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Morphological characters were re-examined
for section Maingola and section Alcimandra
which has been considered to be closely
related to the former. In result, section
Alcimandra was combined with section
Maingola because there was no distinctive
character to separate these two sections.
Although section Alcimandra is distinguished
from others in having long stamen to hide
gynoecium, many exceptions are found in
the family. Recent molecular phylogenetic
studies have also demonstrated the close
affinity between sections Maingola and
Alcimandra. Magnolia macklottii complex has
been problematic because some
taxonomically important characters show a
wide range of variation. Principal component
analysis was carried out for the matrix of 52
OTUs X 28 characters. Two varieties,
Magnolia  macklottii var. macklottii and
Magnolia  macklottii  var. maingayi, were
recognized in the complex mainly by the
presence/absence of hairs in fruits. Leaf
shape and hairs in twig appeared to be
variable. Therefore, six species including five
varieties were recognized in section Maingola.
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Phylogeny of the Berberidaceae
Based on ndhF Gene Sequence Data

Young-Dong Kim', Sung-Hee Kim' and
Robert K. Jansen?
Dept. of Biology, Hallym University, Chunchon
200-702"; Division of Integrative Biology,
University of Texas at Austin, Austin TX 787122

A molecular phylogeny of the
Berberidaceae was reconstructed using the
ndhF gene sequences from 22 taxa
representing 17 ingroup genera and five
outgroups. All of the phylogenetic trees
generated by maximum parsimony, distance
and  maximum  likelihood  method
unanimously recongnized monophyly of
four base chromosomal groups (i.e., X=10,

X=8, X=7, and X=6). Among the
chromosomal group the X=10 (Nandina) and
X=8 (Caulophyllum, Leontice, and
Gymnospermium) group formed a very strong
clade, but the phylogenetic position of the
X=7 (Berberis, Mahonia, and Ranzania) group
was not fixed. The largest chromosomal
group, the X=6 group consisted of five
distintive clades; (1) Jeffersonia  and
Plagiorhegma, (2) Achlys, (3) Bongardia, (4)
Epimedium and Vancouveria, (5) Podophyllum,
Sinopodophyllum, Dysosma, and Diphylleia.
Except the basal position of the Jeffersonia
clade, the phylogenetic relationship among
the rest clades was unresolved. More data are
in need to clarify the phylogenetic position of
the X=7 group and evolutinary relationships
among the four clades within the X=6 group.
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Phylogeny and Relationships
between Asian and Australian
Indigofera (Leguminosae) Based on
Nuclear Ribosomal DNA ITS
Sequences

Joo-Hwan Kim"', Brian Schrire?,
Byoung-Hee Choi® and Mark Chase?
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The internal transcribed spacer (ITS)
regions of 18-26S nuclear ribosomal DNA
was sequenced to address the phylogenetic
relationships and to measure the extent of
differentiation among eighteen Indigofera
species from Asia and Australia. ITS1 had
230-240 base pairs long while ITS2 had
210-215 bp long. The 5.85 rRNA coding gene
was 161 bp long. Sequence divergences
calculated by Kimura's two parameter
method among species ranged from 0.3 to
12.5%. Six most parsimonious tree were
produced from sixty five phylogenetic
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informative nucleotide sites, which had a
consistency index of 0.80 and a retention
index of 0.75 with 242 tree length. And
bootstrap and Jacknife analyses was
performed to confirm its phylogenetic
strength. ITS sequence data suggested that
Australian species were diverged from SE
Asian species. The bootstrap analysis showed
strong monophyletic relationships among
genus Indigofera comparing with the most
related genera.
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A Genealogical Pattern of Ginkgo
biloba L. on the Base of RAPD
Analysis in Korea

Young-Rok Park’ and Hong-Keun Choi
Department of Biological Sciences, College of
Natural Sciences, Ajou University, Suwon 442-749

Ginkgo biloba L. has been cultivated for
their conservative values and economic
importances. This study was intended to
reveal their regional and genealogical
relationships, and to find genetic markers by
using Random Amplified Polymorphic
DNA(RAPD). We have collected seventy six
plants of Ginkgo older than at least 200 years.
Among them, forty four plants were
compared for their genetic characteristics. On
the base of the RAPD analysis, we expect to
trace the genealogy of Ginkgo which has
been planted during last one thousand three
hundred years in Korea. Although we have
not found out any specific marker yet, the
phenogram of RAPD pattern of Korean
Ginkgo was constructed by UPGMA and
neighbour-joining methods.
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Cuticle Micromorphology of Leaves
on the Genus Fagus L. (Fagaceae)

and lts Taxanomic Implications
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Gynodioecy in Lycopus lucidus Turcz.
(Lamiaceas) in Korea: A Confirmation for
the Gender Dimorphism Based Mainly on

Floral Morphology
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