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CRISPR-seq: High-depth coverage, amplification
J CRISPR-seq is performed on genomic DNA - - .
without PCR amplification. free Validation for Every Edit
. PacBio’s PureTarget system provides high-
coverage, detailed sequence and epigenetic info for any
target region.

o Automated bioinformatics processes provide
fast, easy-to-read analysis.

J Up to 96 samples in a single run results in highly
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cost-effective validation.

This workshop will discuss technical and practical
aspects of implementing CRISPR-seq for
validating genetically engineered animal models.

27 July 2026.at 14:00 UTC

Fees:

e Free for ISTT members - with code (see registration page for link)
e $50 for non-members - payment accepted on the registration page
e $30 for IMGS members - with code (see registration page for link)

Please register by: July 22, 2026
Registration at ISTT workshop page
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Meet Our Expert:

Dr. Freeman is a veterinary scientist dedicated to advancing human medicine
by improving the relevance of genetically-altered animal models. He
completed his DVM at Colorado State University and his PhD in molecular
biology and immunology from the Johns Hopkins University School of
Medicine. Dr. Freeman is a Professor in the Unit for Laboratory Animal
Medicine at the University of Michigan and serves as the Director of the
Transgenic Animal Model Core and Co Director of the NIH funded National
Center of Rabbit Models for Translational Research. His research efforts have
focused on improving the generation and characterization of genetically
engineered animal models to ensure they closely model human disease. He
has worked to develop new approaches leveraging long read sequencing and
bioinformatics to improve the validation of genetically-altered models.
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