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Transcription of rDNA by RNA polymerase I in Saccharomyces cerevisiae
requires four factors, i.e., core factor, Rrn3p, TATA binding protein, and
upstream activation factor (UAF) complex in addition to Pol I. RRNI0
gene, one of the UAF complex subunits, is indispensable to promote high
level of transcription of rRNA gene. Although the 4710 disruptant is
viable, this mutant shows severe slow growth due to the decreased level of
rRNA synthesis. To breed strain with increased amount of RNA content,
we previously isolated seven suppressors which restored normal growth
phenotype to the 4rn10 disruptant. RNA content of suppressors (4110
SUP) was 20-50% higher level than that of the 4rmi0 disruptant. In this
study, we examined the possibility whether these suppressor mutations
lead to further increased rRNA content when RRN10 was introduced. We
found that suppressors with RRNI0* showed 1.3-2.0 fold higher RNA
content compared to wild-type strain, suggesting that this approach with
suppressor of the rRNA transcription defective mutant is effective for
breeding strain with increased amount of RNA.
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