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Recently, Gardner et al. identified 17 amino acid sequence in SIR1 {(Silent Information Regulator

1) protein, which is essential for interaction with Orelp(Origin Recognition Complex 1p)¥ . By

searching proteins which contain homologous sequence to this 17 amino acid sequence, YMLOZ23c

was identified. YML023c¢ is one of orphan genes of Saccharomyces cerevisiae.

Gene disruption of

YMLO023c revealed that YML023c was an essential gene for ceil viability. Temperature sensitive

(ts) mutant allele of YMLG23¢ was isolated by mutagenic PCR and plasmid shuffling. Interestingly,

this ts mutant arrested within S phase at nonpermissive temperature. Furthermore, the ts mutant

was sensitive to 200mM HU and 0.02% MMS even at permissive temperature, suggesting its role in

DNA replication, DNA repair, or cell cycle checkpoint.
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Fig.1 Amine acid sequence of YMLOZ3e.
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Fig.2 Tetrad analysis of YML023¢ disruptant.
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Fig.3 A microcolony of the disrupted haploid.

Kic, ®EFOz -2 v 72T, URAZE=— 01—
KO F5 A3 F YCplac33icMARALE, TOTTAI
FEWEHEAFICHERRL, RTERENRFITEITo
Too TODRTEMITLAETA, 34£1% (2., B
FU4E (D) EvI)FHKCE -/ (Fig. 4)o SHED
1124, G418 MHE L 5-FOAM A< ZA, 2
P2 RAEELCB Y, BMEFERES 1 FEERIETRT
T5AI FEKERIIETLTWwAZERS, Zu—=r ¥
BRT: YMLOZ3c |2k » TRETFHREHEI EHI AT
ATEEWIELS, SOTTAI FIREMCEFTTS 1K
AR E ROBERTHERM sH) OPBERICHV,

Fig.4 Tetrad analysis of transformant of YMLO23c

disruptant.
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Fig.5 Temperature sensitive (ts) mutant allele of
YMLO23e.
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Fig.6 Sensitivity to 200mM HU arnd 0.02% MMS of a

ts mutant T54 at 32°C, a permissive temperature.
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Fig.7 Growth of T54 at 37°C, nonpermissive

temperature.
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Fig.8 Cell cycle progression of T54 at 37TC.
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Fig.9 Synchronous growth of G 1 arrested TH4 at 37C.
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Fig.10 Cell cycle progression of G1 arrested TH at
37C.
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