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Abstract: Herbarium specimens hold their DNA information at the time of collection from
fields. This DNA information provides us with the opportunity to directly compare the past
and present. However, it is difficult to analyze specimen DNA in the usual way because the
DNA has been fragmented due to the effects of ultraviolet light and chemical fumigation.
Therefore, in this study, we examined possibilities and methods of MIG-seq analysis using
specimens of six plant species. As the results, several thousand or more loci were sequenced on
average in all species, indicating that MIG-seq analysis is also useful for plant specimen-de-
rived DNA. The number of loci and number of sequence reads obtained by the next-generation
sequencer were significantly positively correlated, and the number of loci continues to increase
without convergence even if the number of leads exceeds 300,000. Although the number of loci
after correction of the number of reads decreased in old specimen samples of three species,
a relatively large number of loci could be obtained in many samples in the case of specimens
prepared around 1980. Also a sufficient number of loci were also sequenced in some samples of
older specimens. Therefore, as long as the specimen condition is good, MIG-seq analysis should
be useful even for a fairly old sample. Moreover, when the sequence data from multiple inde-
pendent library constructions were integrated, the number of loci continued to rise even when
the number of reads exceeded about 800,000. In conclusion, the most effective way to perform
MIG-seq analysis for plant specimen-derived DNA would be to carry out multiple independent
library preparations and obtain as many reads as possible.
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