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Detection of Viral Diseases Causing Calf Diarrhea
in Korea
Geum-Ki Lim

Veterinary Medical Research Center, College of Veterinary
Medicine, Chonnam Natonal University

To evaluate the enteric viruses mvolved m calf darrhea m
Korea, RT-PCR with primer paus specific to each groups A,
B and C bovine rotaviruses (BRV), bovine coronavirus
(BCoV), bovme viral diarthea virus (BVDV), bovine torovirus
(BToV), bovine sapovirus (BSaV), and bovine norovirus
(BNoV), respectively, was performed with 153 diartherc calf
fecal samples from 92 farms Group A BRV was
predommantly detected (54/92 farms) m the diarrheic fecal
samples BCoV (25/92), BVDV (24/92), BSaV (22/92),
BNoV (15/92), BToV (11/92), group C rotavirus (10/92) and
group B rotavirus (6/95) m order were also detected m the
drarrheic fecal samples Of calf farms with darthea, 132 fecal
samples from 84 farms were posttive for at least one of each
virus. Among calf farms positive for each enteric virus, 36
farms were infected with only one virus of them. From these
results, calf diarthea mn Korea was caused mamly by enteric
viruses and conswderable numbers of 1t was concurrently
mfected, leadmg the difficulty of vaccme or medical treat-
ments.
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Molecular Characterization of HE, M, and E
Genes of Winter Dysentery Bovine Coronavirus
Circulated in Korea During 2002-2003

Chin-Koo Ko

Veterinary Medical Research Center, College of Veterinary
Medicine, Chonnam National University

We analyzed the hemagglutinm/esterase (HE) protem, the
transmembrane (M) protein and the small membrane (E)
protemn to charactenize ten winter dysentery (WD) bovmne
coronavirus (BCoV) circulated m Korea during 2002-2003
and compared the nucleotide and deduced ammo acd
sequences with the other known BCoV. Phylogenetic analysis
indrcated that the HE gene among BCoV could be divided mto
three groups The first group included only respiratory bovine
coronavirus (RBCV), while the second group contamed calf
cdrarrhea BCoV, RBCV, WD and enteric bovine coronavirus
(EBCV), respectively. The third group possessed only all
Korean WD strams which were more homologous to each
other and were sharply distmet from the other known BCoV,
suggesting Korean WD strams had evolutionary distinct
pathway In contrast, the relative conservation of the M and E
protems of BCoV including Korean WD stramns and the other
coronaviruses suggested that structural constrants on these
protems are ngtd, resulting m more himuted evolution of these
protems
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Sterile Phenotype in Sumoylation-defective
mutants of Aspergillus nidulans was Recovered
by Overexpression of the GATA factor NsdD.
Nak-Jung Kwon', Jeong-Hwa Park, and Suhn-Kee Chae
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SUMO modifies protem function mn vanous ways when
attached to lysine residues of the target protems. The enzymes
involved m the sumoylation process are conserved and all
components were 1dentified m a filamentous fungus
Aspergillus nidulans The sumO and ubcN genes, encodmg
homologs of SUMO and Ubc9, respectively, were cloned.
Deletion mutants of sumO and ubeN were not lethal. Mycelial
growth was not much affected but comdiation was hardly
occurred m both null mutants. AsumO and AubeN exhubited
high sensitivities to various mutagens compared to those for
wild-type. Interestingly, cleistothecum, frmt body of A
nidulans, was never found in various growth conditions, while
Hulle cells were produced in AsumO and dubcN  These
results suggested that sumoylation process 1s required for
proper differentiation as well as DNA repair of A. nidulans
The comdia production was also not enhanced even m
asexual-driven conditions. Over-expression of NsdD, which is
the GATA type transcription activator of sexual differenti-
aton, m AsumnO mutant forced to produce clestothecia as
many as m wild type, although the diameter of cleistothecia 1s
smaller than wild type. [Supported by KOSEF]
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Isolation and Genetic Analysis of Rapamycin-
sensitive mutants in Aspergillus nidulans.

Cheol Sohn’, Jee-Won Lee, Mee-Jeong Cha, Nak-Jung Kwon,
Kap-Hoon Han, and Suhn-Kee Chae
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The Target of Rapamycm (TOR) signahing 1s an mmportant
conserved signaling pathway whuich 1s mhibited by rapamycm.
To wdentify related genes m the TOR pathway of a model
filamentous fungus Aspergillus mdulans, UV mutagenesis
was performed and many mutants having rapA-F mutations,
which showed rapamycin sensitive phenotype, were 1solated
All mutants showed no additional sensitivity agawnst various
mutagens other than rapamycin, except rapA and rapE that
showed cyclohexarude resistancy Among them, rapA and
rapB was chosen for further characterization In A. nidulans, 1t
has been known that the mutants having the ActAl allele,
ongmnally 1solated as actidion (cycloheximude) resistant pheno-
type, showed rapamycm sensitive phenotype, suggest-ing that
the ActAl or genetically lmked unknown mutation, named
rapAl, mught be responsible for the rapamycm sensitivity To
dentify these mutations, genomic Iibrary was introduced 1nto
rapA” and rapB” mutant and rapamycin resistant transformants
were obtamed. Sequencmg analysis and further charactenza-
tion of the mutants are m progress

[Supported by KRF]
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