BRI SvV NI A —LDEE DS VIRSYAIC KD ERRE

: S . JO0SLHNDANERTOTS A
rg >} \03000J ‘/::7 I\J & rg—b"‘/ I\g DL\T,fEJb\%D Dj——-b\cl:_g(:(j: _/[A\F,'—_F'i TR 1 9EE (FyvoAD) T2 0FE TR 2 16

o o W s — \
\/} \gﬁﬂjj%J 0 jA (TPRP) J O){lﬂjgl%, ]Q,%%’A ~u—p \ 4+ S A BRI RS 2008 2 A12H (N) 11~188% 20094 1 A15H (K) 10~188% 20103H5H (&) 10~188
< _ﬁ]g (—%45 a— 5 /\_ -;E D, T (/ 5 ) O)b o T o BfEsis SHRER T A — S/ R—JLB 7 SRER T A — S/ R—JLB 5 SFRER T A —S/ R—ILB 5
_ =

= BHYA K =T 095 LORE(+HR) 12D

. FE KE BiR Raymond C. Stevens #i% _ . _
FRREEERT N - - " o (ARSI D4 XX RIERFTFR ;
(BF4 ~bO> bKF) (K[E SCRIPPSHAZLFR) 090G — rULEE =)

*ﬂ"“ SHEOHR TR 1 OEE T2 0 T2 LEE

BRTSY N IA—LZEFERALT. OO nl——py-
A TRIFES NI, (ERIAZEREDRIITR T s soms |2 ) oo s s
MLy OERFEL, TPRPEHET S e,

. AR A-x/ E H / - BN RE ZOf—A% 56 (13%) 109 (21%) 142 (25%)
= j:tE'U' ale . JAN B,
7T /r I\ %%%;EZ%% 7_:_9/\—X 4y _ INFAHREE %;gg*é‘ 8 (2%) 9 (2%) 16 (3%)

Faﬁ -t HHRE & &t 425 527 564

BRE-BIHEE || 5 smes
IS > R—BNYAR ||| —mus

PNl 140 (33%) 166 (31%) 203 (36%)

Ef ?L*i% NAd= 9 (2%) 6 (1%) 10 (2%)

PRYAI N FU=21-7)

B3, KDROTS KODDDOTL | AatiliLh ~N
I | e cH A RXAT 1 —[CHSSRE—BERE, DDy I TRREENDR—IA,
e —— SRR = | 45 EICREHERT —7‘7&?;2%0 INTE IS DB TIN, SEARTMEEENZ TN FE
T e e— weee (v | R ICER D — S —DOFE. REREENA SR CIBROERE,

i T AT 4 &0 RREAI (¥, NaturelS, KEPSI BIMIL, h} HRBERED2EDLIS 2010/10/06 B K j

MED R TR RS :-Eﬁz.‘%‘. gLl EEEIAISEICH | EHERAT AL - LS5 e
AN HEREE TAT T s @wtowes L CEFEG. B TAIOY = DOEBREILAVV-R, — K .

o AL TFHRFERBEDOL
A —tIrY—E) (OB SLbLEA HAICETE REFELRL (BEOIE e
JRTTURRSRE HEITv BHA 2B IRAREEATHATAL

- 3 — o ) i = =

HRBEE T - EO : 2R AR B EeEs ifigEs 7 —<

— : 21355 SEEES AUV DLy R BEELE M ]
R O EE : et o ® "
MRESEEHHA) (5 'ﬂ";ﬁﬁﬁﬁﬂ?j H [l =

I — i

I FFATLDNF-KEF ML

LA BEE FEE - _iRlet v 2 U— —~E#Rs0) AT A - J— —_— e e s N _
- B DR RS 0) 1 F ‘C'\\ é 5 ‘ igg *EZ) :I: Z & l 7‘:-
H _HTPPEISEFD':H-I QNHE-I:' ?IL"I$$|].EHH§EE'§#’DEE o 4 '/ L—— [ L— P x/ c ; O

i aES oS (2010/10/06 IR7E) , B{SE 2 ) 0T 2002 ) —IERIZ IDO—F& 2 )

