Supplementary Figure 3
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Supplementary Figure 3. Comparison of missense MET TKD defined as “probably
pathogenic” and “probably benign” according to three in silico tools. Comparison
of (A) secondary structure features, (B) relative solvent accessible surface area (RSA),

and (C) mutant amino acid properties of missense MET TKD mutations of unknown

biological function according to OncoKB. Mutations were defined as “probably
pathogenic” for likely pathogenicity across all three tools and as “probably benign” for
likely benign across all three scores. OR: odds ratio; 95% CI: 95% confidence interval.




