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Numts Identification and Utility in Evolutionary Biology
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Abstract: The transposition of mtDNA sequences to the nucleus has been documented in a wide variety of taxa from

fungi to insects to vertebrates. If co-amplified with mtDNA, Numts greatly complicate the accurate determination of
mitochondrial sequences. The undiscovered presence of Numts could lead to incorrect results. Methods for checking

and avoiding Numts have now been reviewed. However, several recent studies have demonstrated the potential utility of
Numt DNA sequences serving as valuable molecular tools in evolutionary biology studies.
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