©
2016 2018

Development of origin identification method for animal crude drugs using
molecular biological techniques

NAKANISHI, Hiroaki
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We developed an origin identification method using DNA analysis to improve
quality control for crude drugs derived from animals. Thirty three samples in 24 kinds of crude
drugs derived from animals were examined. DNA was extracted from almost all of the crude drugs by
adjustment of commercially DNA extraction kit (QIAamp DNA Mini Kit). The species of origin were
identified by BLAST analysis after sequencing the mitochondrial 16S rRNA, 12S rRNA and cytochrome
oxidase | region. The origins were identified in all kinds of crude drugs except Longgu that DNA was
fnot extrafted. Our method proved very useful for identifying of the origins of crude drugs derived

rom animals.
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Target Sequence (5°-3")
Forward CGCCTGTTTATCAAAAACAT
Reverse CCGGTCTGAACTCAGATCACGT
Forward AAACTAGGATTAGATACCCTATTAT
Reverse AAGAGCGACGGGCGATGTGT
Forward GGTCAACAAATCATAAAGATATTGG
Reverse TAAACTTCAGGGTGACCAAAAAATCA
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