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Studies on PCNA loading onto newly synthesized leading DNA by Ctf18-RFC/Pole
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This research aimed to study the mechanism to load PCNA on leading- and
lagging-strands coordinately during replication in eukaryotes. 1 have studied the interaction
between the second PCNA loader Ctf18-RFC and the leading strand DNA polymerase Pol € . | elucidated
that Ctf18-RFC actively loads PCNA only when it complexes with DNA polymerase € . Furthermore, these

two complexes together exhibit a stable DNA synthesis through a cycle of [DNA synthesis by Pol ¢
PCNA] -> [Stalling of the DNA synthesis] -> [PCNA loading by Ctf18-RFC] -> [Restart of DNA
synthesis by Pol ¢ PCNA Ctfl8-RFC]. This result indicated that Ctfl18-RFC is involved in the
leading-strand DNA polymerase complex and actively loads PCNA on the leading strands. Considering
the role of RFC for loading of PCNA on the lagging strands, RFC and Ctf18-RFC will coordinate PCNA
loading on both strands and play a role to distinguish DNA polymerases for syntheses of the two DNA
strands.
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BRT 3 — 27 TR —F 4 78, TX 78 E VS IO TERNEITT 5,
BREAEW DY T 7 PCNA 1L DNA KU A7 —EOMBIA T T, DNA & Okt
(processivity) % EF CIEFMEEZIEMET D, PCNA 1377 A ~—3"KiislZ RFC v — ¥ —# &
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2006) . Z DT, HEA% GBI 0B S AL D EILE LD DNA OEMmZRET H ¥ —
TL—Y—Tbh b, L7zh>TPCNA OF 4 DNA _E~OEED, BMIZ Y —F ¢ > 78,
TXVTHOBOR Y DIERIRTH D L1352 b, EEICH IR A - 725 DNA
£® PCNA OELEIZ, V—T 4 ZTH#HIZXH LTI XU Z#HMI2:1 OlE72 D (Yu et al,
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ZLIXHDIBREHHATE S, LML ETRLEERE DNA 7ot v o ZRIGD RS T
&% PCNA ORLE & LT, RREIRZR U —7 ¢ 78 DNA il ~DLEE I TN EA R T
HD, FEEEIZ, B DNA #hl~—DI—L LT, V=T T8, 7F 2 TH~DBE
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T4 T, T X TETITRFRA L PCNA 255 [R5 ne L T O PCNA DORLIE &
WAHRANIT > TV D Z ENAHEICHATE 5,
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