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Tah 1 Accessions of Magnoliaceae and its outgroups sampled in this study
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Tah 2 Kimura two-parameter sequence divergence values of taxa in Parakmeria and its related genera of Magnoliaceae
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Phylogeny of Parakmeria (Magnoliaceae) and Its Related Taxa
Inferred from the matK Gene Sequence

X

PAN Heng-chang, SHI Su-hua 7 » JIN Hong, HUANG Ye-lin, ZHANG Hong-ta

Abstract: The 1 039 bp sequences of the chloroplast mafK gene from nine species (ten samples) re-
lating to Parakmeria and Kmeria of Magnoliaceac were determined. The phylogeretic tree based on
Parsimony analysis suggested: (D The three species of Parakmeria and the two samples (including
male and female) of Kmeria were highly homologious, which indicated a very close relationships among
them; @ the Subgenus Yulania of Magnolia was shown very closely to Parakmeria and Kmeria (the
sequence divergences among them were 3 ~6 in 1 039 bps), and they formed a monophyletic clade.
However there is a rather far relationship between the two subgenera Subgenus Yulania and Subgenus
Magnolia (the sequence divergence was 13), which was suggested to be paraphyletic; @ the mono-
phyly was strongly supported among the Subgenus Magnolia, Manglietia and the clade of Magrnolia
Subgerus Yulania, Pardkmeria and Kmeria. The phylogenetic position of Parakmeria and Kmeria,
and the rrelationships among them and Magnolia need to be re-considered.

Keywords: Parakmeria; Magnoliaceae; matK gene; phylogeny

* School of Life Sciences, Zhongshan University . Guangzhou 510275, . China