ATPAEEIRE SR A 222158 e _ i

TH A& PDB(Protein Data BankyT —2 N — A TR SR (7 ST ATEET, I3 fi
EhaFL T IR HT 9~ H21) [ BZAR
V- ATPase 500 BIZEH 9~ H21) J— 5 - BTN IR S AT

: . ¥ = ™ e :

BRI RS W IR E B A (22 ‘ ' (o i @B §.|J DB (CASA ( jt )) z \J ) \v \J F F*ﬁ ( I db)
2 %) S dl - El{#NMR E g ’ Cl: I l J\ ,
JFERERANAIZ L5 Fl R 1 E TR -,;% "SALL '

p [E¥- BYEAO T "l “

Eﬁﬁa!’ﬁl:ﬁljéﬁﬁﬁ?aﬁ . | B eI — _j(J \/@Q@Eﬁl > QN—Z% E]It;\(: *IJI: § %O)ljj LJETE J @gﬁaﬁu (: j‘:l- L/

[AagJ] [3amK] [3aL9] [AKDM]
DO K225 ) E AR

ORI 5 — e e ot PinA2 Type I Rubisco SP4 s ACHlBEERZUNE L. 2B TIREHRZ Cs BCH DRI AT EHEEE TRl Y2413

- complesx mutant _ _ \ _ w - —_ WA
:jf?jl{i;?;;;bzt F707 7 LTRYVHETN TSR AFCE IE700AL & A DB OS5, 2010/10/060F5TC ?;%;mﬁm@m - L/ 7:— 9 N—AC 3_ Qo 1300 E 'fq:i_':' D %/E\IJ Z7|_ 9 T2 i'JZ,%/,H\U%': EE (L_
ST RIS 2 IOIEEN ARENTUET, —BOHY O —F Exce 7 7LNITEENS, YA == A \=E y =
(RBIER: TFATIF 205 f ) 0 1 A1 00092008 B TRRIF ST &) Ve R T B g o ) || R AT ) 3'5)1:% il lla 9%1‘:.517? L CLWET, 'ijng > /AT,

A 1. CEENEC BITTNET, . B7IDE H{EST—ABIEER T,

rr

TETA Ty T G & T U R
L rigftmans 1PIL ZUU— 2T —~BERD0 G, SERMS

= T . . TR
NPP D72l — &) {9 gy EDEYIRTLE L & B EBHILEIFSURTEF g TP
VIV e EEF T Mg‘éf o7 HTILiEE 257 2 & - LORE, SreS0L

e AT ¢ 87—t 77— DB

+ [R& FRREOEZAIM) . a RRERE-REDT - o LT (RS L — ~
FRIER: 2SI A OB TOTL L SOW T TOHR @PGI ® I P |J J ; e SOL
4| TP &tlaz
HRMEEE CET-#BEE (o010 Bang ] [2010:F0 BanH ] \;73;¥Eé~f$ﬁiﬁiﬁi
B8 R L A R e e e e s , L 1e ; =
;jm = s 5{? :;:q’ RO LIICERERS D ,?% g | IS PSR R Vo R e e 9 /} \0 Eﬂj‘b ((_ﬁ fd\91\ﬁ|30)-!j- & S O l /_—_}'E? A@EE7<_C 35 5 . j(ﬂ%é@ \/
R
vl

TNy TP L S &5 g | ;;liii?giﬁifﬁﬁ iiﬁfﬁ%%ﬁ% /]/ I\)(D Y —) I/jg: %'.73/\3‘ dUZ 0E< / \ G) >y 3F{? ﬁ: Mo SIS %

SEIBELF S 2K — k7 —F %.? i

- STLEL cow Bauws OB wnee ™ a 75_’_'{"552 L CUL\E T, %n%ﬂ H"J iﬁ..?é %ﬁ i=30D) 0& B ODT_ INR—ATY,

R 7 = FI EBEE

[20inEa B228 ] [2oinEFa B1iaH ] == 211 _'..»'_f;c:;-_lfi?ﬁ .

