Evaluation Of HIV Transmission Clusters Among Natives And Foreigners Living In Italy
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CONCLUSIONS

HIV-1 newly diagnosed subjects are involved In
several MTCs in the past two decades in Italy.
Clustered transmission, especially for large

RESULTS

BACKGROUND

Migration is today a new global phenomenon, with a

Among the 228 MTCs identified, 6 were Large MTCs (N=140
subjects), 36 were Medium MTCs (N=184) and 186 were
Small MTCs (N=402).

Figure 1. Clusters’ population by HIV-TRACE.

Among 3,499 drug-naive participants in the ICONA cohort
(2,804 natives; 695 migrants), 726 (20.8%; 644 natives, 82
migrants) were involved in 228 Molecular Transmission
Clusters (MTCs).

total of 272 million of international migrants,
according to the UNDESA (United Nations
Department of Economic and Social Affairs) data of
the year 2019 (1).

clusters, is prevalently driven by natives, mainly
MSM and frequently infected with HIV-1 non-B
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The 24 migrants involved in LMTCs and MMTCs were
mainly from Central/South America or other European
countries.

younger age, more recent diagnosis and higher CD4 count
were significantly associated with MTCs (Table 1).

*HIV-1 non-B subtype was found in 51 MTCs (22.4%); of note,
non-B infections involved in MTCs were more commonly found
in natives (N=47, 92.2%) than in foreigners (N=4, 7.8%).
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