










 108 台灣昆蟲第三十卷第二期 

solved. Taking the advantage of nested 
PCR which has been applied to a variety 
of organisms to amplify tiny amounts of 
DNA, we have proved herein that it is also 
useful for the molecular amplification of 
tiny mites. 

This study shows that using a large 
amount of template DNA from tiny mites 
usually has a high amplification of the 
target DNA by PCR (see Table 1, and Figs. 
2 & 4). However, in some cases the 
amplification possibility of using DNA 
from 5 individuals of T. pacificus larva is 
not necessarily higher than that of using 
DNA from a single individual. The 
amplification efficiency of target fragments 
was a 25-fold dilution for a single 
individual, but only a 22-fold dilution for 5 

individuals, of T. pacificus larvae DNA 
(see Table 1). Thus, proper preservation of 
specimens is necessary to obtain optimal 
DNA quality for efficient amplification. 
Moreover, an optimal electrophoresis 
resolution is obtainable and helpful, if the 
electronic voltage and DNA concentration 
is adjusted approximately. Finally, the use 
of specific primers in the second PCR 
makes it possible to avoid generating non- 
target DNAs from symbiotic organisms, 
such as fungus, or other sources of 
contamination. 

In this study, we applied nested PCR 
to successfully amplify the amplicon of a 
single individual (egg, larva, nymph, and 
adult) false spider mite, at 105 dilution of 
the extracted genomic DNA. Using DNA 

Fig. 4. Amplification efficiency of nested PCR with 15, 20, and 25 cycles for a single adult of two false spider mites. 
M: 100 bp marker. 
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from one individual for PCR provides more 
reliable amplification results than using 
DNA from multiple individuals, which 
may consist of more than one species. 
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應用巢式 PCR 進行擬葉蟎 (Acari: Tenuipalpidae) 單一蟎

體的 DNA 複製 

李蕙宜 1、華真 2、葉文斌 1* 

1 國立中興大學昆蟲系 40227 台中市國光路 250 號 
2 國立屏東科技大學植物醫學系 91201 屏東縣內埔鄉學府路 1 號 

 
 
 
 

摘  要 
 

  長期以來，擬葉蟎都因其體型小特徵少而難以辨識，更遑論幼蟎期的鑑定。過去

十年左右，聚合酶連鎖反應技術廣泛應用在分子分類學上，但其應用在蟎蜱系統分類

學尚有其限制性，即從單隻蟎體純化而來的 DNA 量，常不足以應用於標的 DNA 的

複製。為克服此一問題，我們應用巢式 PCR 的方式，複製成蟎體型僅有 300 μm 的

單一擬葉蟎個體 DNA；從單一的卵、幼蟎、若蟎及成蟎純化而來的 DNA，在稀釋

到 105 倍的情況下，仍可順利複製得 28S rDNA 標的區段。 

 

關鍵詞：巢式 PCR、擬葉蟎科、太平洋擬葉蟎、印度擬葉蟎。 
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