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Fig. 1 Schematic illustration of the selection pipeline (a-c) for microsatellite loci. 363 monenucleotide loci in our panel region were selected (a)
and used for detecting MSI status. The 363 microsatellite loci were then sorted in descending order by the mean instability score calculated by
MANTIS in MSI-H and MSS cases (b). The overlap of the top 50 loci in MSI-H cases and the bottom 50 loci in MSS cases was chosen for training
USCl-msi (€)
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p.G12V/S/D/A, p.G13D and p.A146T of KRAS were found in both MSI-H and MSS
cases, while BRAF p.V600E was only found in 4 MSI-H cases. p.E384fs of TCF7L.2
were highly mutated in MSI-H samples
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1 Zheng, Kai, et al. "A novel NGS-based microsatellite instability (MSI) status classifier with 9 loci for colorectal cancer patients." Journal of Translational Medicine
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