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—=2 7 LIRS, NELE 7 C Kb 123 FEEE % Hll - 72 S.cerevisiae Hi2k RAT (AC123-yRAT) 73,
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Using the proteins from M.musculus (mRAT) and from S.cerevisiae RAT (yRAT), it has been directly
proved that a eucaryotic homolog of E. coli tRNA acetyltransferase TmcA (RAT) has the activity of
transferring the acetyl group to the specific site of 18S rRNA. It has also been proved that these proteins
have the ATPase activity. As a result of crystallization screening, we found that the crystals of RAT from
S.cerevisiae of which C-terminal 123 residues are truncated (deltaC123-yRAT) diffract X-rays to 9 A
resolution at BL32XU, SPring-8.
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