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Table 1 Characteristics of analysis of microsatellite markers of Lysionotus longipedunculatus and L. pauciflorus

[ ?l%?ﬁﬂ 5'-3' T L S E ' W W EZoL
Loci Primer sequences Repeat motif GC  H:H%L FE R Product size & G ER
53 N, N, (bp) H, H, PIC
F. CGATACCTTCAA
: ATGGACTTCAC
L-1 (GTGATG), 43 8.000 0 4.2352 151 0.768 2 0.011 4 0.726 3
R: AGTGATTGGAGA-
' AGAGTCGATGA
F. ACTGCTTAATTC-
: CGTTTCTAGGG
L-2 (GAGTCG), 43 8.000 0 3.4033 143 0.709 5 0.028 3 0.662 9
r,  CGGATAAACAC-
' GAAGACCTATCA
F: ATAAAGGCAGTA-
: AAGGAAGTGGG
L-10 (TAAATA), 43 6.000 0 39853 113 0.752 17 0.000 0 0.708 0
R: CTAAAGATGTGA-
' AAGGAGACCGA
¢, GTCTTCTCCATC-
: TCCACCACTT
L-12 (CACAGG), 50 7.000 0 3.948 4 153 0.750 6 0.000 0 0.708 3
R: CACCTACAGCA-
’ CTCTTCTTCGAT
¢, GTCTTCTCCATC-
: TCCACCACTT
L-13 (CACAGG), 50 9.000 0 5.119 6 149 0.808 5 0.009 5 0.778 3
.  TACAGCACTCTT-
' CTTCGATAGGC
F. TCTTCTCCATCTC-
: CACCACTTC
L-14 (CACAGG), 50 10.000 0 4.728 8 152 0.792 2 0.027 5 0.758 4
R: CACCTACAGCAC-
' TCTTCTTCGAT
. TGCATTCAGCAC-
: CTCAAGTTAC
L-16 (TGCTGA), 45 7.000 0 46184 156 0.787 2 0.000 0 0.749 1
R,  CAGCAGCAGAT-
' GATACAACACTT
F. ATAAACGTATC-
: CCTTCTTCGCTC
L-17 (TGGTGC), 43 24.000 0 15.5309 112 09423 0.071 4 0.9320
r.  CTGAGTTCAGGT-
' TTGATTCCAAG
F. CTTGGCTTCTT-
: CTTTCTTCTCCT
L-21 (CTCCTT), 43 12.000 0 6.672 6 121 0.8540 0.270 3 0.833 8
R AGGGATGAAGT-

TCTTGTTCCAGT
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Continued table 1
o 5751 5'-3" E T ) AL FEIR W AR EZ2 A
Loc;‘i\ Primer sequences Repeat motif  9C E Sk HE R Product size & G B!
5-3' p N, N, (bp) H, H, PIC
g, CTTGGCTTCTT-
' CTTTCTTCTCCT
L-22 (CTCCTT), 43 150000 6.8855 117 08592 04227 0.839 3
R,  ATGAAGTTCTT-
" GTTCCAGTGTCC
¢, CTTGGCTTCTT-
' CTTTCTTCTCCT
L-23 (CTCCTT), 43  13.0000 9.4142 119 0.8989  0.4483 0.884 3
R,  GGATGAAGTTCT-
" TGTTCCAGTGT
¢, TTGGCTTCTTCTT-
' TCTTCTCCTC
L-24 (CTCCTT), 43 100000 5.0228 120 0.8045 02252 0.775 0
R,  AGGGATGAAGTT-
" CTTGTTCCAGT
g, TTGGCTTCTTCT-
' TTCTTCTCCTC
L-25 (CTCCTT), 43 11.0000 62979 116 0.8451  0.1560 0.822 4
R, ATGAAGTTCTT-
" GTTCCAGTGTCC
g, TCCTCTCAGCC-
' CTTCGACT
L-26 (CTTGTC), 58 7.0000  3.7518 158 0.7367  0.008 9 0.688 3
R,  TACTTCTAATGG-
" CGAATCTGCTG
g, ATTCTACCAGCT-
' GTTCAGGAAGG
L-27 (CCTCCA), 43 80000 47627 158 0.7936  0.0000 0.760 7
R,  CAACTAGAAG-
" CAAACAC
. ATTCTACCAGCT-
" GTTCAGGAAGG
L-29 (CCTCCA), 43 7.0000  4.1994 160 0.7671  0.0000 0.725 3
N GACAACTAAAG-
" CAGGAAGCAAAC

22 BEZHMESH

KAE A EE BB H, 5K, 80693 9,BL  ~0.773 2, F JEREHI Hyfe K, M 0.146 8. B4 &
JEREM Hyle K, 80,123 7. KM AEEWHNE T KREIEABKRT 0.8, AL AL R
BERIEZ RBOIAMAR T 0.8, BN MIEZRE KT ORUTHAESHHANEHARES AT
BWRFOEHTKEMAEENHMNERIAER WRGED.
EEHZIR (R . MAEE AR H K,
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Table 2 Fis and genetic diversity in L. longipedunculatus and L. pauciflorus

J& £ Population WG H M %4 e H, P A S R MN 3 AE B Fis (95% 1C)
B 0.693 9 0.060 9 5.125 0.912 3 (0.311 0~1.000 0)
BL 0.6577 0.1237 5.250 0.811 9 (0.024 4~1.000 0)
A 0.773 2 0.103 4 7313 0.866 3 (0.478 3~1.000 0)
0.770 6 0.146 8 7.250 0.809 5 (0.148 4~1.000 0)
3 Wit 2% S0k
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Study on the Genetic Diversity of Lysionotus longipeduncula-
tus and L. Pauciflorus in Karst Limestone Area based on Mic-
rosatellite Loci

MIAO Zhenpeng',DING Li’

(1.School of Resource and Environmental Engineering, Anhui University, Hefei, Anhui, 230601, China; 2.Guangxi Institute of Bota-
ny, Guangxi Zhuang Autonomous Region and Chinese Academy of Sciences, Guilin, Guangxi, 541006, China)

Abstract: Lysionotus longipedunculatus (W.T. Wang) W.T. Wang is a relatively rare species of Lysionotus in Chi-
na. The current endangered grade is assessed as critically endangered CR Blac (i, ii, v). However, the congeneric
plant L.pauciflorus Maxim. has a wide range of distribution, diverse habitats and the endangered grade is non-risk
LC. In this study, 16 microsatellite loci were screened to study the genetic diversity of two populations of L. lon-
gipedunculatus and L.pauciflorus,and the populations of the genus Lysionotus in the similar area were compared
to study the endangerment cause of L./longipedunculatus. The results showed that the genetic diversity of these
two species was low and they all had a higher proportion of inbreeding. However, L. pauciflorus had rhizome and
could be effectively cloned and reproduced. In contrast, the weaker clone reproduction ability of L. longipeduncu-
latus perhaps was one of the reasons leading to its endangerment.

Key words: Lysionotus,karst landform, limestone area, microsatellite loci, genetic diversity
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