D;ﬁ;;ajllf]%:}jjiul TP A 51 —~gxE35H AR R T OS5 L o }DJU (:ﬁ‘/j-\ _Ej >( \/ I\ﬁbuit 171 _tl;%b\_\/ A_“ g/\ ZGIB (ln DDBJ)

(LT £ — i g i)

O£ BB T HH] 9 H21) %y.u.#"h%""” L\éfa_o O) ﬁi%ﬂ:%b\ Eéc%,u\t % 5 CJ: >, (L_ Td\ D

A AR (B B TPERA T4 ViR I TR e Puba & 1L TL wif‘sﬂ L/j_
i = s | —EEETE (I
g A E e A SR 7—1573[] ??ﬁ@uﬂﬂzﬁﬁi@ JRI‘“[;L%E‘JE}T‘@L%[L dﬁi_g'_o a{

FIAEEMEERRES
BRI SR 0 H

FIFuvERTA—L

A Mew Unnatural Base Pair System between Fluorophore and Quencher Base

Analogues for Nucleic Acid—Based Imaging Technology.

...................... ——
Fimoto M, Mitsui T, Yamashige F, Sato A, Yokowama 5, Hirao 1 e -
F'l' L - \ \\\
JAm CGhem Soc, 2010 Oct 12 {{. - -l .
4 9 =
¥
. . . . i
A Time—Resolved Fluorescence Probe for Dipeptidyl Peptidase 4 and Its 'y .
Application in Inhibitor Screening. |
Fawaguchi M, Okabe T, Terai T, Hanaoka K, Kojima H Minegizshi I Magano T. l

ﬁZﬁE’\J:nn@ﬁﬂh&h@lﬁf@% A—-—bT72—-CHFELIET—IXR—-XTY,

Ghemistry. 2010 Oct 11, |

Cysteine—to—serine shuffling using a Saccharomyces cerevisiae expression system ":‘\ . Q ._l 7I- I\ j \“ — (C— F;éﬁbé 9 /} \ _ _b *%Q T\éftl:% s;;FEﬁ t‘\d)tt$§\ E%%ﬁ %E%ﬁ
improjres dp;:f:ein secrt.ation: case of a nonglycosylated mutant of miraculin, a “"-..‘:: -._..:") O) t \J 7 JZaS \J jfd\ t 7_ < é/\j@g%b\b$ﬁm 3“7_ > g/\\_z (:Td: >, C (/ \ a~ 9. o

Ito K, Sugawmara T, Koizumi &, Makajima KI Shimizu-lbuka & Shiroizhi M, A=zada H, Yuruegi-Kobavazhi T, Shimamura T, Azakura
T, Mizaka T, Imata 5, Kobavashi T, Abe K.

