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• Where are the mouse resources I need? 
 

• In what state are they available 

   (live, frozen embryos or Gametes, ES cell lines)? 
 

• How can I find more info about a strain or cell line? 
 

• How can I find more info about the mutations & alleles carried by 

   a strain; and their phenotypes? 

  

• How can I order a mouse resource? 
 

• How can I contact the holding repository with other questions ?  

   (e.g. delivery times, cost) 

International Mouse Strain 

Resources (IMSR) 

a global catalog of mouse resources 



IMSR Content 
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Users (2013): 
•58,800 unique users visited IMSR 
•Page views numbered >350,000 from 102 countries 



IMSR REPOSITORIES 

Repository / Consortium # Abbreviation REGION 

Australian Phenome Bank* APB Australia 

Center for Animal Resources and Development CARD Japan 

Canadian Mouse Mutant Repository CMMR Canada 

European Mouse Mutant Archive* EMMA Europe  

E.M. Simpson EMS Canada 

MRC Harwell HAR U.K. 

JAX Mice JAX U.S.A. 

Knockout Mouse Project KOMP U.S.A. 

Mutant Mouse Regional Resource Centers* MMRRC U.S.A. 

MUGEN Mouse Database MUGEN Greece 

National Cancer Institute at Frederick NCIMR U.S.A. 

National Institute of Genetics NIG Japan 

National Resource Center for Mutant Mice NRCMM China 

Oriental BioService, Inc. OBS Japan 

Oak Ridge Collection at JAX ORNL U.S.A. 

RIKEN BioResource Center RBRC Japan 

National Applied Research Laboratories RMRC-NLAC Taiwan 

Taconic TAC U.S.A. 

Texas A&M Institute for Genomic Medicine TIGM U.S.A. 

Wellcome Trust Sanger Institute WTSI U.K. 

* consortiums representing 4-14 individual repository sites (all repositories = 46) 
# an additional 5 repositories have registered, but not yet submitted data 
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Referrals to Repositories From IMSR 
(2013) JAX - 7236

MMRRC - 4565

EM - 4177

KOMP - 3339

WTSI - 2547

TAC - 2357

RBRC - 1941

TIGM - 1881

CARD - 276

Where do users go once 
they find the resource 
they want? 

informatics.jax.org - 73,357

direct (bookmarks, email, etc) -15,745

google search - 7,598

knockoutmouse.org - 5,979

all others - 3,337

Referrals to IMSR (2013) 
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How do users get to 
IMSR to start with? 

URL, 



Quick 
search 

Search 
other 
parameters 





Strain ->                                       Email + Order  Allele/phenotype     Gene page 
repository page            link    (MGI)   (MGI) 



     IMSR – going forward: 
 
• infrastructure upgrade ->  re-implement in PostgreSQL 
 

•   gene & allele search improvements 
 

• follow-up with registered/not-submitted repositories 
 

• ability to search MGI from within IMSR 



Recent features  

Added to MGI 

 
1.  Re-designed phenotype data representation to integrate high-throughput 

phenotyping & multiple sites; prototype for anticipated IMPC data. 
 

2.  New for Cre Portal www.creportal.org 
• Matrix summary for cre tissue activity 
• Migrated to use EMAPA for tissue terms  

 

3. New Human-Mouse Disease Connection (HMDC) 

www.diseasemodels.org  
 

4. Coming (May 22 release) 
• Re-implementation of allele categories  

• Allele generation type 
• Allele effect 
• Allele collections 

http://www.creportal.org
http://www.diseasemodels.org


Integrating high-throughput phenotype data with published and/or 
individual lab or consortium-submitted data. 

 
MGI has integrated high-throughput phenotype data from the Wellcome Trust 
Sanger Institute (WTSI) and Europhenome (EuPh) and redesigned its web inteface for 
Allele detail. 
 
- Allows comparison between different Center’s data interpretation, where data are 

from the same genotypes/mice. 
 

- Model built in anticipation of data being available from the phenotyping centers 
of the  IMPC. 
 

Implemented a Derivative Allele Load to assign ‘tm1b’ and other derivative alleles 
from the IMPC project and provide MGI_IDs and nomenclature to iMits 





Homeostasis / 
metabolism 
phenotypes only 
scored as 
significant by 
Sanger; not 
Europhenome 



Cre Portal Enhancements    
www.creportal.org & linked from the MGI homepage 

1. Searches for recombinase activity now provide autocomplete function for 
choosing tissue terms from EMAPA  (release May 22) 

 
1. The recombinase allele detail pages show a summary matrix of age and 

structure where activity was detected/not detected 
 
1. Your Observations Welcome button allows the community to report unexpected 

findings, e.g. unpublished off-target activity 

http://www.creportal.org


Autocomplete terms 
using EMAPA 
 
Bold emphasis on 
searched anatomical 
system  
 
* Release May 22 



Cre Transgene Detail showing matrix summary 
of Acivity in Tissue Systems x Age 





Human-Mouse Disease Connection 
www.diseasemodels.org 

 

version released 

 Search by: human or mouse gene 
    human or mouse genome location 
    phenotype or disease term 
    submitted VCF file 
 

Provide overview of human/mouse data incorporating phenotypes and disease 
- Grid overview 
- Gene-based Summary 
- Disease-based Summary 

 
 Drill down to 
 -   Genotypes (allele composition) profile of phenotypes   detailed pheno data 
 -   Links to IMSR  
 

http://www.diseasemodels.org






Link to IMSR page 
displaying 18 available 
resources carrying 
Ube3a mutations 

Link to MGI detailed 
phenotype descriptions 
for Ube3atm1Alb/Ube3a+ 
heterozygotes.  



                    MGI– going forward: 
 
• Further development of the Human-Mouse Disease Connection site 

• human phenotypes from HPO 
• synteny map displays for regions 
• more data filtering options (e.g. types of loci, delete/retain grid columns/rows) 
• accept additional file input formats 
• for VCF files, return file annotated with identified genes+ 
• enhance Boolean search capabilities 

 

•   Incorporate IMPC data (awaiting IMPC release) 
 
•   ‘Relationship’ project 

• microRNA targets (experimental and predicted) 
• genomic content of cluster regions 
• ‘genomic mutation’ content 

 
 



IMSR : International Mouse Strain Resources 
www.findmice.org  
 
 
MGI: Mouse Genome Informatics 
www.informatics.jax.org 
 
 
HMDC: Human-Mouse Disease Connection 
www.mousemodels.org 
 
 
CrePortal:  
www.creportal.org 
 
 
 
 

http://www.findmice.org
http://www.informatics.jax.org
http://www.mousemode;s.org
http://www.creportal.org

