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SPRET/EIJ

RRID:IMSR_JAX:001146
Type: Organism

Proper Citation

RRID:IMSR_JAX:001146

Organism Information

URL: https://www.jax.org/strain/001146

Proper Citation: RRID:IMSR_JAX:001146
Description: Mus musculus with name SPRET/EiJ from IMSR.
Species: Mus musculus

Notes: gene symbol note: aryl-hydrocarbon receptor|cytochrome ¢ oxidase subunit 7A2
like; wild-derived inbred strain|inbred strain: Ahr|Cox7a2l

Affected Gene: aryl-hydrocarbon receptor|cytochrome c oxidase subunit 7A2 like
Genomic Alteration: b-3 variant|long

Catalog Number: JAX:001146

Database: JAX Mice and Services

Database Abbreviation: JAX

Availability: live

Organism Name: SPRET/EIJ

Record Creation Time: 20250513T053624+0000

Record Last Update: 20260808T050826+0000

Ratings and Alerts
No rating or validation information has been found for SPRET/EIiJ.

No alerts have been found for SPRET/EiJ.



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_154697-1/RRID:IMSR_JAX:001146/resolver
https://www.jax.org/strain/001146

Data and Source Information

Source: Integrated Animals

Source Database: JAX Mice and Services

Usage and Citation Metrics
We found 30 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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