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Tug DNA B4 0.2 yL,ddH,0 17.55 L. PCR "
R 94 °C 3 min;94 °C 30 s,iBk 1 min,72 °C
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Table 1 Primers and sequences for ISSR analysis

‘0’ RIE% Wi T E A K EAE 200~2 000 bp HYH-
WL IE R 0/1 —SUHRERE. F A POPGENE
L 32 ﬁ#,ﬂ‘ﬁguhﬁﬁﬁﬁ(PPB)ﬁ?m%lﬂﬁ(
(Na) A3 H B (Ne) .Shannon £ 7515 B 155
(D K Nei's st £ 8 E (DM, NTSYSpe2 #
1ijE%7 Dice MR B o B>, Jf- 1 UPGMA 3
HITRAE T ERIREEA,

2 BR5HW

2.1 yHEERSRESHMSE

Elt7E = ElE )27 ElL b = Bt 271 . .
. . o . . . HHZE 2 WA SR 26 &5 90%F 39 A~ #LBS 4T 1L
Primer ID Primer sequence(5-3") Primer ID Primer sequence(5'-3") *”
¥ R #H DNA #£47 ISSR 4
UBCSI0 GAGAGAGAGAGAGAGAT UB(S35 AGAGAGAGAGAGAGAGYC AR IR 4 DNA HEAT ISSR 347, 52551
UBCBIL GAGAGAGAGAGAGAGAC UBCS36 AGAGAGAGAGAGAGAGYA YIr= e BT S BT 3~16 4,26 45| 4 A8 5
UBC8I3  CTCTCTCTCTCTCTCTT  UBC844 CTCTCTCTCTCTCTCTRC 211 ML, BB MR I B By A Skl 8, £
UBCS14 CTCTCTCTCTCTCTCTA  UBC846 CACACACACACACACART
S . e A A 180 4, 5 Bk R 85.3%, H HF UBCS10,
UBCS16  CACACACACACACACAT  UBCS847 CACACACACACACACARC
UBC817 CACACACACACACACAA UBCS9 GTGTGTGTGTGTGTGTYA UBC811, UBC824, UBC825, UBC827, UBC835,
UBC819  GTGTGTGTGTGTGTGTA UBCS50 GTGTGTGTGTGTGTGTYC UBC850,. UBCS880 Bl M ¥ 3 £ & v 5 I & &
UBCS24  TCTCTCTCTCTCTCTCG  UBCSS5 ACACACACACACACACYT i e o
100. 0% . WML FH O 1.9, B BF M = F K
UBCS25  ACACACACACACACACT UBCS56 ACACACACACACACACYA o
UBC82%  ACACACACACACACACC UBCS8 TGTGTGIGTGTGTGTGRT g 1.6, Nei Z [N 24 4 45 8l 0. 345 1, Shannon {5
UBC8Z7  ACACACACACACACACG UBC866  CTCCTOCTCCTCCTCCTC BE2RERECN 0.510 6, FHSRMAE LT ILEE T
UBCS29  TGTGIGTGTGTGIGIGC UBCS73  GACAGACAGACAGACA W R e LR T,
UBC334 AGAGAGAGAGAGAGAGYT UBCSS0  GGAGAGGAGAGGAGA
x2 RSO LFENERSHIE
Table 2 Genetic diversity of Camellia azalea clones
5[4 Primer ZBALEE Np LM WHE PPB/ Y% WA EEE Na BB EFAR Ne  Nel HHEZBMAER H  Shannon F5% 1
UBCS810 8 100. 0 1.9 1.7 0. 368 9 0.533 6
UBCs811 4 100. 0 1.9 1.6 0. 360 4 0.530 0
UBC813 5 83.3 1.8 1.6 0.325 8 0.475 2
UBC814 8 85.7 2.0 1.8 0.441 0 0.6309
UBCS16 12 75.0 2.0 1.7 0.406 2 0.593 9
UBC817 10 90. 9 2.0 1.7 0.413 1 0.601 6
UBCS19 9 90.0 1.8 1.6 0.3127 0.453 8
UBC824 11 100. 0 2.0 15 0.3445 0.526 8
UBC825 11 100. 0 2.0 1.7 0.376 7 0.553 2
UBCS26 9 818 15 1.3 0.187 8 0.281 4
UBCS27 5 100. 0 2.0 1.7 0.386 7 0.5718
UBC829 11 91.7 1.9 1.4 0.246 8 0.389 6
UBC834 5 83.3 1.9 15 0.295 7 0.455 8
UBCS35 5 100. 0 2.0 1.6 0.347 1 0.524 7
UBCS36 8 75.0 2.0 15 0.315 8 0.487 5
UBC844 9 75.0 2.0 1.7 0.401 1 0.586 6
UBC846 9 90.0 2.0 1.4 0.2735 0.429 4
UBC847 5 71. 4 1.8 1.6 0.347 0 0.501 6
UBC849 5 71. 4 2.0 1.5 0.300 5 0.458 7
UBC850 3 100. 0 1.9 1.5 0.325 9 0.490 0
UBCS55 5 62.5 1.8 1.7 0.360 3 0.514 0
UBCS856 2 66. 7 2.0 1.7 0.390 7 0.567 7
UBCS58 5 62.5 1.8 1.6 0.3316 0.475 4
UBCS66 8 85.7 1.9 1.7 0.377°9 0.540 7
UBC873 4 80.0 2.0 1.7 0.355 3 0.523 6
UBC880 10 100. 0 2.0 1.8 0.422 2 0.611 4
Bt/
180 85.3 1.9 1.6 0.345 1 0.5106
Total / Average
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Fig. 1 Cluster analysis for 39 Camellia azalea clones
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Genetic Diversity Analysis on Camellia azalea Superior Clones Based on
ISSR Markers

XU Bin*?,LIAO Huangin? , YANG Huixiao'*? ,ZHU Baozhu? ,PAN Wen"? ,ZHANG Fangqiu"*
(1. Guangdong Provincial Key Laboratory of Bio-control for the Forest Disease and Pest, Guangzhou, Guangdong 510520;

2. Guangdong Academy of Forestry,Guangzhou,Guangdong 510520)

Abstract: Camellia azalea superior clones were used as test materials, the genetic diversity of Camellia azalea

superior clones was evaluated by using ISSR markers. The results showed that the genetic diversity of C. azalea

clones was abundant, a total of 211 bands were obtained in which 180 bands (85.3%) were polymorphic, the

average effective number of alleles was 1. 6, Nei's gene diversity indices(H) was 0.345 1 and ShannonNei's
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information index (I) was 0.510 6, the genetic similarity coefficients among the tested clones ranged was

0. 488 2—0. 815 2,with an average of 0. 668 8. Cluster analysis was conducted by using UPGMA method, it was

concluded that the 39 clones of C. azalea could be divided into 2 groups(the genetic distance was 0. 360) ,and the

second group included 6 subgroups (the genetic distance was 0. 304).

Keywords : Carnellia azalea ;clones; genetic diversity; ISSR
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