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Abstract; Oil tea ( Camellia oleifera) is the important oiltree in our country with the vastest area of distribution and the
most products in the genus of Camellia. Guangxi Zhuang Autonomous Region, the important distribution area of oil tea,
abounds in oil tea germplasm resources. In order to evaluate genetic variation of germplasm resources of oil tea in Guan-

gxi for germplasm conservation and cultivar selection, 10 SSR primer pairs were screened and evaluated in the present
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study, then genetic diversity of 97 representive germplasm resources of oil tea in Guangxi was analysed based on the
polymorphic SSR markers. The findings indicated as follows: Firstly, of the ten developed SSR primer pairs, seven codo-
minant primer pairs could produced stable amplicons, and another two primers could produce unstable amplicons; the
remaining one yielded no band on the gel. Secondly, a total of 33 alleles were detected among 97 oil tea germplasm re-
sources using seven codominant SSRs, and the number of alleles was from three to six with an average of 4.714 3 for ev-
ery pair of primers; the number of effective allele ranged from 2.084 2 to 4.314 8 with an average of 2.828 8, and the
gene diversity was from 0.520 2 to 0.768 2 with an average of 0.628 1. Thirdly, almost loci out of Hardy-Weinberg equi-
librium meant genetic structure in the population, the ranges of observed and expected heterozygosity were 0.413 0—
0.670 1 and 0.523 3-0.772 4, with the averages of 0.569 8 and 0.631 6. Finally, the range of genetic distances among
germplasm resources was 0.05-0.791 7, with an average of 0.354 5. The cluster analysis based on UPGMA method re-
vealed that the germplasm resources from the same places could not cluster in the same branch, on the other hand, the
germplasm resources in one branch came from several places. The foregoing results reveavled that the developed SSRs of
oil tea were suitable to work in the oil tea in Guangxi and the genetic diversity of germplasm resources in Guangxi was

relatively higher. Those findings provide the scientific evidences for deep exploitation and efficient utilization of genetic

resources of oil tea in Guangxi.
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dNTPs 1 pL,10 x Buffer 1 wL,10 mmol - L™ | Fiif
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Table 1  Primer sequences used in this study
75 LB S Em 5 9IFE(5-3") BRI 51 F5(5-3")
No. Primer name Forward primer sequence (5'-3") Reverse primer sequence (5'-3")
1 NJFUCS3 TGCCCTAAGTGTCATTC CAGGGATGATATTGTTTCT
2 NJFUCS57 ATACGTCTTTGTCTGGTT ATGTAGAGGAAGACTGGA
3 NJFUC69 CTTCCATCTGCGTAGT AATAGAGCTGATTCTCATA
4 NJFUC129 TAACTATTTTGTCGCTA GATGGTTAGAAGTGAAA
5 NJFUC157 GTTTGGGCATGAGGTAG AACCTCCTTGTGATTTGG
6 NJFUC243 TGTATGGTTTGGCTCG GGTTGGCAAGATGAGA
7 NJFUC273 ATCTGTAGCTTAATTCTAG ATTTTCTGGAGCATCT
8 NJFUC601 CAAAACCGACTTATGG GTGGATTCTAGGGAGC
9 NJFUC787 CATTACACCGTCTTCAT GTGGCTCAATAAGGAT
10 NJFUCS833 CGGGACAAGTTCAGTT GTGGGTTACGGGTTTA
Fx2 BEESHEER x3 BEEHMMEEERER
Table 2 Information of genetic diversity Table 3 Information of heterozygosity
and genetic structure
N b e - e P
shoen s wn FEE
EAR RE RAE sh |, TE Hudy sy
Marker Allele  Effective allele Gene 0Ly mOTpILS s Weinberg WA EEAEE
. . information Fric £ x SY. i K Observed L
name number number diversity ) STA AGE T Expected Fixation
content Marker Heterozy- .
(A) (Ne) (H) Hardy- . Heterozygosity Index
(PIC) name . gosity
Weinberg (Ho) (He) (F)
NJFUCS3 6 25131 06021 05597 equilbrium test
NJFUCS53 27.645 1 = 0.663 0 0.605 4 -0.101 3
NJFUC157 6 4.314 8 0.768 2 0.731 8
NJFUC157  54.382 6 * = 0.505 4 0.772 4 0.342 2
NJFUC243 4 3.108 4 0.678 3 0.613 2
NJFUC243 14.755 3 = 0.670 1 0.681 8 0.012 1
NJFUC273 4 2.084 2 0.520 2 04751
NJFUC273  19.555 3 s 0.5357 0.523 3 -0.029 8
NJFUC601 4 2.990 8 0.665 6 0.595 0
NJFUC601  41.406 0+  0.4130 0.669 3 0.379 5
NJFUC787 3 2.5351 0.605 5 0.521 8
NJFUC787 0.684 1 0.626 5 0.609 2 -0.034 6
NJFUC833 6 2.255 1 0.556 6 0.519 6
NJFUCS833 26.158 3 = 0.575 0 0.560 1 -0.033 1
) Mean  4.714 3+ 2.8288+  0.628 1+ 0.573 7=
1.253 6 0.750 8 0.083 0.084 2 $ﬂ] Mean - 0.569 8+ 0.631 6+ 0.076 4+
0.093 0 0.083 5 0.197 4
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{UZ A (2013 ) S2 5T A SSR X i b v 4% ol ot
it ZREPE T TR, 4 2 0055 (2013) HiiH
(%) SSR Aric FH FAAFSY, & B 10 XF SSR 5141, 2
YRR E, 1 X IEY R, X AT REf T
SILE AL RER A B R AT R R 54
P HARCRAN R 3E B ( Saha et al, 2004)

7 X RRGE (A AL WP SSR AR e R A I
33 SN IE I A s AN LB H R 3~ 6 4,
SER AN LB E N 4.714 3 EERE T RIE L
FEVE S H S5 BR bR 55 45 (2014) FZHAAE (2013 ) (4l

Note: * * denote significant level at 0.01 probability; * denote significant level
at 0.05 probability.

FH L, ASBIF 5T S5 FE B0 H AR /D | 30T e T BT
WA LR A 214, st SR B e sk

I X A BE 58 23 BT BT UR T R Hardy-
Weinberg P-4, % B NJFUC787 {3 5 4b T - 1
R AR 6 M7 S B FA RS, XU S
AR BVA T AETE SR 254, AR T RS2 B T e A i
DR VRIS PR A R P 2R AR, ARSI ) P340
W25 B R 0.573 7, 4G N 0.631 6, RE
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2014) A K2R, X fig 5 SSR 4> FAric 1 %,
SSR ARic i 22 A2 f W Sl A EE 4 S 2 DR R R A
(4, 53 AMEREZE S SSR Ak L 45 42 4, TR b A —

SE B AR 4 b S W H 9 S 1 5 2% & & (Ellegren,
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