Comparison of short-read and long-read next-generation
seguencing technologies for determining HIV-1 drug resistance

Camille Vellas!2, Amira Doudou3, Sofiane Mohamed?, Stéphanie Raymond-2, Nicolas Jeannel, Justine Latour!, Sofia Demmoul,
Noémie Ranger?!, Dimitri Gonzalez3, Pierre Delobel%4, Jacques |zopet!?

1CHU de Toulouse, Laboratoire de Virologie, Toulouse, France, 2INSERM UMR1291-CNRS UMR5051-Université Toulouse lll, Toulouse Institute for Infectious and Inflammatory Diseases, France, SABL
Diagnostics (ABLD), France, “CHU de Toulouse, Service de Maladies Infectieuses et Tropicales, Toulouse, France

BACKGROUND

Accurate HIV-1 genome sequencing Is necessary to identify drug resistance mutations in PWH. NGS allows the detection of minor variants
and Is now accessible in many laboratories.
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