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Houttuynia cordata analysis with RAPD markers
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Abstract: To explain the genetic relationship and genetic diversity of Houttuynia cordata, 24 samples from
throughout China were analyzed using polymerase chain reaction (PCR) with random amplified polymorphic
DNA (RAPD) molecular markers having 23 polymorphic primers screened from 160 RAPD primers. Then a
cluster analysis was conducted. Results showed that 128 polymorphic bands were determined from the 165
clear bands accounting for 77. 58% . From each primer, with an average of 7. 1 bands, 5.5 polymorphic bands
were amplified. The cluster analysis divided samples into 3 types according to their genetic distance, which got
the same result with their morphological and biological characteristics. Thus, genetic diversity was high within
H. cordata. These results will lay a theoretical foundation for breeding new varieties of H. cordata. [ Ch, 1
fig. 2 tab. 16 ref. ]
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Table 1 ~ Twenty-three provenances of Houttuynia cordata and their major morphological characteristics

AR AR B A
G A B[ K& ERE
(5 2K ] (e, LEZSIZIN AP,
1 LK E 27°04"  115°05' 2.24  &fn Bk gt ) 2N e RARER
2 5 26°06'  106°07'  4.00 (4 Bk Eats ) AR AN )
3 fr b £ 26°04' 117°08'  0.12 %41 L) e gl bliRcce” S Saf, g6
4 RHSTE 26°02'  102°07'  0.08  #41(n L) e gl bliRcce’ 3 it
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1.2.2 DNA #RAeteml SR CTAB + REERILIEHCMAIE 5 DNA') | DNA %3k B A4l B F U-008
OD R/ B F TN, 110 ¢ kg~ ' BUISHEERL L VKA, Gel Doc CR HERILIR ARG T WA
HEAH

1.2.3 #&J2¥ 45 RAPD R & i} B RAPD-PCR ¥ 14 [ W 2 IR 5 e & 251" A X M Myria rubra
RAPD-PCR S AR R WFY, FLEARFUR 20 wL, HA 645 2 wl #9 10 x Buffer 28 M3, 41.67 nkat
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Taq Bff, 2.5 mmol -L™'Mg>*, 0.3 mmol -L™"dNTPs (dATP, dCTP, dGTP, dTTP 4% 10 mmol -L7"),
2.0 wmol L' FEHLGI 4 (10 wmmol -L~") . 30 ng DNA ik, 5 H LA TAH], 7E Gene Amo
PCR System 9700 §" #4{Y - #47 PCR ¥ 3, [P K. 94 CHIAEM: 3 min; 94 CAEM:30 s, 38 Cik
k30, 72 CHEMIO0 s, 38 UK; 72 CLEMH 10 min; 4 CIRAF, PRI =HT 10 g -kg ™ OB
NEBHEENS (S 1RALZ4E 0.5 mg - L") HL3K %) 60 min, Gene Genius Bio Imaging System $ 885341,
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K5, FfH Popgene 32 BXMAGEi T 14 = W1 H 45 MBI Z2 A S R, T 28R 5% BT o EL A3 R
MEI 22 BNEFFAT L S Neis (1978) BALFE RS, e Ja AR INALEC X 5 AR K- 357 (UPGMA ) #1752k
o3, R IR R T RGERREL,
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2.2 RAPD ¥ iR
2.2.1 ¥FHAKSANE EidxHAJEE DNA SRR R, M 160 AREHLE 915 5] 2 25 4 i
§L4 23 4% RAPD 514, SLP 8 165 Mz, FIEEASIY I 7.1 AN A, DNA H WK/ A
H0.2 ~1.8 kb, H 128 A S BABAGZREME:, 205 88009 77. 58% , B 51ARIN 2 Y 22 25400 15
SR 5.5 AN (FE2),
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Table 2 RAPD primers and polymorphism of PCR products

514 Pk EZNis 2 514 Pk 2 2N
G P AL P 3/ % ' P Liigy FAli B 3/ %
$4  GGACTGGAGT 9 9 100. 00 S85  CTGAGACGGA 3 2 66. 67
S6  TGCTCTGCCC 11 11 100. 00 S87  GAACCTGCGG 7 5 71.43
S10  CTGCTGGGAC 11 11 100. 00 S89  CTGACGTCAC 8 6 75. 00
SI1  GTAGACCCGT 8 7 87. 50 S105  AGTCGTCCCC 9 7 77.78
$37  GACCGCTTGT 8 6 75. 00 S113  GACGCCACAC 5 3 60. 00
S54  CTTCCCCAAG 6 4 66. 67 S116  TCTCAGCTGG 6 5 83.33
$55  CATCCGTGCT 7 6 85.71 S125  CCGAATTCCC 6 5 83.33
S58  GAGAGCCAAC 8 6 75. 00 S128  GGGATATCGG 4 3 75.00
S66  GAACGGACTC 5 4 80. 00 S132  ACGGTACCAG 8 6 75. 00
S71  AAAGCTGCGG 4 2 50. 00 S144  GTGACATGCC 9 6 66. 67
S79  GTTGCCAGCC 8 3 37.50 S168  TTTGCCCGGT 7 4 59. 14
S82  GGCACTGAGG 7 6 85.71 SRR 7.1 5.5 77.58
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