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Background

The identification of the HIV subtype and the detection of resistance mutations are routinely sought in infected patients, before starting treatment as well as in the context of treatment modifications for escape or switch. The scientific mobilization due to the emergence of SARS-CoV-2 has brought
the rapid development and access of many laboratories to NGS sequencing solutions. In the context of the HIV activity, Sanger sequencing methods are preferentially used routinely in France.

Objective

The objective of this study consists in the analyse the interest of HIV NGS sequencing, targeted , protease (PR), reverse transcriptase (RT), integrase (INT) and V3 loop or of the complete genome at the virology department of the University Hospital of Caen and the contribution of NGS compared to
Sanger sequencing in a routine practice
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Conclusion

NGS should occupy a more prominent place in HIV resistance surveillance and clinical care. The decreasing costs, due to the COVID-19 pandemic, and its ability to reveal resistant minority variants of the virus and the study of their impact. The ability to reveal resistant minority variants and

the study of their impact allow to quickly adapt the treatment. The complete genome analysis provides information on the new HIV targets, capsid/maturation inhibitors, and the detection of compensatory mutations that could explain certain escapes without the detection of resistance
mutations in the targeted genes.



