Supplementary Material 1. Methods 

Setting and contact tracing  

A universal mask-wearing policy was mandated in the hospital. We performed contact tracing when patients (inpatients, or those who visited a clinic or emergency department) or their caregiver, visitor, or healthcare workers were diagnosed as coronavirus disease 2019 (COVID-19). We reviewed closed-circuit television (CCTV) footage to identify contacts, which included patients, guardians, visitors, and healthcare workers (HCWs) who stayed in or visited the ward. All contacts were interviewed, especially about wearing a mask, facial shield or goggles and gloves, and categorized according to the nature of the activity during exposure, duration of exposure, and personal protective equipment (PPE) worn at the time of exposure. Close contacts self-quarantined for 2 weeks after their last exposure. HCWs and patients or guardians who came into non-close contact underwent severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) polymerase chain reaction (PCR) testing once every 3–4 days and were monitored for COVID-19-related symptoms on a daily basis until 2 weeks after exposure. We defined nosocomial COVID-19 cases as case of SARS-CoV-2 acquisition at the hospital without other epidemiologic link outside the hospital or the cases transmitted in the community from the discharged individuals with SARS-CoV-2 acquired at the hospital. Patients, HCWs, caregivers with epidemiologic associations but whole-genome sequences more than 2 single-nucleotide polymorphisms (SNPs) apart were deemed to not be cluster-related.

Whole-genome sequencing 

Samples were diluted using phosphate-buffered saline with 1% penicillin/streptomycin before viral RNA was extracted. Diluted samples were centrifuged at 3,000 rpm for 10 minutes at room temperature. To determine the viral genomic sequences from the original sample, viral RNA was extracted using a QIAamp viral RNA Mini Kit (Qiagen, Hilden, Germany). To isolate pure SARS-CoV-2 RNA only, human ribosomal RNA was depleted using the NEBNext rRNA Depletion Kit (NEB, Ipswich, MA, USA). Library preparations were performed using the Truseq RNA sample prep kit v2 (Illumina, San Diego, CA, USA) protocol. The enriched libraries were quantified using the Kapa Library Quantification Kit (Roche, Basel, Switzerland), and all sequencing described in this study was performed using the Miseq platform (Illumina) with Miseq reagent kit v2 (300 cycles) (Illumina). Sequencing analysis was performed using a CLC Genomics Workbench 10 (Qiagen). Base-called reads in FASTQ were trimmed and mapped to a reference sequence (NCBI Reference: NC_045512).
