Rapid, Simultaneous Viral Pathogen Detection, Subtyping and Strain Differentiation Through Unbiased Metagenomic Sequencing with Delve Detect CSF
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Delve Detect CSF: Metagenomic Next-Gen Sequencing (ImMNGS) for the Delve Detect CSF was developed and validated to serve as a mMNGS platform for hypothesis-free, unbiased Sub-Species Calls in Clinical CSF Samples
Rapid, Unbiased Detection of DNA and RNA pathogens in Cerebrospinal detection of DNA and RNA pathogens in cerebrospinal fluid (CSF) from patients with suspected infectious
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pathogens in a rapid manner. The ability to perform strain-level classification and phylogenetic analysis
within a standard diagnostic workflow has important implications for viral outbreak surveillance, lineage
tracing, and public health applications. These results suggest that metagenomic sequencing can contribute
actionable epidemiological insights for infectious disease monitoring and response, in addition to informing
treatment in routine clinical settings.
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