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AL BRI 3 Ry PR R A B 0 S PR R 04

Hansen!®"> “V45 % T 5 A A0 B W B LA SR 193 S 1)
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Abstract: Historical otoliths and scales constitute a valuable source of genetic information in the form of the DNA
record spanning decades and even centuries, which potentially enables extension of the temporal scale of genetic
and evolutionary studies of fish populations. Thus, historical DNA could directly reflect the influence of human
activities on genetic diversity and adaptive evolution of fish. In recent decades, with advances in high-throughput
sequencing technologies, historical otoliths and scales have been used as sources of genomic data, which provides
extensive genetic data. Nevertheless, population genetic studies conducted on historical DNA remain a challenge.
This is primarily due to the high level of DNA degradation and exogenous DNA contamination of historical DNA.
Here, we review the DNA extraction protocols and genotyping technologies applied to historical otoliths and scales
which could help researchers to plan their studies using historical specimens. In addition, we reviewed hot topics in
fish population genetics and evolution with historical samples. Increasing accessibility to new technologies will
provide researchers with more abundant genetic information from historical DNA. As an effective tool, historical
DNA will provide new ideas and evidence for the study of fish population genetics and evolution, which will cer-

tainly have a broader application in the future.
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