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Background Summary of the outbreak

Prevalence of HCV infection in Hong Kong: 0.32% from public health In June 2024, an outbreak of nosocomial transmission of HCV infection
survey in 2020-2022. was identified in a neurosurgical unit in the Princess Margaret Hospital
The commonest genotypes in Hong Kong: e One patient was confirmed to have acute hepatitis C infection after
e genotype 1 (48.8%) admitted for 3 months
e genotype 6 (33.6%), also the commonest genotype in intravenous e Suspected to be transmitted from a patient with HCV genotype 6a
drug users. e Another patient identified as ward contact was found to have
deranged liver function and confirmed to have HCV infection
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1. Conduct outbreak investigation to identify high risks procedures and practices to interrupt possible transmission route
2. Perform phylogenetic and quasispecies analysis to demonstrate epidemiological linkage
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Results

Unpublished data
Genomic analysis

Panel 1. a) Phylogenetic tree of near full genome analysis and b) Pairwise distance matrix by
number of SNPs from patients investigated in the outbreak and unrelated patients with HCV
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