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Impress

RRID:SCR_006160
Type: Tool

Proper Citation

Impress (RRID:SCR_006160)

Resource Information

URL: http://www.mousephenotype.org/impress

Proper Citation: Impress (RRID:SCR_006160)

Description: Contains standardized phenotyping protocols essential for the
characterization of mouse phenotypes. IMPReSS holds definitions of the phenotyping
Pipelines and mandatory and optional Procedures and Parameters carried out and data
collected by international mouse clinics following the protocols defined. This allows data to
be comparable and shareable and ontological annotations permit interspecies comparison
which may help in the identification of phenotypic mouse-models of human diseases. The
IMPC (International Mouse Phenotyping Consortium) core pipeline describes the
phenotype pipeline that has been agreed by the research institutions. IMPReSS has a
SOAP web service machine interface. The WSDL can be accessed here:
http://mwww.mousephenotype.org/impress/soap/server?wsdl

Abbreviations: IMPReSS

Synonyms: International Mouse Phenotyping Resource of Standardised Screens,
IMPReSS - International Mouse Phenotyping Resource of Standardised Screens

Resource Type: narrative resource, data or information resource, standard specification,
data access protocol, software resource, experimental protocol, international standard
specification, web service

Keywords: phenotype, phenotyping, adult, embryonic, ontology, enu-induced gene
knockout, gene, knockout mouse, ethylnitrosourea

Resource Name: Impress
Resource ID: SCR_006160

Alternate IDs: nix_151661



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_006160/resolver
http://www.mousephenotype.org/impress

Record Creation Time: 20220129T080234+0000

Record Last Update: 20260729T044131+0000

Ratings and Alerts
No rating or validation information has been found for Impress.

No alerts have been found for Impress.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 60 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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in regulating phenotypic severity. Nature communications, 16(1), 4782.
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627(8002), 130.

Prieto-Vila M, et al. (2024) Adult cardiomyocytes-derived EVs for the treatment of cardiac
fibrosis. Journal of extracellular vesicles, 13(7), e12461.
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Parkinson's disease mouse model. Nature communications, 14(1), 7295.
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precision oncology, 7(1), 14.
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Associated with Phenotypes of 30 Gene Knockout Lines. Metabolites, 13(8).
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Nature communications, 12(1), 467.
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