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Table 1 The geography factors of populations of

Rosa odorata Sweet var. gigantea

JETE dt4s R K /m
Population North latitude  East longitude Altitude
SHB 25°11'25" 102°48'32" 2119
TJX 25°06'06" 102°31'14" 2 263
XS 25°11'05" 102°56'04" 2076
SL 25°01'23" 103°21'21" 1841
FM 25°15'55" 102°26'07" 2 200
LZC 23°18'44" 103°32'50" 1610
HT 24°18"12" 102°25'30" 2 100
MPS 23°57'50" 101°57'05" 1980

1DSHB: A #E3M (B ) Songhuaba(Kunming) ; TIX: #1452 (B
#1) Tuanjiexiang ( Kunming); XS: /N4 (B #) Xiaoshao
(Kunming) ; SL: A # CE2 B}) Shilin (Kunming); FM: & &
(EW) Fuming (Kunming); LZC: & 1EH (5 A) Laozhicun
(Mengzi) ;s HT: k47 (E%) Huote( Yuxi); MPS: B #11 (E
%) Mopanshan(Yuxi); T [A The same as below.

B 10 pmol/L primer F, 0. 5 pul. # 10 pmol/L
primer R,0.5 U ) Tag DNA R 4,80 ng DNA
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1~15 HEAJEBERYRE %2 1-15: The numbers of samples from different populations; A,B,C: 4> 3128514 RhO517 4 & K (FM) |
EAER(LZCO) WAL (SHB) R REREA B PCR 9734 724 The results of PCR amplification with RhO517 primers in FM, LZC and SHB
populations; D.E,F: 435951 # RhAB13 XF k45 (HT) (B #% 1L (MPS) 1 R (SL) J& BEREA B PCR §7 38 7% #) The results of PCR am-
plification with RhAB13 primers in HT, MPS and SL populations; G, H: 4518514 RhE3 X %5 £ (TIX) /N (XS) G BEFEA 1 PCR
P 374 The results of PCR amplification with RhE3 primers in TJX and XS populations.
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Fig.1 The results of PCR amplification with SSR primers in populations
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Table 2 12 SSR primers selected and their amplification results EE E$7J<3FJ: ,8 /I\E ﬁ E/‘J 5{1 ﬂj g j§ﬁi 5 Eﬁ%‘:j’?
34 X T g;uliﬁrsﬁ gf}%iﬁii?\f// 58.64 %0, F 3 Nei’s B K ZFEPERECH 0. 209 3£
Primers Total site polymorphic loci  polymorphic sites 0.198 1, P& A48 %M 0. 312 8+0. 281 4., 7 8
RhOSL7 5 5 100,00 AR T 45 T i £ 22 RE k25 R K L 4% B T
RhP519 6 6 100. 00 v i
e 5 - [0 8 725 5 41 95 Sl SL R BE > FM R B>
RhP507 7 7 100. 00 TIX JE#E>SHB FE#>LZC EH>XH B >HT
i};ABA‘O ’ 8 88. 89 JE#E>MPS JE#E, o SL R B 09 35t 1% 2 1 1K F
P518 4 4 100. 00 L )
Kb ; . o000 3548 . MPS J2 B 103815 2 R K P A
RhAB26 5 5 100. 00 23 BEEESEHSW
- ' : o S 3o X KA K] 8 A AR B R 2 4
RhBK4 5 5 100. 00
RhD206 7 7 100. 00 . BRI ZHEE (H )R 0,301 240. 025 0,
RhE3 6 6 100. 00 JEREN SR ZREE (H )N 0. 209 340. 010 6, )%
&1t Total 72 70 v s e N \
O . . B 0384 40 R H(GL0 0 0,305 1, ik R DIAE )

22 EEHEBEEZEESWN

] Popgene 1. 32 #F X KAEF K H % 8
A E R 5L Z AR IEAT LT o b A5 Rk 3 P
No TEWRIOKE BB ZEM G892 0. 28
P E AR A7, 87% . Nei " s K Z FEPEFR B M

