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Original mEMA sequence: 5% AUG AAC GGU UCU CUA UGU AAG

Mutated mRMNA sequence #1: 5- AUG AAC GGU UCU CUA UGC AAG
Mutated mRNA sequence #2: 5- AUG AAG GGU UCU CUAUGU AAG
Mutated mRNA sequence #3: 5- AUG AAC GGU UCU CUA UGA AAG
Mutated mENA sequence #4: 5- AU AAC GGU UCU CUA UGU AAG

Using the codon table above, what type of mutation has occurred at the yellow highlighted nucleotide of mutated sequences #1, 2, 3, and 47

Insertion

Silent

4 Missense

MNonsense

Frame-shift




