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(57) Abstract: The present invention provides compositions, methods, and kits for discriminating sequence variation between differ-
ent alleles. More specifically, in some embodiments, the present invention provides compositions, methods, and kits for determining
the presence and/or level (e.g., quantitating) of rare (e.g., mutant) allelic variants, such as single nucleotide polymorphisms (SNPs)
or nucleotide insertions or deletions, in samples comprising abundant (e.g., wild-type) allelic variants with high sensitivity and/or
specificity. As such, in certain embodiments, the present invention provides a highly selective method for the detection of somatic
mutations, e.g., in samples containing abundant levels of a wild-type allele compared to very low levels of a mutant allele.
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