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Proper Citation

STRIDE Virtual Biospecimen Bank (RRID:SCR_008667)

Resource Information

URL: http://clinicalinformatics.stanford.edu/services/biobank.html

Proper Citation: STRIDE Virtual Biospecimen Bank (RRID:SCR_008667)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on March
7th, 2023. An online, searchable record of biospecimen attributes and storage location for
the following three biobanks at Stanford: * The Bone Marrow Transplant (BMT) program *
The Hematology biospecimen bank is a research sample repository focusing on blood,
plasma and bone marrow, primarily from leukemia patients. * Cancer Center Pathology
Core: The Stanford Comprehensive Cancer Center Tissue Bank stores research samples
of both solid tumor and blood from cancer patients, with an emphasis on prostate. As of
November 2009, the system contains data on 50,000 biospecimens stored in multiple
banks at Stanford. An anonymous Biospecimen Locator allows Stanford researchers to
search the STRIDE Virtual Biospecimen Bank for suitable samples without having to
know, or expose, any protected patient-specific information. Having determined that
suitable specimens exist in one of the constituent biospecimens banks, the researcher can
generate a Web-based request form to obtain additional information from the appropriate
bank operator(s). Access to specimens is restricted to Stanford Faculty and Staff or
affiliates., THIS RESOURCE IS NO LONGER IN SERVICE. Documented on September
16,2025.

Abbreviations: STRIDE Biospecimen Data Repository, STRIDE Biospecimen Locator

Synonyms: STRIDE Anonymous Biospecimen Locator, STRIDE Anonymous
Biospecimen Search Tool, STRIDE J2EE-based biospecimen registration management
tracking and distribution system

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

Keywords: clinical data, biospecimen, data management, blood, plasma, bone marrow,
solid tumor, prostate, tumor, leukemia, cancer

Related Condition: Leukemia, Cancer

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_008667/resolver
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Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: STRIDE Virtual Biospecimen Bank

Resource ID: SCR_008667

Alternate IDs: nif-0000-33378

Record Creation Time: 20220129T080248+0000

Record Last Update: 20260801T042651+0000

Ratings and Alerts

No rating or validation information has been found for STRIDE Virtual Biospecimen Bank.

No alerts have been found for STRIDE Virtual Biospecimen Bank.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 17 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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