©
2018 2022

MSI-H

Quantification of microsatellite instability tests improves detection
sensitivity of MSI-H
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In this study, we performed MSI testing using NGS to detect subtle
microsatellite changes caused by MSH6 deficiency. The results were quantified and subjected to
guantitative evaluation. The findings demonstrated that this approach enhances the sensitivity of
MSI testing and enables the detection of minute microsatellite changes associated with MSH6
deficiency. The outcomes of this study have the potential to improve the diagnostic accuracy of MSI
testing and greatly contribute to effective identification of Lynch syndrome and the successful use
of immune checkpoint inhibitors. Furthermore, we are applying the processes and findings of this
study to quality control in MSI testing, comparing MSI testing with IHC testing in gastric cancer,
and developing evaluation criteria for MMR gene variants.
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