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Background Results
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Sample processing: Nasopharyngeal (NP) swabs were obtained
within 24 hours of documented fever. Paired serum samples were
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Analysis: Raw sequence reads were stripped for host reads and 2021 2022 025 presence of
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aligned to NCBI nucleotide and protein databases using a cloud- Fig 2. (A) Dot plot of respiratory viruses in NP swabs of febrile individuals. ol respiratory
based bioinformatics platform. (B) Monthly new SARS-CoV-2 cases in Cambodia (red) and study samples (blue). Nohit — Hit Nohit — Hit Nohit — Hit  VIruses.
] ] ] ] HCoV = Human (non-SARS-associated) coronaviruses; RSV = Respiratory syncytial virus. .
Ethics and protocol registration and Ethics: The study protocol Conclusions
was approved by NIH and Cambodian IRB and the trial Detection of systemic viruses in nasopharyngeal swabs
@spectlvely registered on clinicaltrials.gov (NCT04034264). / Fig 3. Sunburst plot of K Metagenomic NGS can be successfully implemented in low- \
pathogen hits in paired serum Rhinovirus HCoV resource settings to identify common and emerging pathogens.
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Table 1. Cohort characteristics. o= respectively Ent@/‘ov,-,.us classically associated with respiratory disease, may be detected
* S
Characteristic Total N= 436 CHIKV = Chikungunya virus; HBV = Hepatitis B Rotavirs in nasopharyngeal samples.
Male gender, N (%) 248 (57%) yirus; SCV2 = .SARS-C.OV-Z,' HIV = Human RSV | o . . . .
Age in years, 2 (1-7) immunodeficiency virus. N Hits * The composition of the nasopharyngeal microbiome varies with
Median (IQR) : . Pathogens were detected in presence/ absence of respiratory viruses.
Urban location 261 (60%) . NP bs of 27 \
Symptom. N (%) . . SWa s.o . cases
Cough 357 (82%) without hits in sera. m ‘
Rhinorrhea 303 (69%) j | R . . S References
Dyspnea 132 (30%) % ‘ 5 o CHIKV was detected in NP 5
Symptom duration, N (%) F- 1 M f C b d th swabs In 5 Of 6 IndIVIduaIS . lYek C, Pacheco AR, Vanaerschot M, et al. Metagenomic pathogen sequencing in
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scarce Southeast Asia using a global metagenomic pathogen monitoring system.

Pathogen hit, N (%) 238 (55%) blue= no pathogen. pathogen detection in sera. Proc Natl Acad Sci U S A. 2022 Mar 15;119(11):e2115285119.




