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Objective: To describe prevalence of primary resistance to antiretroviral drugs in patients naïve
diagnosed with HIV-1 infection in our hospital during the period 1/1/2014-31/08/2016 as well as their
virological and clinical-epidemiological characteristics
Material/methods: Retrospective descriptive study in which patients with newly HIV-1 diagnosed
cases were included. Review chart (epidemiological, clinical and virological data) was performed. The
microbiological diagnosis was performed with four generation screening technique (Abbott Architect
HIV Ag-Ab Combo Assay). Positive results where confirmed by Geenius HIV-1/2 assay (Biorad) and
INNO-LIA HIV-1/2 score line-immunoassay (Innogenetics). HIV-1 Viral load was made by Cobas
AmpliPrep/HIV (TaqMan HIV-1 Roche™). The resistance and molecular characterization was
performed by sequencing at the National Microbiology Center (Majadahonda, Spain). The genotypic
prediction of tropism was performed according to the Geno2pheno program following the
recommendations of the European Consensus Group for clinical management of HIV-1 tropism
testing. Interpretation of antiretroviral resistance results was performed according to the algorithm of
the Stanford University database.
Results: We included 108 patients with HIV-1 diagnosis, of whom 76.85% were men. The mean age
was 37 years +/-13 years (min-max:9-79 years). The most important acquisition route was sexual
97.1% (66/68), of whom 43.9% were men who have sex with men (MSM). 41.7% were late diagnosis

and 18.5% were very late (<200 CD4/mL). 2.9% of patients had coinfection with HBV and 7.6% with
HCV. Subtype was performed on 95 strains. 57.9% (55/95) were B subtype and 42.1% (40/95) were
non-B subtype; of these, 18 patients presented recombinant forms of which CRF47_BF was the most
frequent. The tropism could be determined in 44 strains, 75% (33/44) were R5 tropic variants, 46.6%
(6/44) were R5X4 tropic variants and 11.4% (5/44) were tropic X4 variants.
HIV genotypic antiretroviral resistance testing was performed on 93 strains of which 100% were
susceptible to nucleoside RT inhibitors (NRTIs). Resistance mutations were detected in 15 samples:
11.8% (11/93) had a primary mutation against non nucleoside RTI (NNRTIs); 3.2% (3/93) against PR
inhibitors (PIs) one of them with primary mutation; 1.1% (1/93) had secondary mutation against
integrase inhibitors (INI). Mutations were detected in 5 strains to two antiretroviral families; (two with
primary resistance mutation which conferred resistance to NNRTIs) and one to three families (which
conferred resistance to PRIs).
Conclusions: Sexual route continues to be the main form of acquisition; mainly in MSM. An important
percentage had a non-B genetic forms which can be explained by the increase in migratory flows and
expansion of non-Bs in transmission clusters. Our prevalence of primary HIV resistance was 11.8%, in
Spain it ranges from 3%-15%. These are caused by virus transmission from ART patients without
complete viral suppression, by the use of suboptimal treatment regimens or by lack of adhesion.

