCrunch Registry
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