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Development of a novel method to discriminate the pathophysiology of
inflammation based on pattern recognition

Tajima, Goro
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i i i _Using mouse model of different pathological systemic inflammation,
infectious inflammation (sepsis) and non-infectious inflammation (burns), RNA sequencing of

leukocytes was performed by next-generation sequencing. Gene expression in each systemic o
inflammation comprehensively underwent transcriptome analysis, and a group of genes characteristic

of each pathophysiology was extracted by GO analysis. Gene expression was patterned by scaling PCR
measurements of gene groups. Gene expression had a characteristic pattern of each pathophysiology,

and by performing canonical discriminant analysis on the measured and patterned values, each
pathophysiology could be discriminated 100% independently of the severity. The results suggest that

the gene expression patterns extracted by transcriptome analysis may be a novel method for
discriminating inflammatory pathophysiology.
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