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Observation on the Biological Characteristics and Molecular
Identification of Amomum in Changtai
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( Agricultural Bio-resources Research Institute , Fujian Academy of Agricultural Sciences, Fuzhou 350003)

Abstract; This paper focused on the biological characteristics of Amomum in Changtai, carried out its molec-
ular identification, and cleared its taxonomic status, which laid the foundation for the origin brand building of
Changtai Fructus Amomi. According to the combining field observations and measurements of the biological charac-
teristics of Changtai Fructus Amomi with the indoor research, this paper analyzed ITS-5. 85 sequences of the differ-
ent Amomum species. It indicated that there is no significant difference of Fructus Amomi flowers, leaves, fruiis
and other major biological indicators between Xinwu Village, Chenxiang Town and Shanchong Village, Mayangxi
tourist area, Changtai County. It also showed that the percentage of fertile fruit, ripening rate, 1000-gain weight
and acre yield of Xinwu Village, Chenxiang Town are significantly higher than Shanchong Village of Mayangxi tour-
ist area. According to the Phylogenetic trees, which were constucted based on ITS-5. 8S sequences, Changtai Fruc-
tus Amomi, Amomum villosum and Amomum villosum Lour. var. xanthioides T. L. Wu et Senjen clustered into a
branch with the 99 percent support. The homology of Changtai Fructus Amomi and the other two kinds all reached
more than 99 percent. Therefore it is found that Changtai Fructus Amomi and Amomum villosum should be the same
based on the morphological characteristics and ITS-5. 8S.
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Table 1 Observation on the biological characteristics of Amomum in Changtai

EYER T

Biological characterisics

JE 8 Source

BEREF RN

I P 0 e 0 X 1l B Y

#: & (m) Plant height
I % Leaf morphology

M (em) Leaf length

98 (cm) Leaf width

BBk ¥ No. of leaves per plant
RIS Fruit morphology

B4 (mm) Fruit length
F (mm ) Fruit width
HEFRERE

Inflorescence and flower morphology

B HARERFE

No. of inflorescence per square meter
A 5B % (% ) Rate of fruit-seiting

#& B % (% ) Ripening rate

1.55 ~2.48 (2.03 a)
MEL, HASE HARREAEREREHE, &

%, HRFTHK
17.4 ~45.5(34.6 a)
2.5~5.2(3.92)
15 ~ 31(23.9 a)
At KEEEREE, REREBMARRE

20.0 ~ 24.5 (22.3 a)
18.0 ~ 20.0 (19.3 a)

BREFERBBRE B8 ~14 K7, EFOE, LR
3R ERE. BRAREHPIRE - FRCERBE
RAMBILAY ENEETHELF TR, EEY
g, B, kN3

24.3a

36.3 a
22.5a

1.24 ~ 2.25(1.92 a)
ME A, RS, AR B S AR

¥, &%, PRFPATH
15.0 ~41.5(34.1 a)
2.3~ 5.2(3.7 a)
14 ~ 28(23.4 a)
RRLLE, K R SR B, R R R A B RR

ik
18.5~ 22.4 (20.2 a)
18.2~ 19.8 (19.1 a)

R SRR, B8 ~12 48, E¥H

o, 553 | BN BAEENFTHE &

BOERBORANBEAT ENEETH

TR TR, EEEER, T, w3 R
22.4 a

30.8b
17.1b

T
Seed ball and seed

Mk, 54 2.3~3.5 mm
T-$i & (g) 1000 - grain weight
77 (kg/667m”) Yield

B =4k, E A O RE R B AT SR 3 R,
EBRAFT 4~ 4R BATRERBE HRANE

12.5 a
34.5a

B4k, pHEOGRERT B FHS
RIBEBEMFI4~2 K, M TRERE

B AAANEESEK, HE2.0~3.1 mm
11.3b
27.7b

FEHRATARFRERE Fish's LSD g R 22 B & (P <0.05)

Means followed by the same letter within a line are significantly different as determined by the Fish’s LSD test (P<0.05)
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Amomum villosion Kress#01-6978 US(AF478424)

001

61 A.villosum Xia~735 HITBC(AY352009)

99|! A.villosum var.xanthioides Xia—736 HITBC(AY352011)
100 A.villosum Chenxiang(JF292430)

95

e

A'pr'f" 1

86! A.villosum Mayangxi(JF292431)
A.ulignosum99-0474 Lvon(AY352008)

A.audraiolaniyare Xia—729 HTTBC(AT352003)
53 ————— A.aff-villasum Kress 00-6680 US(AY35200)
A.sp.Kress=99.6373 US(AF478723)

65 l
82

A.aff lovervain Xia-724 HTIBC(AY351952)
A.laooceum LB.Pedersen & B.Johan sen 1080(C)(AF414488)

93-05 58 Lyan(AY351999)
Etlingerayunnanensis W.J Kress 95-5511(US)(AF414468)

B 1 ETF ITS -5.8S FF 5 Neighbor-Joing BN EZ R T W
Fig. 1 Phylogenetic tree drawn from Neighbor-Joining analysis based on ITS —5. 8S sequence alignment
45332 E 6% {H : Bootstrap BB A X #F T 4 % ( >50% ). The numbers on the tree; Bootstrap values greater than 50%
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SRR RN AR RIEETR R LR, BED
MEEBHLAIEBENRK. EBMNE T RA
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Amomum villosum Lour. ,
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