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* In this project, we identified the sequence of
integrated HTLV-1 in three different chromosomes
of the human genome.
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Confirmation of HTLV-1 integration sites in the

human genome lays the foundation for:

1) design and testing of sensitive, specific, and
cost-effective CRISPR-based diagnostics

2) design of a CRISPR system that can target
HTLV-1 in human cells for therapeutic purposes
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* The CRISPR/Cas9 system has been demonstrated
to disrupt HIV-1 provirus by blocking its expression
and removing internal viral genes from the host cell
chromsome. A similar system can be designed that
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Gel extraction

* Rapid and cost-effective diagnostic methods for [
HTLV-1 testing are not widely available, particularly in
endemic regions. While CRISPR-based molecular

sensors have been deployed as effective research [

tools in other viral diagnostic assays, HTLV-1 has not
yet been explored as a target.
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* Future work should be done to identify the
seguences of integrated HTLV-1 in additional target
chromosomes.
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The primary purpose of this project is to map
the integration sites of the HTLV-1 virus in the (
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