
S1 Table: Summary of previous functional measurements and current InSiGHT classifications 
The table lists functional results of previously performed MLH1 variant measurements, sorted by stability (expression of WT in %). All variants with stability 
measurements lower than the clinical stability reference variant for pathogenicity p.(Ala681Thr) are indicated with red colour, those with expression higher than 
the neutral stability reference variant p.(V716M) are indicated by green colour. For MMR activity measurements, activity close to WT (>75%) was considered 
proficient, activity close to negative control (<25%) was considered deficient. Functional result summary can be compared to current variant classifications of the 
InSiGHT (retrieved October 2022). 
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