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Resource Information

URL: http://www.gsds.org/Home%20Page

Proper Citation: GSDS - Golden State Donor Services (RRID:SCR_004605)

Description: Golden State Donor Services (GSDS) is the nonprofit, federally designated
transplant donor network serving two and a half million people in the greater Sacramento
area. We are committed to saving and improving lives by connecting one life to another
through donation and transplantation. We support potential donor families in their time of
loss, provide care for them through the donation process and coordinate the recovery of
organs and tissues for transplant. We also provide after-care support to donor families
while at the same time working to inspire universal acceptance of donation to ensure
every person in need receives the ??????Gift of Life.?????? GSDS'' designated service
area includes 11 counties in Northern California, (Amador, Calaveras, Colusa, El Dorado,
Nevada, Placer, Sacramento, Sierra, Sutter, Yolo, and Yuba), as well as the communities
of Santa Rosa and Reno. Currently GSDS has agreements with 30 hospitals. In Golden
State Donor Services'' area, more than 1000 people now wait for an organ transplant,
(heart, liver, lungs, kidneys, intestine or pancreas).

Abbreviations: GSDS

Synonyms: Golden State Donor Services

Resource Type: tissue bank, biomaterial supply resource, material resource

Resource Name: GSDS - Golden State Donor Services

Resource ID: SCR_004605

Alternate IDs: nlx_60283

Record Creation Time: 20220129T080225+0000

Record Last Update: 20260729T044102+0000
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Ratings and Alerts

No rating or validation information has been found for GSDS - Golden State Donor
Services.

No alerts have been found for GSDS - Golden State Donor Services.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 41 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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