[ 37 BHE R, (49), pp. 17-22,2014 43 H 28 H
Mem. Natl. Mus. Nat. Sci., Tokyo, (49), pp. 17-22, March 28, 2014

AL WE B RBURER - B8 F - B ?
VR BRFRF B e R
T 739-8526 i B RAIL BT HEI 1-4-3
*E-mail: taniken@hiroshima-u.ac.jp
2 UL A el
T 939-2713 & Vs (i i BT _E AR 42

Phylogenetic Relationships between Chrysanthemum seticuspe f. seticuspe
and C. seticuspe f. boreale Based on NCED3a Gene
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Abstract. Chrysanthemum seticuspe f. seticuspe (Maxim.) Hand.-Mazz. cultivated only in the
Imperial Palace, Tokyo, had been distinguished from C. seticuspe f. boreale (Makino) H. Ohashi
& Yonek. only by the unique forms of leaf and capitulum. To find out the phylogenic relationship
between two taxa at the molecular level, we analyzed the phylogenetic tree and the intragenic
homologous segments using NCED3a sequences. In C. seticuspe f. boreale, five types (bl, b2, b3,
b4 and b5) were identified from 38 haplotypes in eight individuals, and each genotype was com-
posed of a combination of some types. On the other hand, the genotype of C. seticuspe was a com-
bination of bl and b2 types common in C. seticuspe f. boreale. The unique morphological pheno-
types characterized as C. seticuspe also were confirmed to be contained in a part of morphological
variations of C. seticuspe f. boreale (Taniguchi et al., 2013). Considering all the evidence from
these results, it may be accepted suggestion that C. seticuspe is the same taxon as C. seticuspe f.
boreale, because it is one of the natural variation in the other and is considered to be selected from
wild population and thoroughly cultivated with keeping the wild genotypes.

Key words: Asteraceae, Chrysanthemum, haplotype, molecular phylogenetic tree, NCDED3a
gene.
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