
Overview of GARDE 
The Genetic Cancer Risk Detector (GARDE)1,2 is a standards-based platform for population-level genetic 
screening highlighted as an exemplar genomic medicine resource by the NHGRI in its notice of intent for the 
gLHS Network3. With funding from the NCI (U24 CA204800 and U24CA274582), MPI Kawamoto and Co-I 
Del Fiol have developed the Genetic Cancer Risk Detector (GARDE) clinical decision support platform, which 
uses a standards-based, FHIR-enabled approach to assess patients’ family health history and other EHR data 
to identify patients who meet guideline criteria for genetic screening; reaches out to patients to offer screening; 
uses chatbot technology to answer patient questions and provide pre-testing and post-testing education; and 
offers easy access to at-home genetic testing via a single-touch response.1,2 Patients can request to speak 
with the genetic counseling team at any point, and positive or indeterminate test results are delivered by a 
genetic counselor.  
GARDE has been successfully used in the BRIDGE Cancer Moonshot trial to address the first 2 CDC Tier 1 
genomics applications (genetic testing for hereditary breast and colorectal cancer) at the UU and New York 
University according to National Comprehensive Cancer Network clinical guidelines.1,4,5 In this randomized trial 
of 3,073 patients, education via our genetics education chatbot was found to have statistically equivalent 
outcomes compared to traditional, standard-of-care education by the genetic counseling team [publication in 
process]. In both arms, genetic testing was ordered for ~18% of patients, and ~13% completed genetic testing. 
This trial identified 28 patients with a pathogenic mutation and 107 with variants of uncertain significance.  
GARDE is a versatile platform that can be adapted to any genomic medicine use case prioritized by Network 
members. Underlying clinical logic can be updated in the open-source OpenCDS rules engine developed by 
MPI Kawamoto via NHGRI support,6 and chatbot scripts can be shared among Network investigators through 
an existing chatbot content repository and then customized in a Web-based authoring tool. GARDE also uses 
AI to mine free text data in the EHR to improve the identification of patients in need of screening,7 and we are 
actively investigating the safe use of large language models analogous to ChatGPT.  
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