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Abstract Medicinal plants resources are becoming important
assets since their usages have been expanded to the de-
velopment of functional foods for human health, natural
cosmetics, and pharmaceutical industries. However, names
are different from each country and their phylogenetic
origins are not clear. These lead consumers to be confused.
In particular, when they are morphologically similar and
distributed as dried roots, it is extremely difficult to
differentiate their origins even by specialists. Recently,
molecular markers have been extensively applied to identify
the origin of many crops. In this review, we tried to overview
the current research achievements for the development of
suitable ‘origin identification’ regarding to the differentiation
of Angelica species. Furthermore, more advanced techniques
including amplification genome based marker analyses are
also discussed for their practical applications in the au-
thentication of particular medicinal plant in Angelica species.
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I Qe AR d9 e FofAet AR 27 of
G5 glon 20159 FHA ST SAAHR(MAFRA, 2015)
of maH ¥ 13458, d9 = 2742 0] At
UARE =@ 5ol vl AgabgFo] A7] wjZo] 9
A5 =W A v 2 S FRoERH
Fstar Qle Aot

Z ol S-2lyzhs AlA o8 yekek FTAE A 235t
A WAL FARE S oAt FAEE Ol i fARA] e,
il e FFol digh AL -
#3500 gt F4 T E A =
718k 7er o 7HAE A A
I B e R R o e I i
Aol 97k got Yol o2t
B7P53 43 OR DNA S:20) 4 &
F5he Zlo) by LA WYY
CH(Chung et al. 2009). £3] =} stoFA)
A} A Bl= Q14K (Panax ginseng)©l| A= DNA
wAEA A7 EdehA A E L glen
+ random amplified polymorphic DNA(RAPD) (Boehm et al.
1999; Kim and Choi 2003), amplified fragment length poly-
morphism (AFLP) (Kim et al. 2005), restriction fragment length
polymorphism (RFLP) (Um et al. 2001), internal transcribed
spacer/non-transcribed spacer (ITS/NTS) (Cui et al. 2003; Ngan
et al. 1999), simple sequence repeat (SSR) (Bang et al. 2011a,
b; Kim et al. 2007; Nguyen et al. 2010) 23l sequence
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characterized amplified region (SCAR) (Choi et al. 2007; Choo
et al. 2009; Lee et al. 2011) & & 4= St} ESF o=
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Table 1 List of Angelica species in Korea

7} 5]%] ¢rgo] ¥iE v QJrk(Yu e al. 2004) A1
ook AR AMRE L 2y ZZohy,
oo So] 23] A B
Eg5to] ALGEL F 97k B gt @-
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4 AT Fo| ALHOR HiHo] Hr}

e o

ob4) ghlo] o]
off -3 B 2] E‘@% Xéﬂom J‘i‘rf& 578 Keys 283}
of BHE AT} §437 BEE - SL IS

o). 18]l A. archangelica, A. palustris, A. sylvestris 3% 9]
ma) Z7], 4 229 hand microtome2 o]g-3}of 3f st
A EAS oA A37F B E Qth(Lobiue et al. 2012).
B 5 Al ol 291 2y, 0432

Species

Korean name

Angelica sinensis

Angelica acutiloba (Siebold & Zucc.) Kitag.
Angelica anomala Ave-Lall.

Angelica cartilaginomarginata

Angelica czernaevia (Fisch. & C.A.Mey.) Kitag.
Angelica dahurica (Fisch) Benth. et Hooker f.
Angelica decursiva (Miq.) Franch. & Sav.
Angelica gigas Nakai

Angelica genuflexa Nutt. ex Torr. & A.Gray
Angelica polymorpha Maxim.

Angelica purpuraefolia Chung

Angelica pubescens F.biserrata

Angelica japonica A.Gray

Angelica tenuissima Nakai

Angelica florenti Franch. & Sav. ex Maxim.

Angelica jaluana Nakai
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Angelica %9 MEZEZSA A= Angelica & A& 9
712 AR g7 =222 A A A A ZHE] §{eH(Darlington
and Wylie 1955). o]% ghatof] B L3l= Angelica & A&
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98| 4 wakaoln] A g% Zrage] m9lo] A
At g Sof wlwd Al WA wel ek 2ol
ol A& A=se] 4, olul 414 7Nt 55 =
2ol B9 He Al Ao o= T dVIAd
A gu) W 71ge) wde nEAY mE 4HA A
ol e AiHe =N AV|ME 7|Hke] thefel 24
upzgol Wl 3l7] wiEel7| e shet. whEhA A4
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AL ARAETE AR A (ALY AE Aoy, =3t
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ﬁe— =1 i e A ) XAZ]'—é“oﬂ
et AEA ol HaLd golstA o] Fold Aotk
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= 4, genotyping
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onion) 3o &3} 9 th(Gupta et al. 2014; Tsukazaki
et al. 2006; Yang et al. 2015).
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