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Introduction Methods

Microsatellites are genetic motifs consisting of 1-6 base pair repeats.
These seqguences are susceptible to replication errors that can result
In deletions and insertions. Normally, these errors are corrected by the :
DNA mismatch repair (MMR) system, however, when deficiencies in the %
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DNA MMR system are present, microsatellite replicate errors accumulate
In the genome. This phenomenon is commonly referred to as
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mi(_:rosatellite ins_tqbility (MSI). The evaluation_of MSI is increasipgly SCRICATE Fluorescent Fragment CE-based e
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diagnosis of a type of neoplastic inherited syndrome termed Lynch
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