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Reconstructing HIV Sequence Histories to Identify Potent Inmune Responses

On the road to
stopping HIV
replication

By understanding how HIV avoids initial inmune
responses, researchers believe they may be able to
chart a path toward a vaccine

P Description: HIV remains a major public health
problem, but researchers have discovered that
prophylactic drug or microbicide use may prevent
infection following exposure. Some believe there is a
potent natural immune response against HIV that occurs
early after infection, but is overwhelmed as the virus
replicates and mutates. Better understanding of this
process will be a major component of an HIV vaccine.

P Results: The investigators developed a method using
a rhesus macaque model and SIV (the virus that causes
simian HIV) to identify early immune responses to SIV
from which the virus rapidly escapes. Identification of
these early immune responses would allow the design of
a vaccine that would build upon these potent responses
to improve the function of a HIV vaccine. The
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Findings from this grant were published in the Journal of Human
Immunology in 2010.

investigators were unable to translate this method from
the SIV model to the HIV model using human samples
during the course of this grant. However, the work on the
genetic material of the virus did result in significant
advances that may aid future HIV vaccine studies.

P Timeline for Application of Results: 5to 7 years

P Next Steps: The investigators are seeking grant
funding to study SIV-specific immune responses in
the intestinal mucosa. This would allow them to use
the techniques developed during this grant to
sequence the SIV genome and help identify the
immune responses necessary to include as part of a
future HIV vaccine for humans.

GRANT FACTS

Principal Investigator: David H. O’Connor, PhD, Assistant Professor, Department of Pathology

and Laboratory Medicine, UNSMPH

Grant Program, Type: New Investigator Program

Grant Type: Basic Sciences

Grant Award: $99,995 over three years

Research Keywords: HIV, cytotoxic t lymphocytes, Immune response, HIV vaccine, latency

Wisconsin Partnership Program, Health Sciences Learning Center, Room 4230, 750 Highland Ave., Madison WI 53705-2221 e http://wphf.med.wisc.edu



