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Plant MPSS

RRID:SCR_007861
Type: Tool

Proper Citation

Plant MPSS (RRID:SCR_007861)

Resource Information

URL: http://mpss.udel.edu

Proper Citation: Plant MPSS (RRID:SCR_007861)

Description: It provides access to a veriety of databases of plant genomics databases.
These include: *Arabidopsis PARE Database *Arabidopsis SBS Database *Arabidopsis
MPSS Plus Database *Rice MPSS Database *Legume SBS Database *Maize SBS
Database *Gallus Gallus SBS Database *Magnaporthe MPSS Database *Grape MPSS
Database These data have been generated by a series of different projects, mainly based
at the University of Delaware and funded primarily by grants from the National Science
Foundation and the United States Department of Agriculture. The database and the web
pages that you see were produced by the Meyers lab, with data generated within our lab,
by collaborating laboratories like the Green or Wang labs. Some data we've gathered from
Genbank or other public sources. Much of the data was produced under contract by
lllumina, Inc (Hayward, California), but some SBS libraries are now being sequenced at
other sites.

Synonyms: Plant MPSS

Resource Type: data or information resource, database
Resource Name: Plant MPSS

Resource ID: SCR_007861

Record Creation Time: 20220129T080244+0000

Record Last Update: 20260729T044157+0000

Ratings and Alerts

No rating or validation information has been found for Plant MPSS.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_007861/resolver
http://mpss.udel.edu

No alerts have been found for Plant MPSS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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