
researchers begin to suspect that every possible point
mutation might ultimately be observed.
For medical biology, non-synonymous SNPs

(nsSNPs) or missense variants that change the
amino acid sequence of the protein are particularly
interesting. These variants are more likely to affect
function than synonymous SNPs. Single-amino-acid
variants can change the resulting phenotype, for

example, by altering protein function directly or
indirectly by impacting structure and/or binding.
Such changes can lead to pathogenic phenotypes
[8]. Recent studies suggest that every pair of
individuals differs by almost one amino acid variant
in each protein while individuals have about 1.2–1.7
variants (nsSNPs) that are novel with respect to both
parents, that is, not observed in either parent [7].
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