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WFZER R OB (F£3C) : To analyze the size difference between large (L—-type) and small
(S-type) chromosome sets in Aster, FISH with new screened DNA sequences from L—type
parental genome was performed. An insight obtained from the result suggested that the

new DNA sequences were involved in the chromosome size change
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M: 1Kb Plus DNA LadderA: Drosera spatulata
B: Drosera tokaiensis  C: Drosera rotundifolia

M: 1Kb Plus DNA Ladder
B: Aster iinumae
D: Negative control

A: Aster microcephalus var. ovatus
C: Aster ageratoides var.ageratoides
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Aster microcephalus var. ovatus
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