[TIry) Iy’
: 0009 0009,
Biotechnol Lett. 2010 Oct 9. s AUTOPHAGY DATABASE s AUTOPHAGY DATABASE
—) ) — )
9:‘} j' {/‘7 _ a1 ‘—R 'j j_ wr a‘—- — ﬁi E.E)D :. TOP Overview New Refs Proteinlist Homologs Keyword Search Homology Search Original Analyses Help TPRP :. TOP Overview New Refs Proteinlist Homologs Keyword Search Homelogy Search Original Analyses Help TPRP
The Autophagy DB provides digestible information free-for-all < The Autophagy DB provides digestible information free-for-all
-
= - -~ = — - = 4y P topha ublished on the past da <y List of proteins that probably bind phosphatidylinositol 3-phosphate [PI3P]
=1 Papers on autophagy p P y =1 P P y P P y P P
A —H —AAEORA—1 OB E I GE T2 T4 G ORIk 7|- I\ \“
- - e o N o) et " M : my favorite version of refs page J Selectan organism:
TAFETE— BRI~ oY I F TR — U e — s L THFEELE SR A MT £ HEFBUT IR L & Tavh s j — X L oo saprens ()
HROE L —AFR. ZUED AT =L TR 2B ENEFR BT Science) . . . ' Get information on:
. . 1: Beclin 1 complex in autophagy and Alzheimer disease. u e \ E :
October 15, 201 0 Science Mews of the Week B 201 0 4445 Soience Jaeger PA, Wyss-Coray T. Synonyms [ Gene name [# Gene ID [ Pratein Gl ] Protein Accession [ Description | CASA db
- = . - = . Arch. Neurol. 2010 Oct
TI/EE - AF o OBEEEDEa{bERAL PUBNeg 1D 20078 e b L) (sslsial
+ = “n— - W - — P - - r—— - ER . = — Beclin 1 is a protein involved in the regulation of autephagy and has been shown to be reduced in patients with Alzheimer disease
%n ea Ll i ) ./ﬁ' R ATFLAEAFIV D AT KE':D ?j] %' Et AT mﬁt I]:HE[: h%? ﬁ%?‘d T=! %n E':D =] ﬁ ,.i?f?ﬁl]ﬁ | This review summarizes the current research data that link disturbances in autophagy. a cellular degradation and maintenance f <
Seience) | pathway, to the development of Aizheimerdis .. Passible PI3P-binding proteins in Homo sapiens (human)
. . . more
Dictober 14, 200 OChemical & Engineating Mews @ 2010 ADS ) GTOP ID SYMBOL SYNONYMS GENE NAME GenelD cl PROTEIN ACC DESCRIPTION
NOT EVALUATED YET Evaluate this article” highest «— m m n
O brar) =1 . R . . zinc finger, FYVE domain canan o - e zine finger, FYVE domain
EI’:!:_IE_I ET:J‘I_.E Ei{t?—%} é ENSPO0000216502 | ZFYVE2 MEC2330 containing 21 79038 13129054 | NP O76076.1 containing 21
) A, f 3| A — — —? H[= = ¥ .. S e = H H 2: p53-dependent regulation of autophagy protein LC3 supports cancer cell survival under prolonged starvation. ENSP00000222990 | SNXE Mvp sorting nexin 8 20886 23043858 | NP 0374531 sorting nexin 8
HFTE=OEEEFRFONIRT I " RSO IR IHELTEFILS20 Y Geience Tranzlational ENSPD0000222990
. . . Scherz-Shouval R, Weidberg H, Gonen C, Wilder 5, Elazar Z, Oren M. \ W ENSP00000222990 | SHX8 sorting nexin 8 416468 118007779 | XP_414774 2 sorting nexin 8
Medicine & Scientometric S:' Proceedings of the MNational Academy of Sciences of the United States of America 2010 Oct
BUbLled D 20057555 / \ J / ENSP00000222000 | SMX8 479767 73058100 |XP 535805 2 sorting nexin 8

October 13, 201 DMature Mews, @ 2010 NP ENSP00000222000 | SHixe MGC137301 Sorting nexin-8 514344 |114052240 | NP 001039996 1 | sorting nexin &

! The p53 tumor suppressor is mutated in a high percentage of human tumors. However, many other tumors retain wild-type (wt) p53

it = — p I:I:Fﬂ .‘—‘GﬁH;J_._QjE expression, raising the intriguing possibility that they actually benefit from it. Recent studies imply a role for p53 in regulation of : I ﬁ _ ‘ ENSPDO000222000 | SNxE 508347 100065542 | XP_001086203 1 | sorting nexin &
J"I'-lz_(_ f"—’r‘— H m | j‘t” | autophagy. a catabolic pathway by whi : — / Q' ‘|:| D /
4 \

