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Systematic significance of seed
morphology in tribe Hyoscyameae
(Solanaceae): An interpretation of
homology

Jin-Hyub Paik’ and Suk-Pyo Hong
Laboratory of Plant Systematics, Department of
Biology, Kyung Hee University, Seoul 130-701,
Korea

The Seed micromorphological  studies
including anatomy of seven genera in the
tribe Hyoscyameae (Scopolia Jacq,,
Anisodus Link et Otto, Atropanthe Pascher,
Przewalskia Maxim., Atropa L,
Hyoscyamus L., Mandragora L., except
Physochlaina G. Don.) were carried out
using the SEM (including an enzyme
etching pre-treatment) and LM.
Characteristics of the seeds and their
surface cells between/among the
investigated taxa are described and
compared. In general, the seeds are
reniform/subreniform, rectangular or
circular in outline and 2.0-54mm long in
sizez The seed-coat ornamentation is
basically reticulate/ruglo-reticulate, and the
lumen i1s 250-445 X 130-400mm in size.
Three patterns of the external seed testa
can be recognized: 1. The cell walls of the
spermoderm are straight (in Scopolia s. str.
and Atropanthe), 2. sinuate (in Anisodus
and Przewalskia), or 3. semi sinuate (in
Atropa, Mandragora and Hyoscyamus). The
seed testa is usually 120-180um, but rarely
up to 400um (in Atropanthe) in thickness.
On the baisis of anatomical data of studied
taxa can be distingushied into six groups.
The results are compared with the earlier
postulated phylogenies of these taxa in the
tribe Hyoscyameae, and the possible
transformation of seed characters is also
briefly discussed.
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LYl Phylogentic Relationship among
several Genera of Dictyotaceae
(Dictyotales) based on 18S rRNA and
Partial rbcL Gene Sequences

Wook Jae Lee and Kyung Sook Bae
Korean Collection for Type Cultures, Korea
Research Institute of Bioscience & Biotechnology

The partial sequences of the rbcl. gene,
RuBisCo spacer region and the 18S rRNA
gene of representatives of the Dictyotaceae
were determined and compared to determine
their phylogenetic relationship. The 1861
bases pairs of 185 rDNA sequences were
aligned and examined. The aligned 422
bases of partial rbcL gene sequences give
similar phylogenetic relationship among taxa
as the 18S rDNA sequences. The genera of
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tribe Dictyoteae formed two clades,and
genera of tribe Zonarieae formed three
clades. All genera of Dictyotaceae included
in this sequences analyses are classified
into five groups, which have a little

resolution in  phylogenetic  relationship
among them. Especially the genera
classified into tribe Zonarieae in

Womersley’s  criteria  should not be
monophyletic based on these analyses. We
conclude that the status of apical meristem
cell should not be criteria for tribe in the
family Dictyotaceae and other hierarchy
system should be adopted for reflection of
phylogenetic relationship.
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[VIiX A Phylogenetic Analysis of
Typha Using Nuclear rDNA ITS
Sequences and CpDNA Restriction
Site

Chang Kyun Kim' and Hong-Keun Choi
Division of Natural Sciences, Ajou University,
Suwon 442-749

A phylogenetic analysis of Typha was
performed using ITS sequences and
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