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Genetic diversity of sweet potato by ISSR markers

LUO Wen-bin,CAI Nan-tong,QIU Yong-xiang, WU Qiu-yun, XU Yong-qing

(Crop Institute , Fujian Academy of Agricultural Sciences , Fuzhou,Fujian 350013 ,China)

Abstract: [Objective] The study determined the genetic diversity of sweet potato to give the theoreti-

cal basis for the breeding of sweet potato. [Method) The ISSR marker technology was used to analyze the

genetic diversity of 34 sweet potato varieties. [Result]) 2 187 total bands were amplified from 34 sweet po-

tato varieties with 15 ISSR primers,among which were 1 099 polymorphic bands. The polymorphic percent-

age was 50. 25%. The 34 sweet potato varieties were clustered into four groups. [Conclusion] The genetic

diversity of these varieties was determined by the analysis, which gives the theoretical basis for the breed-

ing of sweet potato.
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Table 1 Names,collection numbers and origins of 34 sweet potato

e WA [an e WA 53"
No. Varity name Region No. Varity name Region

1 % & Pengwei ] % Guangdong 18 J 1fit Fh Gouxuezhong ] % Guangdong
2 dE3E AP Jiucaizhong ]~ % Guangdong 19 210> 5. Hongxinzao Py il Sichua
3 5 & 4> 8 Wuguqgilong J” % Guangdong 20 H% 1 % Riging 1 H A< Japan

4 5 & Fh Niaoshizhong & 7 Fujian 21 #1 % Hongdong H 7 Japan

5 kB Jimuzhong & & Fujian 22 T Hit 7 Nanruishao #% [E America
6 7k % H Y4 Yongchunwuchi 5 & Fujian 23 # 4> T 5% Huangjinqianguan H A< Japan

7 43 ¥ Jidanhuang W Hunan 24 WG] Shenzhenyin H A% Japan

8 FH B4 Qinggugilong J7 74 Guangxi 25 F+F Shengping H 7 Japan

9 5%} Niaozhong ]~ % Guangdong 26 #1E Huguo H 7 Japan
10 V5 flf Taiwanpeng £ 75 Taiwan 27 #1./INH] Hongxiaoding H A< Japan
11 21 iz % Hongpishu J” 7% Guangdong 28 ¥ Shengnan H 7% Japan
12 PU Z= 41 Sijihong ] %4 Guangdong 29 A & J7 Baiyiwan H 7 Japan
13 ¥4 3 Caixianshu i 7 Fujian 30 15 Bilu 1 b Peru

14 HJNZE Wuzhuashu )7 7% Guangdong 31 T 138 Yizi 138 It 5% Beijing
15 #Ht M £ Fh Hangzhoutuzhong #i VT Zhejiang 32 HiFh 4 Xinzhonghua 1% 2 Fujian
16 W 7P Haisha I 74 Guangxi 33 4x1l] 57 Jinshan 57 f& i Fujian
17 AR F Bulunchun J” % Guangdong 34 Wl ® 75-55 Xiangshu 75-55 W F Hunan
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Fig. 1

The PCR amplified products of primer 825 of the 34 sweet potato varieties

M. Marker DL.2000; 1-34. Correspond to the 34 sweet potato varieties in teh table 1
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Table 2 The amplification results of the 34 sweet potato varieties with ISSR primer

4y . N T ) PRANE  EAMANE
Primer Sequence o. of amplifie No. of polymorphic Primer Sequence No. of amplified No. of polymorphic
bands bands bands bands

807 (AG)sT 143 75 857 (AC)sYG 145 77

811 (GA)sA 95 61 861 HVH(TG), 153 85

817 (CAsA 199 97 864 (ATG)s 156 88

819 (GT)sA 129 61 878 (GGAT), 148 80

825 (AC)sT 115 47 888 BDB(CA); 157 89

835 (AG)sYC 79 11 890 VHV(GT), 174 72

841 (GA)sYC 159 91 891 (ACCO) 178 42

850 (GDsYC 157 123 At Total 2 187 1099
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SRR 22 F BN RG R R, 4R VH 4 T3
W 75-55 R4z 1l 57 B —2 3% 4 A HR A [ P b
BRI S BT R AE — R RT RE U PR R A S R A
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Fig. 2 The dendrogram of 34 sweet potato varieties based on the result of ISSR data
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