s — L | e e s ENSP00000230085 1 | SHx3 421772 |57530297 |NP 0010054061 | sorting nexin 3
PEEE B F0 S B A S B DR F BT D H RIS E W R R ChEERLLTING _ fnore ~ o o ﬁ’— ENSP00000230085 1 | SNX3 Sorting nexin-3 528265 | 119331196 | NP 0010732461 | sorting nexin 3
October &, 200 0 Soience Mews of the Week @ 2010 At Scencs NOT EVALUATED YET Evaluate this article: highest — @ @ II] 9 /} \/- 7 E O) — =1 ENSPO0000230085 1 | SNx3 513007 73973073 | XP 855008.1 sorting nexin 3
- = p— PPy —
= el — B wh T Ey=sa e R prp Ko gt
JI':F JR[ITE-%—EPE’J b:ﬂﬁﬂmﬂ J;"J ]EEJE?'\:"%HJTL ‘%}h - *J‘%%[IE‘DTAL LI 3: Nbr1 is a novel inhibitor of ligand-mediated RTK degradation. |‘ $ I \\\ ENSPO0000230085 1 | SHX3 700089 ! ] 75 :P - ogjal: sorting nexin 3
e i B S i Mardakheh FK., Auciello G, Daffom TR, Rappaport JZ. Heath JK. E P F j_) L To00Ta1e | ¥
EEIC T P RSN TL s M E e T DY T PIC MY S BN EHO B L ST fardaiteh K. el G, Daom T ( =] A= |
October &, 20 0 Scence Insider® 20 0 AMLS Soiencs PUDMed D 200 77T ENSPO0000230085.1 | SNX3 GRO19 Sorting nexin-3 854530 8324033 | NP 0130021 Snx3p
T SmA—2Mbes ~

Copyright @ Targeted Proteins Research Program All Rights Reserved.

2> 1K713000RROREL

5> )N0300048EF v+ S U —DEREIEZEIE LU T,
S (CMISNIZPDBURX FORELZITWE U,

H 52300088 F 05—

=88 {L&YHEBEERDB (PCl) 20105582368

Protein-Compound Interaction database

’JTCMJ// \DE-{tEMOHEBERBHRZENL. MREBN S (CERITDBIRZIR
%‘C‘%% —AINR—RTY, I2I\TEALEY, (LEN—->F > )\ TEDOMmH DR
v earmens Protein Search MNejge ¢ 9., IRTE(EDrugBank, Comparative Toxicogenomics Database(CTD),
e Jcoa cearch PubChem BioAssay®DF —AZINEkL TCTWET, S REFT—FZ=S5(CHLERL

| AL Gene Symbel, Protein Mame, UniProt accession, EntrezGens 1D

s 0 GBI, RECH, erdligsieeiing coers s, BEIO0T, 55 TuLi< %}'_:E_C 9,
QQ#’(”?' I—e&31 99@0 —& )\ TEOE R
6$°CEthfJ‘ \"’ Compound Search

I Gene Symbol  [$ Data table download (T5W?
searchl

A A —» with hyperlink
DrugBank ID, CTD Chemical ID, PubCherm Compourd ID SeCLLLR fic S37ine s without Tomerink
&x) DBO30GS, CO0B131, 100016

I Protein—Compound Interaction

D osisEm e |
| BemmEE (153 |
RS EE
v (78} |

Cell division protein kinass 7

CDE—activating kinase
CAK
CARA

TFIIH basal transcrigtion factor complex kinase subunit

— LB EE

MRRAEER (L
Ao>Od—R
EI-ERGE)

I Protein Search Synonyms

Carassius  Cell division protein kinase 7
cdk? o o ) Fa31953
auratus 40 kDa protein kinase; P40 h015; CDC2/COK2 d-activating kinase; mol1a;

39 kDa protein kinase
pad Mo13

=TEA

hAD1S

Dictyostelium Cell division protein kinase 7 UniProt ID Pa0§13

cok? o L PS4685 8625277 G D s
discoideum CDR-activating kinase; CAK; M313 homolog; edcC, cdel, mol3; -Z aene

