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Analysis of stability control of intracellular circadian clock by cyanobacterial
clock protein KaiC complex.
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The candidate proteins contained in the subjective day and night were
detected by mass spectrometry. The protease protein CIpP1, which is already known to long period
phenotype by deletion mutant, was also obtained as a candidate for complexed with KaiC. In vitro
immunoprecipitation was performed to confirm direct binding of candidate factor protein to KaiC.
Furthermore, as a result of investigating the effect of the circadian rhythm on disrupted or
overexpressed mutants of these candidate, The rhythm period and phase were slightly effected of the
factors participate in protein quality and transport such as trigger factor and SecA, and
participate in chemotaxis.
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HEH R & 1%, HiERO AERIC L 9 BRI T A 720, ik FDIE & A ETXTOEYN
BH L CWAAEMBRARTHD, V7 /7T ) 7 TN DA R B2 5 =
DD VIERFHBIE T kaiA, kaiB, kaiC3RE S 41, KaiA, KaiB, KaiC SFEOFREHEIC LY |
invitro T® KaiC UV E{b D 24 BERE RSN 2 A8k 5 (Nakajima, imai et al., Science.
308.414-5, 2005)

Lol TR L ~LClE, EOREICRE: 24 FEIEEN 24 L TV A0 2 ) &0 5
R STV, IFEHE - DL EREE ) B O FFRE#R 2 Tlcy 7 /"o T UV 7 Tlik, 7/
LORHE, EHEORTE, HABRIENE, MR gateing, EREER L, a2 AHBE R %
WMAFIEL CW5, £, RHEEFHEZEDIZIEECOEEB O o —X —EM)N KaiC @
AR EHAE 2 N LR ERER 7 — Ry Z ICHIBE S, E A OB B2 0 K+
(Nakahira et al., PNAS101,881-885,2004), & 5|2, KaiC ZHEE LM AER L, KaiC 25
TSRO R Z X135 300kD 725 600k D ~ & FEEUEERIICZEL L TR Y . KaiC EEIRDK:
WHRAERI 2R RE D LAV R S TV 5 (Kageyama et al.,JBC 278 (4)2388-95 2006), KaiC
% KaiA, KaiB 72 & & RERURAFROICA BEAEA T2 23, ARV A X0 ORAOR L& ENT
WDEINRIBEIN TS, FEEFIICE(LT 2B A RO, HAEREEKRT 2R 1, #Ed
IZ L DBEERY Vb7 EOFRGEMNES L WD LB BND, AT, e T
F— LTI LV . KaiC HAERDORERIK -2 E L, T OBEEMRITZ1T> Z £12k v KaiC ®
BRI IE/NC X A B B3 02 EMED HIERE 2B S\ Liznw e B 2 7,
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24 W] &V O LAY R O VIREN A 1 2 R 3D 2 S22 B3R 0 —OIC KaiC & HE & O ) e RE)
WD, Frald, T ETIC KaiC OB - S fEEE OB H BN KaiC & & FmA AT
9 2 & T B RE JE IR OMERF 21T O LR L7z (Imal et al,. JBC 279, 36534-39,
2004), Fiz. in vitro DR ZRIM LT fHEIEREEZMESL L, LD BR(E KaiC Doy fifis
FER &0 s < MfashHE I KaiC Z BRI 5 2 5 ORFBFET 2 F 2R LT

(RFEFE) . KaiC (IR RHRAFRI D RTEVEDS & 2 F0 b | D OFFRERIE (U Bk, EE
IRk, HIEA L) (X ZEMEZZ(LSE, ERE 2 ICTETT 2B 5 2 F R S
N2, ReHERAFINC Y A X932 T % KaiC A RO Tzl 5123 & T o A
REMEDRH D, 206 OFMIKTC X 2HRERIGIE ~DREE-23, 24 WO ERY 72 Keit il 2 7 =
A LDIRINIEN D Z L i LT\ D,
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(1) KaiCHAKEZ#KT 2 EHE % LC-MS/MS % 7= &0

KaiC #HEABRICERKENICEEINTVE X v 2B FAIET 5 72912, KaiC-FLAG %o
TN T )T R BB B, TEIIE O KaiC HAE % affinity K554, LC-MS/MS % i
FEEMTICX YV FEEL 72, affinity FFELCIE, A1 X 0 BEHRSEHTEER D I WE R X
NTw3 flag 2 7% 7z, $7-, BREREIEDE & A LR WEFRE S T ic s 13 % KaiC Ak
DORERIR T I oNT Dl L 7=,

)RR F D KaiC & OFEEHED

fEhEy — A 7Y v Fik, KO invitro D fEEEEIC X 0, KaiC S EfMRT 2B EEE ST 5
P EHERL 72,
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[FE SN2 F O B EFFE~D BB A JH 5 282 B s AR EE 2 B K OSBRSS BIRR % 1ERL L.
HENRCHIELEE TV XL Z23EICHE L, i L7,
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FHEE., FBNEOBIT 5 KaiC EEIRORERKE T 25728, FLAG % 7 Z Il L7z KaiC
THIBILRERIE BN 21T o 72, WIS T, Bk SO & S Thulk 2 L=/ 5, o0
2 & DM ZETIG D EDR SRR D o T2y, BRMTRHEAT DGR T30 < D5 bz,
BEICERSET 2 Z e bhoTns 7T 77— ClpP b ZOfric L v G oni=FEns, £
BRIIANTHD EEZEZOND, BERRT Clp 7ur 7 —PHAEbET 16 BIETIZHOW\W T 7 a
—=2 7 &7\, KaiC OEENRES 2R T 272012, BEREY —A 7Y » RES In vitro
IR Z AT o T2, BEREY — A 71 » RIETIE, #EER YRR T & 3" KaiC & DA iR T
XMoo T, FIELEOREE. W 90D Kai CIZEEHA LTV D AJREMEN & 5 & L X 7 B
Bon- (K1),
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HTED, 5% 512 KaiC OFRFREZ I Z I U7 B I OZELFEZ B S M2 L2uy,
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