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RAPD Analysis and Construction of DNA Fingerprints
in Five Flos lonicerae Lines
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Abstract: RAPD technique has been used to construct DNA fingerprints and analyze genetic diversity in
Flos lonicerae. From eighty primers, twenty-five primers were selected which can amplify clear and repro-
ducible polymorphic bands. The PCR results showed that a total of 170 bands were amplified, of which
153 bands were polymorphic. Interestingly, primer SBSD06 generated distinct fingerprinting patterns that
could distinguish each of the five lines. Genetic similarity correlation and the cluster analysis indicated
the abundant genetic diversity in five F. lonicerae lines. A dendrogram was constructed based on genetic
distances using UPGMA method. The dendogram reflected that five F. lonicerae lines clustered into two

groups, and this was in accordance with the result of morphologic taxa.
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BT (Flos lonicerae) , XA BAL W BEIL.
W%, B 2 L F ( Caprifoliaceae ) . & J& ( Lonicera
Linn. ) H#¥ 2. 4 (L. japonica Thunb. ) 3K (£L) Bz 2
2 (L. hypoglauca Miq. ) 45§ . A& (L. confusa DC. )
BUKZ & (L dasystyla Rehd. ) M TR IEH ST B I
RIZE R RS BM, S MR A W R
#xox . R, EBRPEHMTHEENSS
EFEEAR R ER. SN ERBE=FER
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HRExtE#H" LEE" HE"SHurRT
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SZF] RAPD HiRKEE SBIEM 2 A F " EkH
ITRIEZRHDIN. ZHLSEAXTFHREREYE
BT, BTRT 8 NRFAFH &85
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(AR {BA R 0k 0. 69, LI1.LJ2 (A 4RI R Bl 0. 66,
¥ LH1 F0 LH2 fE 503888, W LJ1.\LJ2. \LJ3 R A
2R, 102 55 LI3 AR /b A 0. 5260, %
R EEE R, AR/, REXRIT,
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Fig. 2 Dendrogram of similarity analysis

[Fl&t 32 F NTSYS-pe 33406} B it L BE 5,
HERRF 2, BRPEIFETTH, LHL 0 LH2 §8ifE
BEES A/, 2 0.3063; L1 F1 LJ2 WBfElE R 2,
370.3781; L3 #1 LI2 W EE B Bk, K 0.6471,
XEREMTERMARF, L2 5 L3 EHXERIT,
LH1 F1 LH2 B3RS R R BRI

2 REEE
Table 2 Genetic distance

Population LH1 LH2 IA) L2 3
LH1
LH2 0.3063
n 0.6621  0.6523

L2 0.4218
LJ3 0.7616

0.5243
0. 6050

0.3781

0.6152 0.6471
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L ABRANRERFE AR LIRS
PR ESR, Fat, 514 SBSDO6 7 5 #3| P
B 1 RS AR, H514) SBSDO6 E3L ) DNA
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RAPD i RE S4B H R HWIEXBEIBREITITH,
eI X 5 ik R g —E T & FR A
BT IRAN S FEWEEE.

ABFITRIH RAPD B 86K IR B A TR ZE
AR R AR E R SRV, H TR RIA £,
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AR BEEEELE 4 FHFERELREYNIRE
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