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Resource Information

URL: http://www.abirisk.eu/

Proper Citation: ABIRISK (RRID:SCR_003740)

Description: A consortium that seeks to provide an integrated approach to anti-drug 
immunization by evaluating immunogenicity in hemophilia A, multiple sclerosis, and 
inflammatory diseases, and exploring new tools for protein drug immunogenicity. The data 
collected will be pooled in a single immunogenicity databank and will be standardized and 
used to develop models of anti-drug antibodies. By examining the correlation between 
patient and clinical factors and the incidence of immunogenicity, it hopes to reduce the 
regulatory and resource burdens of immunogenicity testing. The objectives of the consortium 
are: # Access to large cohorts of patients treated with marketed biopharmaceutical products 
# Complementary expertise for anti-drug antibodies (ADA) assays; standardization and 
characterization of ADA # Novel integrated approaches to characterize anti-drug lymphocyte 
responses # Development and validation of innovative prediction tools # Collection and 
integration of immunogenicity-related data and clinical relevance of ADA ABIRISK is grouped 
into five working projects, which communicate with one another and provide each other with 
results and data for analysis. The five working projects are: ADA assay development and 
validation and cohort management; cellular characterization and mechanisms of the AD 
immune response; evaluation and development of technologies for predicting 
immunogenicity; establishment of database, data analyses and integration; and project 
management and communication.

Abbreviations: ABIRISK

Synonyms: Anti-Biopharmaceutical Immunization: Prediction and Analysis of Clinical 
Relevance to Minimize the Risk, ABIRISK Project
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Resource Type: data or information resource, organization portal, consortium, portal

Keywords: drug, consortium, drug development, biomarker, pharmacogenomics, 
biopharmaceutical product, immune response, immunogenicity, data sharing, immune 
system, biopharmaceutical, clinical

Funding: Innovative Medicines Initiative 115303

Resource Name: ABIRISK
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Record Creation Time: 20220129T080220+0000

Record Last Update: 20250516T053712+0000

Ratings and Alerts

No rating or validation information has been found for ABIRISK.

No alerts have been found for ABIRISK.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 16 mentions in open access literature.

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