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A Taxonomic Study of the Genus Spirogyra (Zygnematales,
Chlorophyta) in Korea
Jee-Hwan Kim', Young Hwan K1m In Kyu Lee’

PCSchool of Life Sczence Chungbuk National University,
Cheongju 361-763; “School of Biological Science, Seoul
National University, Seoul 151-742

A taxonomic study of the genus Spirogyra(Chlorophyta)
were investigated to clarify their taxonomic limit and the
variation range among species on the basis of comparative
morphological, cytological and the numericalanalyses by
unialgal cultures and fields samples collected from various
freshwater habitats in Korea. 25 characters selected on
morphological feature of the species were examined on 568
individuals for morphological comparisons and numerical
analyses. Most characters showed a broad variation within
species of which ranges were overlapped among taxa. In
principal component analysis, width and length of vegetative
cell, shape of septum, chloroplast number, width and length
of female gametangium, size and shape of zygospore, and
cell wall ornamentation of the spore showed a comparatively
high vector. As a result, a total of 14 species and 1 variety
including 1 new species and 11 unrecorded species in Korea
were identified in this study. The number of chromosomes of
Korean Spirogyras ranged from n=12 in S. varians to n=38
in S. dgfricana.

Phylogenetic Analysis of the Genus Polygonatum (Liliaceae)
in Korea Based on Nuclear Ribosomal DNA ITS Region
Sequences

Sun Ha Yoon', Eui Soo Yoon®

Kongju Universty, Kongju

Department of Life Science,

314-701

The phylogenetic analysis of 12 taxa of Genus Polygonatum
distributed in korea were carried out by comparing their
nucleotide sequences spacer(ITS) of nuclear ribosomal DNA.
The lengh of the ITS1 and ITS2 regions varied from 138 to
243 bp and from 160 to 226bp, respectively. The 58S coding
region was 156 bp long. The G+C contents of ITS1 ranged
from 48.6 to 75.2% and ITSZ2 ranged from 50.0 to 80.2%. The
pairwise distance between P. stenophyllum and P. sibiricum
was 0.0044 showing the lowest value among any other pairs.
On the other hand, the pairwise distance between P.
thumbergii and P. robustum, P. stenophyllum was 0.1106
showing the highest value among any other pair. This
results showed that ITS sequence ahalysis was a useful tool
for elucidating phylogenetic relationship.

Phylogeny of a New Candidate of Griffithsia from Korea
Based on Morphologlcal and Molecular vadences

Eun Chan Yang Sang Hee Lee Sung Min Boo®
Department of Biology, Chungnam National University,
Daejon 305-764

A new candidate of Griffithsia from Korea was investigated
by means of morphology and multigene analysis. Samples of
the new candidate were taken from six locations: Chaguido,
Gangjeong, and Moonseom in Jejudo, Geojedo and Wando on
the South Coast, and Gampo on the East Coast. The new
candidate is distinguished by having one carpogonial branch
and very small thalli (=05 cm), although it is similar to G.
Jjaponica and G. okiensis from Japan. Plastid protein—-encoded
psaA, psbA, and rbcL gene sequences were determined for
nine Griffithsia including four different samples (Gampo,
Geojedo, Moonseom, and Wando) of the new candidate and
eight putative relatives, containing samples from the type
locality of G. japonica and G. okiensis. All four samples of
the new candidate were identical in the three plastid genes.
However, the three coding gene sequences of the new taxon
were different enough to warrant its natural entity. Trees
from individual and concatenated data showed that the new
taxon was more closely related to G. okiensis than to G.
Jjaponica and these three taxa were monophyletic. Our results
are in accordance with reproductive morphology that
tetrasporangia of the former group are naked or surrounded
by involucres produced directly from axial cell, while
tetrasporangia of the latter group are protected by involucres
produced from stalk cells of tetrasporangial fascicles.
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