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This study aimed to analyze metagenome for detection of pathogens, and
transcriptome for host immune responses during infection using two different next-generation
sequencing (NGS) platforms, the long-read method and the shot-gun method. Twenty-eight patients (<12

months) with central nervous system infections were enrolled. The findings obtained from the long
-read method and the shot-gun method were consistent. Host transcriptomic analysis of the long-read
method revealed highly expressed genes, including MX1, 1SG15, and 0AS1, related to the antiviral
roles of innate immunity from pathogen-identified cases. Additionally, through enrichment analysis
of host genes, we observed an upregulation in the transcriptional activity associated with
deubiquitination. The use of the long-read method sequencing would help to understand both pathogens
and host immune responses for basic infectious disease research.
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