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Study on Wild Dendrobium officinale Resources in Longhu Mountain Based on ITS2 Bar Code

SONG Jian-bo,ZHOU Song-song, YANG Kun et al ( College of Science,Jiangxi Agricultural University , Nanchang, Jiangxi 330045 )
Abstract  Dendrobium officinale is one of the most valuable Chinese herbal medicines in China, ranking first among the ‘ Nine Chinese
Herbs’ . Thirty-one samples of D.officinale from Longhu Mountain, Jiangxi Province were selected for variety identification,ITS2 sequence of 31
samples were analyzed by DNA barcode.Using software MEGAG6.0,the genetic distances of 31 ITS2 sequences were determined and the evolu-
tionary tree was constructed to determine the relationship between them.Among them,6 species are endemic species to Longhu Mountain, the
resource pool of D.officinale in Longhu Mountain , Jiangxi Province was established to lay a theoretical foundation for the protection of high qual-

ity D.officinale resources in Jiangxi.
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DOKM-1 JER IR AN
DOKM-2 VR R L KA
DOKM-3 TR e L TR LA -1
DOKM-4 JE TR L T p il B A -2
DOKM-5 JER IR Je Rl EFAE -3
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DOKM-18 JER I FEL Jerg LA -16
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Table 2 Pairwise comparison between 10 dendrobe %
Qj’i f?;ty éﬁ;%‘ DOKM-2 DOKM-12 DOKM-4 DOKM-24 DOKM-26 DOKM-21 DOKM-19 DOKM-5 DOKM-1 DOKM-13
+ DOKM-2 100.00 93.30 92.95 93.12 93.29 93.29 93.29 93.46 93.46 93.62
- DOKM-12 93.30 100.00 99.33 99.50 99.66 99.66 99.66 99.83 99.50 99.66
7N DOKM-4 92.95 99.33 100.00 99.33 99.33 99.33 99.33 99.50 99.50 99.33
AN DOKM-24 93.12 99.50 99.33 100.00 99.50 99.50 99.50 99.66 99.33 99.50
= DOKM-26 93.29 99.66 99.33 99.50 100.00 99.66 99.66 99.83 99.50 99.66
| DOKM-21 93.29 99.66 99.33 99.50 99.66 100.00 99.66 99.83 99.50 99.66
Fin DOKM-19 93.29 99.66 99.33 99.50 99.66 99.66 100.00 99.83 99.50 99.66
+t DOKM-5 93.46 99.83 99.50 99.66 99.83 99.83 99.83 100.00 99.66 99.83
— DOKM-1 93.46 99.50 99.50 99.33 99.50 99.50 99.50 99.66 100.00 99.83
Ju DOKM-13 93.62 99.66 99.33 99.50 99.66 99.66 99.66 99.83 99.83 100.00
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B 1 RZELSEARSEEHRM
Fig.1 Specific varieties in Longhu Mountain
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Table 3 Identification of dendrobium in Longhu Mountain

o HREE T
o Type of Whether it is
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o Table 4 The basic information of six endemic species
+ el i fi 75 DOKM-5 .DOKM-6 .DOKM—7 .DOKM
-8 .DOKM-9 .DOKM—10 . DOKM-11,
DOKM - 15, DOKM - 16, DOKM - 17, e PRI GC 4k (}i‘;ﬁaﬁk
DOKM- 18, DOKM - 22, DOKM - 23, N = Sequence GC content G ; kﬁ ial
DOKM - 25, DOKM - 27, DOKM - 28 , o length /bp % e
DOKM-29 . DOKM-30 fumber
N BB A fik % DOKM-24 DOKM-26 597 53.00 KU556790.1
o B F okaay DOKM 14, DORM=20, DOKM-1,DOKM-3 597 53.00 KU556791.1
+ il B DOKM-2 DOKM-12 601 52.91 KU556792.1
DOKM-21 597 53.27 KU556793.1
HESEE 10 AN A LD 1) HT MEGAG.0 13 K2P pogm-19 597 52.93 KU556794.1
TBAGIEES  SE AR, R N (i AE S AE 0~0.005( % 5) . DOKM-4 597 52.93 KU556795.1
FH I AT 0, B R LR R R B A it =2 (R] e A AR AR S
R5 10/ Rz ER K2P #EES
Table 5 The Kimura—2—parameter of the ten species
@E fity gﬁ? DOKM-1 DOKM-2 DOKM-4 DOKM-5 DOKM-12 DOKM-13 DOKM-19 DOKM-21 DOKM-24  DOKM-26
- DOKM-1
+ DOKM-2  0.058
Vay DOKM-4  0.005 0.065
+ DOKM-5  0.003 0.058 0.005
- DOKM-12  0.005 0.060 0.007 0.002
I DOKM-13  0.002 0.056 0.007 0.002 0.003
B DOKM-19  0.005 0.060 0.007 0.002 0.003 0.003
py DOKM-21  0.005 0.060 0.007 0.002 0.003 0.003 0.003
AN DOKM-24  0.007 0.062 0.007 0.003 0.005 0.005 0.005 0.005
= DOKM-26 _ 0.005 0.060 0.007 0.002 0.003 0.003 0.003 0.003 0.005
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Fig.2 The phylogenetic tree of the thirty-one sample
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