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Stefano Rusconi:
When does genomics meet HIV?

Prof. Telenti:

This was the title of a Perspective paper I co-authored with the geneticist
David Goldstein. It was intended to highlight the opportunity to study
HIV biology and pathogenesis using a new set of tools that became avail-
able around 2007.

In fact genetics (as opposed to genomics) had been important to the dis-
covery of CCRYS deletions (in 1996), and showing the relevance of differ-
ent HLA class I alleles on disease progression toward the end of the 90s.

Stefano Rusconi:
Are there feasible measurements to prevent drug toxicity?

Prof. Telenti:

From the pharmacogenetic standpoint we have some tools that could help
limit some of the toxicities observed. One test, measurement of HLA-
B*57.01, is in clinical use for the prevention of abacavir hypersensitivity.
Other tests are possible but have not been used routinely to prevent high
drug levels of efavirenz and consequent toxicity, to avoid Gilbert’s syndrome
associated with atazanavir, and to identify a genetic predisposition to car-
diovascular risk and metabolic complications in an HIV treatment setting.

Stefano Rusconi:
What about HIV eradication and genomics?

Prof. Telenti:

Genomic analyses have been identified by the HIV Cure Research Agen-
da published in 2012 in Nature Reviews in Immunology as a priority
approach towards understanding the transcriptional features of the pro-
cess of latency, identification of biomarkers and chromatin status at HIV
Integration sites. Several groups are using these approaches, and I expect
their investigations will contribute to the field.

HAART, HIV correlated pathologies and other infections ~ 2013



