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Influence of a mutation Gly193 to Arg in BRCT region of Revl
protein on translesion DNA synthesis of abasic sites in yeast
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Abstract: Revlp in yeast is essential for the translesion DNA synthesis of abasic sites. The protein has
two domains, BRCT and Y-family polymerase. We have analyzed the mutagenic specificity of abasic
sites, a natural abasic site and its tetrahydrofuran analog, using the yeast oligonucleotide
transformation assay. Previously we showed that the lack of the BRCT domain reduced efficiencies of
translesion synthesis at abasic sites, but that substantial translesion synthesis took place. In the present
study, we have studied the influence of a mutation of Gly193 to Arg in the BRCT domain. The
mutation reduced efficiencies of translesion synthesis through both abasic sites. The efficiency of
nucleotide incorporation opposite a natural abasic site was affected and the incorporation of cytosine
reduced to 25% from 63%. On the other hand, the efficiency opposite tetrahydrofuan was not affected.
Gly193 residue in BRCT domain may be important, but dispensable for translesion synthesis.
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Oligo-W 100 (3164) 100 (1972)
Oligo- U 8.1 + 2.2 3.2 + 1.9
Oligo- O 8.6 + 2.4 3.6 = 1.3
Oligo-F 6.2 + 4.9 1.6 + 0.5
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