2012 13(4) :549-554

Journal of Plant Genetic Resources

SSR

12 2 3 3 2
(! 830052; 2 830091; 3
50  SSR 72 :
o 91 2~5
( PIC) 0.2859 ~0. 6652 0.5057. 72
1.000 0.5599. UPGMA 72 A.B A 69
X 11 B 3
: SSR

100081)

72
3.45
0.2001 ~

Simple Sequence Repeats Polymorphism Analysis of Sweet

Sorghum Germplasm in Xinjiang

FENG Guo—4un'® YE Kai’ LI Guiying’ NIE Yuan-dong’ GUO JianHu’

(' Agronomy College of Xinjiang Agricultural University Urumgi 830052;° Xinjiang Academy of Agriculiural Sciences Urumgi 830091,

? Institute of Crops Sciences Chinese Academy of Agricultural Sciences Beijing 100081)

Abstract: Totally 72 sweet sorghum germplasm in Xinjiang were used to analyze their genetic diversity and

genetic relationship using 50 SSR primers. The result indicated that a total of 20 SSR primers performed polymor—

phism and 91 alleles loci were detected. The average number of alleles per SSR was 3. 45 with a range from 2 to 5.

The value of allelic polymorphic information content ( PIC) ranged from 0. 2859 to 0. 6652 on an average of
0.5057 per SSR marker. The genetic similarity coefficient ranged from 0.2001 to 1.000 with a average of 0. 5599.

The cluster analysis grouped the 72 sweet sorghum cultivars and lines into 2 main groups. Group A included 69 ac—

cessions and group B included only 3 accessions. Group A was again sub-divided into sub—groups I through XI. The

accessions of sweet sorghum with similar agronomic trait was mostly clustered one group.
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Table 1 The sweet sorghum accessions used in this study
No. Name Origin No. Name Origin No. Name Origin
1 LTG5 25 SP341 50 KTG-2
2 TLF4 26 SP36 51 LT07
3 10206 27 JT084 52 LT05
4 sy090162 28 SP51 53 LT02
5 JINO2 29 SP52 54 LT01
6 Shal 30 126 55 LTG=2
7 7 31 9 56
8 2 32 sy090627 57 MN-4566
0 3 33 MN3329 58 JT01
10 ? 34 13 59 1313
11 MN-4540
35 LS01 60 SP342
12 BABUSH
36 sp225 61 42
13 UT84
37 sp235 62 07T4604
14 MN-94 38 sp310 63 10
15 MN-3808 39 ALBAUGH 64
16 40 BATHURST 65
17 26 41 MN-55 66 AF497
18 MN-2647 42 5431/ 67 LEOTI3
19 JUAR3 43 BAHANA2 68 MN-4128
44 MN-4322 69 ROMA
20 4
45 MN-2609 70 MN-4539
21 SP11
46 MN-3466 71 8142
2 AMES 47 86 72 SP65
23 SP234 48 56
24 SP33 49 1309
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Table 2 Characteristics of the 20 SSR loci analyzed

SR (bp) Shannon Nei‘s
Na

No. SSR locus  Expected length Ne 1 ExpHom ExpHet Nei’s PIC
1 sh4-421 138 3 2.5012 1.0053 0.3954 0. 6046 0.6002 0.5331
2 shAGBO03 80 4 2.8674 1.1696 0.3405 0.6595 0.6512 0.5896
3 svPEPCAA 130 3 1.8832 0.7684 0.5274 0.4726 0.469 0.3942
4 txp3 132 5 3.4125 1.4004 0.2876 0.7124 0.707 0.6652
5 txpl7 140 3 2.729 1.0439 0.3619 0.6381 0.6336 0.5559
6 txp358 116 4 3.0211 1.1336 0.3252 0.6748 0.669 0.5973
7 xtxpl3 136 3 2.0478 0.7569 0.4845 0.5155 0.5117 0.3950
8 xtxpl8 136 4 2.6146 1.1449 0.3779 0.6221 0.6175 0.5671
9 xtxpl9 128 4 2.5624 1.1332 0.3855 0.6145 0.6097 0.5605
10 xtxp26 124 3 2.6437 1.0225 0.3732 0.6268 0.6217 0.5418
11 xtxp28 142 3 2.6139 1.0291 0.3782 0.6218 0.6174 0.5480
12 xtxp29 82 2 1.6768 0.5934 0.5914 0.4086 0.4036 0.3222
13 xtxp30 122 4 3.2799 1.2597 0.2991 0.7009 0.6951 0.6379
14 xtxp31 142 3 2.9223 1.0856 0.3375 0.6625 0.6578 0.5841
15 xtxp32 140 5 3.1746 1.2945 0.3101 0.6899 0.685 0.6300
16 xtxp34 132 3 2.9959 1.0979 0.3287 0.6713 0. 6662 0.5921
17 xtxp36 138 4 1.9682 0.9313 0.5045 0.4955 0.4919 0.3828
18 xtxp38 126 2 1.5283 0.5297 0.6516 0.3484 0.3457 0.2859
19 txp61 142 3 1.5978 0. 6880 0.6232 0.3768 0.3741 0.3429
20 xtxp40 138 4 1.7332 0.8176 0.5739 0.4261 0.423 0.3892

Mean 128 3.45 2.4887 0.9953 0.4229 0.5771 0.5725 0.5057

Na : Observed number of alleles; Ne : Effective number of alleles Kimura and Crow ( 1964) ;I : Shannon’s information index Lewontin ( 1972) ;

Expected homozygosty and heterozygosity were computed using Levene (1949) ; Nei’s ( 1973) : expected heterozygosity

E .M .‘. ... ___“_“"....'_w.-".’..;'-l

1 txpl7 72
Fig.1 Amplified results of primer txpl7 for 72 germplasms
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