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Abstract: This research was aimed at analyzing the special early character of 13 loquats,including Chuanzao loquat,
and the possibility of judging loquat variation by ISSR, which was a new bud mutant line. To make UPGMA (Un-
weighted Pairgroup Method and Arithetic Average) analysis and calculate genetic similarity, 13 loquats were used as
materials to extract total DNA, Optimize ISSR System., screen primer and PCR, and detected bands with Quantity
One(a software). With 14 ISSR primers, 165 bands were found,the length of which was 300—1 500 bp;the genetic
similarity between Chuanzao loquat and Maomu was 0. 7920, the genetic similarity between Chuanzao loquat,
Zaozhong 6 and Wanzhong were 0.7717 and 0.7444 respectively. 13 loquats could be separated into 4 species when the
genetic similarity was 0.7160. The Chuanzao loquat showed genetic changes,which meant it colud be a new variety.
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Table 1 Source of materials for ISSR-PCR
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Sample Sample name  Sampling location Sampling
number amp ampling ¢ Date
1 f# B T SR B X A 2012.4.9
2 KHE To BRI A A A 2012.4.9
3 ¢ J=h07 WA LB BEALE R 2012.4.9
BT A

4 e PN LB BEAAT B 2012.4.9
GRS

5 EEY PN A B BEAAE B 2012.4.9
A H S

6 b A LB BEALAE R 2012.4.9
2 AL

7 Gig' P B BEAMAE R 2012.4.9
FhEH S

8 Hoho6 = T SR B XA 2012.4.9

9 [P T S5 B XA A B 2012.4.9

10 R15 Te SR BE XA G 4 2012.4.9

11 JIR A AL HE 22 T DR B 2012.3.24

12 woE WA AR BEALAE R 2012.4.9
il B e dth

13 A WA LB BEALAE R 2012.4.9
i ZH AL

FFEAR DNA ¥JZEJHH N 10 ng » pL ' B F-20°C K
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Table 2 Bands amplified by 14 ISSR primers
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Primer Sequence(5'-3") Amplified band No. Polymorphic band No. Percentage of polymorphic band
UBC810 GAGAGAGAGAGAGAGAT 12 4 33.33
UBCS814 CTCTCTCTCTCTCTCTA 8 3 37.50
UBC873 GACAGACAGACAGACA 10 7 70.00
UBCS811 GAGAGAGAGAGAGAGAC 9 5 55.56
UBCS815 CTCTCTCTCTCTCTCTG 9 ) 55.56
UBC834 AGAGAGAGAGAGAGAGCTT 8 6 75.00
UBC836 AGAGAGAGAGAGAGAGCTA 12 5 41.67
UBCS855 ACACACACACACACACCTT 11 5 45.46
UBC895 AGAGTTGGTAGCTCTTGATC 17 17 100.00
UBC847 CACACACACACACACAAGC 16 11 68.75
UBC848 CACACACACACACACAAGG 17 15 88.24
UBC850 GTGTGTGTGTGTGTGTCTC 13 5 38.46
UBC857 ACACACACACACACACCTG 13 12 92.31
UBC899 CATGGTGTTGGTCATTGTTCCA 10 8 80.00
BT Total 165 108 65.45
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1 51%) UBC850 X} 13 {3 LA #4 4} ISSR-PCR " 2547
Fig. 1 Bands of 13 loquat amplified by primer UBC850
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Fig. 2 UPGMA analysis of 13 loquat
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Table 3 Similarity coefficients among 13 loquat accessions
B 5 2 R e RuE  AY i N i BANS WIRE kR— JIREME E HAKAK
ST 1.0000
NS 0.7174 1.0000
M 0.6621 0.7027 1.0000
i 4 0.7226 0.7643 0.7552 1.0000
KEZF 0.7286  0.6980 0.7365 0.7500 1.0000
b 0.7252  0.6690 0.6853 0.7226 0.7926 1.0000
s 0.7445 0.6892 0.7397 0.7535 0.7958 0.8244 1.0000
RapxE 0.7481 0.7021 0.7183 0.7704 0.7133 0.7481 0.7926  1.0000
PR 0.7246 0.7172 0.7692 0.7842 0.7517 0.7122 0.7431  0.7464  1.0000
ok —% 0.6940 0.7246 0.6463 0.7050 0.6644 0.6940 0.6783  0.7424  0.6950  1.0000
N RALAE 0.6947 0.6525 0.7050 0.7444 0.7000 0.7344 0.7407  0.7717  0.7333  0.7287  1.0000
wF 0.6739 0.6806 0.6184 0.6972 0.6918 0.7111 0.7183 0.6957 0.6759 0.6812 0.6940 1.0000
BN N 0.7405 0.6713 0.6759 0.7122 0.7063 0.7273 0.7338  0.7368  0.7518  0.6963  0.7920  0.7519  1.0000
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