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Table 1 Primer information of microsatellite markers
fr s Em54-3D KIE54(5'-3D E-158 B AR JrBER/A e o
Locus Forward primer (5'-3") Reverse primer (5'-3") Motif Tm/°C Size range/bp  Allele/4~
RsE-19 ATCCCATCCCATCTCTCTC CACAGATGAGAGAAGAGAGC (CT)28 56 230~268 4
RsE-23 TTTTCACTCCCTCCCTCTG ACTGATGGGTGGAAGTAGTA (AG)37 55 230~258 5
RsE-103 GAAAACCCACCATTCCAAA TCTTCTTTCGTTAGGGTTCC (AG)25 55 240~254 7
RsE-104 AACATCTCTACTGTTGGTCC TGGAAGGAGTTGAAGAAGTC (AG)28 54 245~263 3
RsE-110 TAACCTGCCAGTGGAATTAC TCTACGTACGCCATTGAAAT (CD22 55 224~236 7
RsE-117 GCTATTCACTCGTCAAATGC ATTGTGGGAATGAAGGTCTC (GA)22 57 229~243 5
RsE-123 CCCTTCCTCTTCTCAAATCC CGTCATTTTCACACACAGAG (CI20 57 174~190 4
RsE-125 CTCTCCCAAAATTAGCCGAT GAATTGGCTGTTGGATGATG (CDh21 58 230~252 7
RsE-129 TGAAGCTGTTTTAGACTCCC CATGATGGGAAAGCAAAGTG (TC)22 58 152~181 3

% 2 w1, B AL RS FP#ERY Shannon 15 B 98
oA 0. 45~1. 49, 5F-{E N 0. 88, Shannon 1 E,

B =R AL BS FIWE 1 21 Fp 2 ) 0. 24~1. 63
F10.00~1. 35, F-¥J{E4 5]k 0. 87 F1 0. 91, F
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Table 2 Genetic diversity of three Rhododendron species
LS R. molle SRS R, fortunei W LWET R. mariesii
fiid {7 Shannon WEZZ: MIMZ:  Hardy- 257 Shannon WEEZ¢ MIMZ:  Hardy- %% Shannon WEEZ MI3EZ¢  Hardy-
Locus HE 58 HAF HF Weinberg XE 8 H&F H&F Wenberg K EH  AE HE  Weinberg
Na $#81 Ho He PHHWE Na 4581 Ho He ¥ HWE Na %1 Ho Heg F#§ HWE
RsE-19  2.00 0. 69 0. 625 0. 525 0. 637 4. 00 1.11 0. 800 0. 651 0. 320 1. 00 0. 00 0. 000 0. 000 —
RsE-23  2.00 0.58 0. 529 0. 401 0. 165 3. 00 0.94 0. 000 0.611 0. 000 1. 00 0. 00 0. 000 0. 000 —
RsE-103 4. 00 1. 32 1. 000 0. 740 0. 001 2. 00 0. 68 0. 857 0. 508 0. 007 4. 00 1.21 0. 222 0. 706 0. 000
RsE-104 2.00 0. 62 0.632 0.444 0. 056 2. 00 0. 69 0.917  0.518 0. 005 3. 00 1. 08 0.571  0.703 0.011
RsE-110 6.00 1.49 1.000  0.758 0. 007 6. 00 1.46 0.917  0.746 0. 456 4. 00 1. 26 0.500 0.733 0. 062
RsE-117 4.00 1.15 0. 750 0.676 0. 051 2. 00 0.24 0. 000 0.129 0. 000 5. 00 1.33 1. 000 0.711 0.532
RsE-123 2.00 0. 45 0.000  0.290 0. 000 2. 00 0.24 0.133  0.129 0. 847 4. 00 1. 35 1.000  0.774 0. 054
RsE-125 4.00 1. 04 0.846  0.619 0. 000 6. 00 1. 63 0.929  0.815 0. 001 5. 00 1.27 0.714  0.703 0. 102
RsE-129 2.00 0. 55 0.476  0.372 0.178 3. 00 0.81 0.933  0.545 0.014 2. 00 0. 65 0.700  0.479 0. 120
FHE 311 0. 88 0.651  0.536 3.33 0.87 0.610  0.517 3.22 0.91 0.523 0.534
St. Dev 1,45 0. 38 0.309 0.170 1. 66 0.48 0.428  0.242 1.56 0. 56 0.381 0.314
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Table 3

gene flow at 9 loci

Summary of genetic variation and

fim  MRPRERRK

BLRS  BEaRE  ZEER

Locus Fis Fit Fst Nm
RsE-19 —0.2711 0.100 8 0.292 6 0. 604 4
RsE-23 0.453 8 0.742 6 0.528 7 0.222 9
RsE-103 —0.1100 0.112 9 0.200 8 0.994 9
RsE-104 —0.340 1 —0.236 4 0.077 4 2.980 9
RsE-110 —0.128 5 —0.062 6 0.058 4 4.033 6
RsE-117 —0.2001 0.126 4 0.2721 0. 668 8
RsE-123 0.003 4 0.220 1 0.217 4 0.899 9
RsE-125 —0.224 0 —0.020 3 0.166 5 1.251 7
RsE-129 —0.569 0 —0.517 1 0.0331 7.297 1
FIE —0.173 3 0.075 9 0.212 4 0.927 0
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Table 4 The genetic distance and genetic identify
HALES R. molle THARLRY R. fortunei WAL R. mariesii
AR R. molle — 0.683 8 0.516 3
TR R. fortunei 0.380 0 - 0.585 3
WILL R. mariesii 0.661 1 0.5356 -

TV R SCRE.

Note: Number representing length.
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Fig. 1 Dendrogram based on Nei's genetic
distance with the method of UPGMA
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Genetic Diversity and Genetic Structure of Three Rhododendron Species
Located on Dabie Mountains

WANG Shuzhen, AT Sha, ZHANG Lin, LI Zhiliang , XTANG Fu, JIN Weibin
(Hubei Collaborative Innovation Center for the Characteristic Resources Exploitation of Dabie Mountains, Hubei Key
Laboratory of Economic Forest Germplasm Improvement and Resources Comprehensive Utilization, College of Life

Science, Huanggang Normal University, Huanggang, Hubei 438000)

Abstract: Dabie Mountains provides unique habitat for Rhododendron resources, and is an important
diversity distribution center of Rhododendron genus in China. In this study, three Rhododendron
species, including Rhododendron molle (Blume) G. Don, Rhododendron fortunei Lindl. , and
Rhododendron mariesii Hemsl. et Wils. , were selected for genetic diversity and genetic structure
analysis with 9 microsatellite markers. The results showed that 45 alleles were obtained,and observed
number of alleles per locus ranged from 3 to 7. Shannon index ranged from 0. 87 to 0. 91. Moreover, Hy
and Hy were in the ranges of 0. 523—0. 651 and 0. 517—0. 536, respectively. The mean value of Fit and
Fis were 0. 075 9 and —0. 173 3, respectively,indicating inbreeding took place in all three populations.
The average gene flow at each locus was 0. 927 0. In the cluster analysis, R. molle was clustered with
R. fortunei,inferring closer relations between these two species. This study would lay the foundation
for the evolutionary study of Rhododendron species.

Keywords: Rhododendron; genetic diversity; population structure; microsatellite; relationship



