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Genetic Diversity Analysis for 11 Clones of Saccharum spontaneum L.
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Abstract :In this study,11 original clones which had never been collected from Yunnan province as well as 14
control clones which had a better polymorphism from national nursery of sugarcane germplam were amplified with 10
SSR primers. As a result, a total of 233 bands were acquired. Out of these bands,207 were polymorphic bands and
14 were specific bands for the new collected clones compared to the control materials. The new collected materials
could not be separated from the control by the genetic similarity coefficients and UPGMA cluster analysis. The 25
clones were divided into three groups at 0. 64 of genetic similarity coefficient. The first group consisted of Longmen,
River Village Saccharum spontaneum L. ,and Fujian Xianyou No. 1. The second group consisted of 19 materials from
inland areas, including 9 new gathering resources from Shanggang, Tala, Anle, Menggen , Mangmei , Hehai , Huiluo,
Lila,and Manheng Saccharum spontaneum 1. ,and 10 control from Yunnan, Sichuan, Vietnam, Laos, and Thailand
area. The third group included three control materials of Hainan No. 1, Hainan 92 —2 and Huazhou of Guangdong
S. spontaneum L. . The second group was divided into 3 sub-groups at 0. 654 of genetic similarity coefficient. These
results indicated that the 11 new collections of S. spontaneum L. showed abundant genetic diversity in comparison

with the control. Therefore, it supposed that there were striking genetic differences among these materials derived
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from the distinctive geographical distribution and climatic circumstances of Yunnan province.

Key words: Saccharum spontaneum .. ;SSR marker;genetic diversity
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Table 1 germplasm name and collected place of S. spontaneum L.
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No. Germplasm name Species name Collected code Collected place

1 LIRENTF5% S. spontaneum L. 2007534586 SRS EZY S R AR TN
2 T A T S. spontaneum L. 2007534602 Z F i B 5 B S TR /NS SRR /N
3 w7 &1 T4 S. spontaneum L. 2007534630 = B LB AL I A T A /IN
4 i1 F T S. spontaneum L. 2007534704 2 F B B i B B i B /N

5 yARE B S. spontaneum L. 2007534732 =B U TR 4 e /N

6 BT S. spontaneum L. 2008532136 =R I £ SRR FE

7 R T S. spontaneum L. 2008532743 =V BB U T =

8 bz ) -2 S. spontaneum L. 2008534624 = BT B £ iR B s i

9 B T S. spontaneum L. 2008532751 ~MHLEERS 2TN A

10 TEREFH S. spontaneum L. 2007041004 I B e TS ST

11 PG TR S. spontaneum L. 20070417002 = Ik B e A
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Table 2 Genetic diversity analysis for amplified bands of collected S. sponfaneum L. by SSR marker

519 RN Nei's ZFEHEHEE0  Shannon's #680  AASFNIEFEL  Z8MGERE  KHEREIHAERE
Primer No. of total bands He I Ne PIC The biggest GS of clones
mSSCIR21 19.0 0.3010 0.4670 1.4140 0. 9600 0. 7000
mSSCIR26 33.0 0.2750 0. 4260 1.4490 0. 9600 0. 9000
mSSCIR36 29.0 0.1860 0.2950 1.3310 0. 9600 0. 7000
mSSCIR43 25.0 0.1810 0. 3000 1.2700 0. 9600 0. 6667

SMC16 12.0 0.2190 0. 3500 1.3360 0.8864 0. 7500

SM(22 23.0 0.2200 0. 3560 1.3520 0.9504 0.8333
SM(336 25.0 0.1920 0.3090 1.3140 0. 9600 0. 8750
SMC720 21.0 0.3320 0.4970 1.5700 0. 9600 0.7500
SMC851 20.0 0.2540 0.4100 1.3680 0. 9600 0.7143
SMC1047 26.0 0.2660 0.4260 1.3980 0. 9600 0.5625

S Mean 23.3 0.2414 0.3811 1.3800 0.9517 0.7452

A1t Total 233.0 - - - - -
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Table 3 Comparion analysis of sample and CK

ElL7 AR LA B E (REAS/ XTI

Band size(bp)

Primer

No. of polymorphic bands( sample/CK)

LML LR (FEAS) (%) RS AR (REAS /X T

Polymorphic bands( sample) Difference bands( sample/CK)

mSSCIR21
mSSCIR26
mSSCIR36
mSSCIR43
SMC16
SMC22
SMC336
SMC720
SMC851
SMC1047
&t Total

141 - 178 18/19
115 - 137 31/32
127 - 161 24/25
160 -260 21/23
90 -130 10/11
140 - 170 19/22
140 - 190 19721
100 - 130 20/21
120 - 140 19/19
110 - 170 26/26
207/219

95 0/1
94 12
83 4/4
84 2/4
83 1/2
83 1/4
76 4/6
95 0/1
95 1/1
100 0/0
14/25

0.654
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Fig.1 Cladogram obtained using UPGMA for S. spontaneum L. clones
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