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RAPD Analysis on the Relationship among
the Diploid Species in Aegilops
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Abstract RAPD analysis was performed by a set of 24 arbitrary primers to 12 diploid species in Aegilops. Results were
observed based on the examination of 304 RAPD fragments. The relationship in the Section Sitopsis is consistent with the
former investigation. Ae. mutica had a relatively close relationship with the species of the Section Comopyrum. Ae. u-
niaristata had a far relationship with the other two species of the Section Comopyrum indicating that it should be excluded
from this section. Ae. caudata and Ae. umbellulata had a close relationship.
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Table 1 Materials and their major characters used in this study
1 Aegilops bicornis shsb Sect. Sitopsis ICGR Ae4
2 Ae. longissima Slg! Sect. Sitopsis ICGR Ael54
3 Ae. speltoides SS Sect. Sitopsis ICGR Ae49
4 Ae. searsii S*s® Sect. Sitopsis KU4-6
5 Ae. sharonensis gehgeh Sect. Sitopsis ICGR Ae29
6 Ae. squarrosa DD Sect. Vertebrata ICGR Aed6
7 Ae. mutica TT Sect. Amblyopyrum KU 5521
8 Ae. caudata CC Sect. Cylindropyrum ICGR Y45
9 Ae. umbellulata uu Sect. Polyeides ICGR Y137
10 Ae. uniaristata NN Sect. Comopyrum KU 19-3
11 Ae. comosa MM Sect. Comopyrum ICGR Y258
12 Ae. heldreichii MhM" Sect. Comopyrum KU 18-2
* KU ICGR
1.2 1
CTAB DNA 0 RAPDDIST
Doyle o Nei D D=1-2N,/ N, +N,
PCR PE480  PCR N, X N, y
Sangon 10bp 25pl 1 N, PHYLIP3. Sc
x PCR 10mmol/L Tris — HCI pH 8.3 Neighbor UPGMA Un-
S0mmol/L KC10.001% gelatin 1. Smmol/L. MgCl, weighted pair group method with arithmetic mean
0.5pmol/L 320pmol/L dNTPs 30ng
DNA 1U Taq 25uL 30uL
94C Smin 94°C 2
Imin 36°C Imin 72°C 1.5mi 40
i i i Sangon 140 10bp
72°C 7min
24
0.5¢/L 1.6%
304
1 x TAE 2~3h4~5V/
4 ~20
cm
12.3 304
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Fig.1 RAPD patterns generated by primers S250 and S324
Numbers upon the lanes represent the accession listed in Table 1. M indicates ADNA/EcoR | + Hindlll marker.
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Table 2 Nei' genetic distance between 12 diploid species in Aegilops

1 2 3 4 5 6 7 8 9 10 11 12
1 —
2 0.2169 —
3 0.4861 0.3711 —
4 0.3857 0.3496 0.4385 —
5 0.2046 0.2744 0.4463 0.4231 —
6 0.4780 0.3638 0.2294 0.4155 0.4385 —
7 0.5447 0.5025 0.4861 0.4943 0.5361 0.4005 —
8 0.5447 0.4231 0.5192 0.4155 0.4700 0.4463 0.4463 —
9 0.5447 0.4861 0.4700 0.5621 0.5361 0.5276 0.5108 0.4005 —
10 0.5276 0.4541 0.5192 0.4943 0.5709 0.5276 0.4463 0.4780 0.5447 —
11 0.4541 0.4620 0.4780 0.4700 0.4943 0.5361 0.3216 0.4385 0.4385 0.4385 —
12 0.4780 0.4700 0.4541 0.4620 0.5192 0.4943 0.2744 0.4620 0.4943 0.3857 0.1109 —
* 1
3 12
A B C Ae. squarrosa
Kihara
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Fig.2 Dendrogram generated based on the
RAPD data using UPGMA methods
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