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Analysis on Genetic Diversity in Common Buckwheat ( Fagopyrum esculentum Moench) Based on ISSR Markers

ZHAO Li-juan et al
Abgract

(Bio-techrology Indtitute , Gansu Acadermy of Agricultura Sciences Lanzhou , Gansu 730070)
[Ohjective] The research aimed to sudy the gengtic diversity in common buckwhest ( Fagopyrum esculentum Moench) based on ISSR markers.

[Method] The genetic diverdty of 90 commnon buckwhest accessons was andyzed by usgng ISSR markers. [ Resut] With 19 ISSR primers,totdly 508
bands were detected ,among which 462 bands were polynorphic ,and the average number of band per primer was 26.7. The Nd' s snilarity codficient of
90 accessons ranged from 0. 67 to 0.95. Auder andys s based on ISSR data showed thet the accessons coud be categprized into 4 mgjor growps and 3in-
dvidud gerotypes. The' conmon buckwhest E’ from Hebe ‘; 82F” from Anhui and’ Liaogiao37” fromLizoning showed grest genetic diff erence from other
neterids. There were obvious genetic difference among the landraces from Hebe ,Anhu and Liaoning ,.and high smilarity anong cultivars oollected from
dfferent provinces. The higher genetic variation was found anong landraces from Lizoning followed by Anhui and Jiangxi ,Mongplia was the lowest. [ Gon-
cdugon] The sudy indcates that ISSR markers produced high polynorphiamin conmon buckwheat. 1ISSR andys's can be used for the molecular evd uation

and gudies o genetic diversty o buckwheat gernplasm.
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Table 1  The name,typesand origins o test materials
Cutivars name Twe Oridn Cutivars nare Orign
31 35
K7J 36
33 37
34 38
39 82-3-2(820)
40 82-6-2(82D)
28-6-8(826)
A 8271(82P
B 829-9(82Q
A 82-9-10(82H)
B 3
A
2
2
A
B
A C
B A
B
A C
C
B
B C
A
D
D
E
F
82-1-1(82A) G
82-3-1(82B) H
I K
J |
Table 2 The comparison o primer sequences and their pdymor phism
Rimer egted sequences  Number o lod Number o hic lod Percentage o PC
usos (AGsC 40 39 97.5 0.913
usis (CNeG 19 18 N7 0.903
Usi18 VDV (CT)7 23 23 100.0 0.875
us4 (AQsYT 24 21 87.5 0.880
Us40 (GN)sYT 27 26 %.3 0.943
usa2 (GA)sYG R 31 9.9 0.914
us4s (CT)sRG 3 R 100.0 0.941
uss2 (TOsRA 10 9 9.0 0.836
uss7 (AQ)sYG 35 31 88.6 0.94
Uss6 VDV (CT)7 38 36 Hu.7 0.953
Usss BDB (CA); 17 16 H.1 0.906
MO1 (CA)6R 29 18 62.1 0.927
M02 (CA)6RY 16 16 100.0 0.920
M03 (CA)6RG 35 R 91.4 0.935
MOo4 (GNs YR 47 47 100.0 0.957
MO05 (XCN.LY 26 25 9.1 0.938
MO6 (ARD).,Y 19 4 21.0 0.833
MO7 (AQD) 4GYor R 18 17 9.4 0.94
M08 (AQQ)AY 20 20 100.0 0.922
Totd 508 462 0.913
Average 26.7 24.3

‘R=(A,9:Y=(C,T);B=(C,GT)(i.emtA):D=(A,GTN(.emt O V=(A,C,Q(i.eerot T)

Note:R=(A,Q ;Y=(C,) B=(C,G,T) (i.eemt A);D=(A,GT(.emtC V=(AC,O(.eemtT.
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