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RADES protein is indispensable to generate
mutations in yeast. However, the function of
RAD6 is mostly unknown except its
ubiquitin conjugating (UBC) activity. In

Aspergillus nidulans, lack of mutagen-induced
mutations has been observed in mutants of
two different epistasis groups, Uvsl and
UvsC. To investigate whether the
RAD6-dependent mutation pathway ‘is also
operated in Aspergillus nidulans, we have
been cloned and characterized a Radé
homolog (radB) to find that radB is an allele of
uvs] previously assigned in UvsF group. In
this study, null mutation of wuwvs] was
constructed by targeted gene replacement
and the UBC enzymatic active site mutation,
CB8A was also generated to examine their
effects on mutagenesis. Disruption of uvs]
caused growth retardation on an agar plate
indicating its requirement on normal growth.
Such a phenotype did not exhibited in uwvsJ1
mutant carrying a single point mutation at
58th amino acid histidine. We also found that
uvs]l was a temperature sensitive mutant

showing the same level of
mutagen-sensitivity to wild type at the
permissive temperature 25°C  but

demonstrating high sensitivity at 37°C
similar to uwvs] null mutants. In contrast to
yeast rad6 mutants, uvs] null as well as uvsJ1
mutants exhibited increased UV-induced
mutation frequencies in a system detecting
selenate resistant forward mutations which
selects mainly the defects in the sulphate
permease (sB) gene. Forced over-expression
of UVS]-[C88A] protein in wild type resulted
in the change of colony morphology,
indicating dominant-negative effects of the
mutant protein on cell growth. [This work
was supported by KOSEF (98-0501-005-1)]
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