MODULE 4: Consequences of single
nucleotide variants in genes
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Frameshift mutations due to InDels

Insertions/deletions of one or more nucleotides in coding
region of gene can result in a shift in the reading frame
that can dramatically alter the sequence of amino acids in

the protein
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TRUE or FALSE

Mutations in exons are always deleterious.




Answer

FALSE

Mutations in exons can be silent (i.e. not change
the amino acid sequence) or missense (change
amino acid) with minimum impact.
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