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Table 1 Pear cultivars used in this gudy
No. and Cutivars Origin No. and Cutivars Origin
1 Xiehuatian Yanbian 22 Angguoli Unkrown
2 Huaggaili Yanbian 23
Dongning No. 5 ddi Sport of FAngguoli
3 Nanguoli Lisoning 24 Xiaga Soort of Fngguoli
4 Dongqj uzli Yanbian 25 RAingboxiang x Finggwli x Bodwging
5 Yanbian jianbdi Yanbian 26 Jirfeng X Finggwoli x Chili
6 Yanbian daxiangshui Yanhbian 27 Hybrid X FAnggwoli x Bartlett
7 Yanbian xiaoxiangshui Yanbian 28 Xiangpi ngguoli Unknown
8 Ydi Hebei 29 2 ZeoxiangNo.2 X
9 Dangshan suli Anhui Xiangshuili x Ershishiji
10 Qixiada xiangshui Shandong 30 Jumi X Jingbaili x Qiubaili
11 Chili Shandong 31 Wujiuxiang X Yadi x Bartlett
12 Huangxian changbdli Shandbng 32 Ningmenghuang Unkroan
13 4 Jinhua No.4 Soort of Jinhua 33 Jindang x Nanguoli x Bartlett
14 Mingyudi Yanbian % Shenbuzhi Unkrown
15 Huanghudi Zhegjiang 35 1275 X Qiaoma x Jirfeng
16 Changshilang Japan 36 1131 x 155 Longxiangi x 155
17 Changshouli Jepan 37223 X Zeosaui x Zeoballi
18 Xinxing Jgpan 38255 X Zzoauli x Bdfangi
19 Qaops Faworite Europe 39 Tianli Korea
20 Bartlett Europe 40 Reoli Korea-North
21 Hemish Beauty Europe
7 , DNA ' PCR Opron
(10 bp) , Taq dNTPs PCR 25U L ,
TrisHA (pH9.0) 10 mmol/L KA 50 mmol/L MgQd, 2.0 mnol/L - Dntp 0. 2 mol/
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L DNA 10 ng 8pmol Tag 1.0U, ddH,O UNO
Biometra ( ) 94 120s, 94 60s,37 75s, 72
120 s, 40 72 10 min 1.4 % (
100V, 1.5h), , 2
, 1, 0 0,1 ,
, NTSYSpc UPGVIA

2
2.1 DNA 100 12 , 40
RAFD , 146 , 2.2
141 9.6 % ( 2 12 40 83.3 % 100%

DNA 450 4000 bp OPH-09 RAFD 1
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Table 2 RAPD amplifications with 12 primers on 40 cultivars o pear

( ) Perce- ( ) Percerr
Aimers 5 -3) Tota anpli- ntage of po- Rime 5 -3) Total anpli- tage of poly-
Sequence fied bands (R lynorphic Sequence fied bands (R  norphic bar
lymorphic bands)  bands ( %) lymomphicbands)  nds (%)
OPA-08 GTGACGIAGG 9 (9) 100 OPH-18 GAATCGECCA 12 (10) 83.3
OPA-10 GTGATCACAG  15(15) 100 OPGO01 CTACGAAGA  15(15) 100
OPA-12 TCGXCAATAG 12(12) 100 OPG09 CTGACGICAC  9(9) 100
OPA-18 AGGTGACCGT  12(11) 91.7 OPG14 GATEAGCC 12(12) 100
OFB-01 TTTCQACTCCC 13(12) 92.3 OPI-16 TCTCCQCCCT  14(14) 100
OPH09 TGTAGCTGGG  10(10) 100 OPI-18 TGOCCAQCCT  13(12) 92.3
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Fig. 1 The amplification map o OPH09 on 40 cultivars
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Fig. 2 Tree digram o 40 cultivars based on RAPD markers
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RAPD Analysis o Germplasm Resources in Pyrus

Qu Baihong' , Jin Xiangan® , Chen Yangiu®, Liu Hongzhang , and Wang Fiwu?

(1Depanment d Horticulture, Agricultural Colege d Yanbian University, Longing 133400; 2Department d Bidogy
Technique, Jilin Agricultural university, Changchun 130000)

Abgract : Random anplified polymorphic DNA (RAFD) andyss was done on 40 Pyrus cultivars. Based on the
amlar codficient , the dudering andyss was done. The resuts showed that Pyrus communisL. orignated in Europe
oould be diginctly digtinguished from the other three ecies orignated in China by RAFD technique. Three Chinese
gecieswere not dudered into different groups regectively , but there were different digance between any two acces
dons. It sowed that RAFD technique could be used in the dasdficaion and identification of  Pyrus of ecies.
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