Fh7KSF b, A 300 51 % (35t 4% 48 S5 A7 A6 T J& BE Il
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Table 3 The genetic diversity among 8 populations of R. odorata var. gigantea Rehd. et Wils
J&# Population NPL PPL/% N. N. H. I
SHB 60 63.83 1.638 3+0.483 1 1.374 1+0. 368 4 0.221 240.195 3 0.333 040.278 1
TJX 61 64. 89 1.648 9+£0.479 9 1.397 4+0.374 0 0.232 9£0.197 5 0.348 2+0.281 0
XS 53 56. 38 1.563 8+0.498 6 1.294 7+0.3317 0.181 5+0.184 5 0.278 4+0.268 7
SL 70 74,47 1.744 740.438 4 1.447 7+0.373 2 0.261 240.191 1 0.391 540. 266 0
FM 65 69.15 1.691 5£0. 464 4 1.396 3+0.371 3 0.233 9£0.192 6 0.353 440.270 9
LZC 55 58.51 1.585 140.495 3 1.386 54+0.389 9 0.221 9£0. 206 9 0.327 8+0.294 9
HT 42 44.68 1.446 8+0.499 8 1.339 5+0.422 5 0.184 9£0.221 0 0.266 8+£0.311 9
MPS 35 37.23 1.372 3+0.486 0 1.239440.363 0 0.137 0£0.195 6 0.203 0£0.280 7
F-#4 Mean 55.13 58. 64 1.586 440.480 7 1.359 5+0.374 3 0.209 340.198 1 0.312 8+0. 281 4
Py FhKF Species level 92 97.87  1.978 740,145 1 1. 505 240. 336 0 0.301 240.158 1 0.460 0£0.199 2

1)NPL: Z 44 5480 Numbers polymorphic loci; PPL: Z 207 &5 A 43 % Percentage of polymorphic loci; N, : M %€ A4 %5 v 3 K £ Ob-
served number of alleles; N : %% 3 K $ Effective number of alleles; H.:Nei’s K ZF: 1 Nei’s gene diversity; I: /445

%% Shannon’s information index.
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Table 4 Nei’s pairwise genetic identity (above diagonal) and genetic distance (below diagonal)
between populations of R. odorata var. gigantea Rehd. et Wils.
SHB TJX XS SL FM LZC HT MPS
SHB — 0.8815 0.848 2 0.934 8 0.927 5 0.879 7 0.883 8 0.870 9
TJX 0.126 2 — 0.919 3 0.893 1 0.847 1 0.861 2 0.840 6 0.791 9
XS 0.164 7 0.084 2 0.891 4 0.815 2 0.828 4 0.809 4 0.761 5
SL 0.067 4 0.113 1 0.1150 — 0.919 4 0.872 5 0.885 2 0.8515
FM 0.075 3 0.1659 0.204 3 0.084 1 — 0.884 8 0.883 2 0.897 0
LZC 0.128 1 0.149 4 0.188 2 0.136 4 0.122 3 0.882 6 0. 846 2
HT 0.1235 0.173 7 0.2115 0.122 0 0.124 2 0.124 9 — 0.906 0
MPS 0.138 2 0.233 3 0.272 4 0.160 8 0.108 7 0.167 0 0.098 7 —
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Fig.2 The dendrogram of 8 populations of R. odorata var.

—

gigantea Rehd. et Wils. based on Nei’s genetic distance
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SSR markers based genetic diversity of populations

of Rosa odorata Sweet var. gigantea in Yunnan Province

QIU Xian-qin'?  TANG Kai-xue' JIAN Hong-ying'
WANG Qi-gang' LI Shu-fa! SHAO Zhu-hua' ZHANG Hao'*?

1. Flower Research Institute ,Yunnan Academy of Agricultural Sciences/
Yunnan Flower Breeding Key Laboratory/Yunnan Flower Research and Development
Center , Kunming 650205,China;
2. College of Horticulture and Forestry , Huazhong Agricultural University/Key
Laboratory of Horticultural Plant Biology -Ministry of Education ,Wuhan 430070,China

Abstract The genetic diversity of eight natural populations of Rosa odorata Sweet var. gigantea
Rehd. et Wils. in Yunnan Province was analyzed with SSR markers. The result showed that 72 bands
were amplified with twelve polymorphic primers. Polymorphic loci were 70 and percentage of polymor-
phism was 97. 22%. At the level of species,the Nei’s genetic diversity was 0. 301 2 and the Shannon in-
formation index was 0. 460 0,showing that the genetic diversity of the populations of Rosa odorata Sweet
var. gigantea in Yunnan Province was abundant. It was 69. 49% of genetic variation within populations,
and 30.51% of genetic variation among populations. So the genetic variation within populations was the
main reason of the genetic variation. The Nei’ s pairwise genetic identity and genetic distance were
0.761 5-0.934 8 and 0. 067 4-0. 272 4. The cluster analysis based on genetic distance showed that the ge-
netic distance was not significantly related with the geographic location.

Key words Rosa odorata Sweet var. gigantea Rehd. et Wils. ; genetic diversity; simple sequence

repeat
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