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Background:
Fiji has the fastest growing HIV epidemic globally. People who inject drugs (PWID) account for 48% of people starting antiretroviral therapy (ART) in Fiji, yet no HIV-1 drug resistance (DR) or phylogenetic data exist for this population. This study provides the first HIV-1 DR data, is the largest phylogenetic analysis to date and the first to include PWID.	

Methods: 
A prospective study was conducted at Suva Sexual and Reproductive Health Clinic from Feb-2024 to Jul-2025, enrolling 279 consenting adult people living with HIV (PLHIV). Dried blood spot (DBS) specimens were tested at the WHO-accredited HIV-1 DR Reference Laboratory in Australia. The protease-reverse transcriptase (PR-RT) and integrase (INT) regions were used for DR and phylogenetic analyses.

Results: 
Of 198 samples, 110 (55.5%) were successfully sequenced. Pre-treatment DR (PDR) was not observed for protease inhibitors, was low for NRTIs (4.5%), and 22% for NNRTIs. INSTI DR (0.9%; R263K) was detected in one individual. Fifty percent of sequences aligned with CRF02_AG, a circulating recombinant form not previously described in Fiji, 46% were subtype C and 0.9% subtype B. Preliminary phylogenetic analysis identified six clusters; three comprised of multiple populations including PWID, men who have sex with men (MSM) and general populations. The largest cluster included PWID and general populations, inferring both injecting and sexual transmission within clusters.
Conclusion: 
This study provides the first HIV DR data for Fiji and evidence of HIV-1 transmission within and between general and key populations. With low levels of DR, but one case of PDR to dolutegravir, an ongoing focus on retention in care, ART adherence and viral load monitoring are important to maintain the effectiveness of first-line ART regimens. Phylogenetic analysis demonstrates that without access to timely and proven harm reduction strategies, including needle and syringe programs, transmission will continue apace into non-injecting populations. 
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