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Abstract : DNA barcoding is a taxonomic method that uses a short genetic marker in an organism's DNA. The cytochrome
oxidase 1(CO1) mitochondrial gene used in animals. In plants, Consortium for the Barcode of Life(CBOL) Plant Working
group recommended a core-barcode consisting two plastid regions, rbel partial sequence and matK partial sequence at 2009.
We have been collecting herbarium specimens and DNA samples on these woody plant species. DNA sequences are
analyzed on rbeL, matK and trnH-psbA as targets of DNA barcoding. The rnH-psbA intergenetic spacer region has the most
variable information, and rbcL has the least. In contrast, the barcode region of rbcL is easy PCR amplification and sequence.
The combination of rbel + matK is proper backbone to the core-barcode dataset, but low discrination power is far from
perfect. It is necessary to using supplementary barcodes that other plastid region or nuclear region.
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Table 1. PCR amplification and sequence success of three plastid markers
Bo5IIpEE HEERR PCR iB1E@E&EH | (%) | >—9IVR | (%)
rbel 6169 5663 91.8 5141 833
matK 3693 2453 66.4 2282 61.8
trnH-psbA 4348 3744 86.1 3032 69.8
HaEH
rbel 979 951 97.1 863 88.2
matK 787 596 75.7 556 70.7
trnH-psbA 707 657 90.0 612 1.7
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Table 2. Discrimination success for three markers
and locus combination

HRE | BRE | FEE

ARE e (%)
rbcL +matK+
st 311 99 75.85
matK + trnH-psbA 310 100 75.61
rbel + tmH-psbA 464 144 76.32
rbel + maikK 349 202 63.34
trnH-pshA 453 159 74.02
matK 335 221 60.25
rbol. 400 461 46.46
5 3CHR
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Fig.l. A taxon identification tree generated using
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neighbor-joining analysis for 4 Cerasus species
from rbel and matK partial sequences
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