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Fig. 1. Construction of spSac3 mutants. (A) Schematic diagram
representing construct of spSac3 null allele in S. pombe. Most of
spSac3 open reading frame region was substituted with marker gene,
Kan'. The spSac3 open reading frame is denoted by open boxes and
the introns are shown by shaded boxes. The positions of PCR primers
for confirmation of wild type and null alleles are indicated by
arrowheads. K, Kpnl; E, EcoRl; H, Hindlll; K, Kpnl; N, Notl. (B)
Confirmation of disruption of the spSac3 locus. PCR was performed
with primers denoted in (A), using genomic DNAs from wild type
(WT) and diploid disrupted one of the spSac3 locus (spSac3’/
AspSac3:: kan'). SM represents DNA size markers.
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Fig. 2. Tetrad analysis. Diploid cells disrupted one of the spSac3 locus
were sporulated, and 10 tetrads (lane 1 through 10) were dissected on
YES plate and incubated for 3 days at 28°C.
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Fig. 3. Poly(A)" RNA localization in AspSac3 mutants and wild type
cells. Cells were grown to the mid-log phase in appropriately
supplemented EMM medium in the absence of thiamine (-B1) at 28
°C. Cells were then shifted to EMM medium containing thiamine
(+B1) and grown for 18 hr. Coincident DAPI staining is shown in the
bottom panels.
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ABSTRACT : Construction of spSac3 Null Mutants Defective in mRNA Export
Sook-Hee Kang and Jin Ho Yoon* (Department of Biology, and Institute of Basic Sciences,
Sungshin Women’s University, Seoul 136-742, Korea)

We constructed the null mutants of fission yeast Schizosaccharomyces pombe spSac3 gene that is homologous
to budding yeast Saccharomyces cerevisiae SAC3 involved in mRNA export out of nucleus. Tetrad analysis
showed that the spSac3 is essential for vegetative growth. The spSac3 mutants harboring pREP81X-spSac3
plasmid showed poly(A)" RNA export defect in the presence of thiamine. These results suggest that spSac3 is

also involved in mRNA export from the nucleus.



