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Unreported mutations of frameshift, stopgain 
and splicing are upgraded. 
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Early onset Family cancer historyExtra colonic cancer Multiple primary CRCdMMR tumors
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dMMR pMMR or IHC
not performed
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any additional
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carrying P/LP 
variants is 23.5%

dMMR with > 1 
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probability of
carrying P/LP
variants ranges
from 41.7%~100%

- Patients with > 1 
risk factor
probability of 
having P/LP
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-

Highly recommended

CRC susceptibility gene panel
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