TDOFEE. 20104FE8H H#,\\\‘C‘%U’éﬂl36751EI(JdDc: L7z,
REF v S —DILFTAEESZTD CLET,
7*&*%}2% HEBSIZRSNTULEED, BIDBESNTZEEFFZOEDIRE., 5

/ \ 3 Cell division protein kinase 7
| a n a ku WI kl ( (/ \ (_:K lo) E 3 [I CDK? Holmo CDK-activating kinase; CAK; CAKIT; TFIIH basal transcription factor Pa0&E13 1022 7 PubChem
o sapiens - .
( — E,__F ; L \ complex kinase subunit; 38 kDa protein kinase; pdd Mol13; STE1; M3I13; Assay Interaction Compound Compound

Cell division protein kinase 7

. — — . — o Mus CDK-activating kinase; CAK, TFIIH basal transcription factor complex oo CrugBank Exparimaental Small holeculs DEO2482 Phosphonothreonine d2463273
A\93000 JAVIOMDEELGHERE ) Tanpakuofs) 9 ~ } \07 FFEFF% T\\*ﬁi 3— 5 musculus  kinase subunit; 39 kDa protein kinase; P39 Mo13; Protein—tyrosine kinass Experimental Investigational -
. R ——— N —— N . i = & MPK-7; CRé protein kirase; GRK4; Ckn, Crid, Mo15, Mok-7; DiviEii Small Molecule DB03458 Flavopiridol o

] : Cell division protein kinase 7
: I3 R — e S V3000FEEH w5 — | —_— Ratt CTD exAression Z013329 lycopens 3877
5 ERLHRER K = g U NI PrOt Z l \J I\ § 5 CdkT TS Kol e ting Misms Qs TR sl femee s oo e P5 1052 1 i L

i L AERERET ] . . .
e i ] FOMVEEISLS | irace subunit; 39 protein kinase; P39 Ma15; Cakl; CTD expression CO066073 vanadium pentoxide 14214

2. AIEELZTE i » — P
ARG H —_— — Lo ' ' P .
3. BEILEITAR %b\ %m é * l N 1t — q:% *E E e Xenopus  Cell division protein kinase 7 Fonatd | 395261 IR CTD activity 2475527 alomoucine 11 404414
''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''' ' laevis 40 kDa protein kinase; P40 MO135; CDC2/CDR2 4-activating kinase; meol3; . o
1, ZA7H AT RIETRE XY XY _ — CTD expression DO17638 Ashestos, Crocidalite
4/E : g j]\ @ 5 E O) ( (1 CDK-activating kinase assemhbly factor MATI
o | — 1308 2T ERIMMECHR S 1 LTH R — L.30SY J 0= o ERNAE DR S TR 7 1. j C Moo NRING Hirser mreteln MET: Memmss @ treis: BT feveliie sessmlb : : 24797963 6—{2-methy|-2 3~dihydro—1H-indal~

7—__ (— ~ } f 3000? /B = nj:_ MNATI , , , , , , P3194g 4331 2 ChemBiofssay 1880 active , o . 20528734
(S [ RN / 16: l ) . ¥ SRS E TH R — LD A0S T T ok D TR RN DL Ly § — \ * \\ — sapiens  factor; paf; pad; Cyclin—G1-interacting protein; RING finger protein 66; 1—\_.,rl)—ﬁ—mtro—-&l—pyﬂm|d|nam|ne
gl BHTEITof. 305 T A w O T A — LB ARIMMEL Y E R30S T2 E t \J I\{L-I: yj:) % é :
£ 7o - e o DRSO EEE AL TRIMVE . (ED R R 2 Ehh U uﬂﬁ ( - <4 7N CAPdD, MATT, RNFGE;
—_~ P 1, & SR, F512, 0ST 7 12 v ORRFIEES FREBO AN A LERHE TR e i
E g d\ E}:l: j—b EZ % O)/\ E Fﬁﬂ ER L/ CDK—activating kinase assembly factor MATT
= — ~ = =f|H B8 I = 7_ N
FUZ. CES5TIEHRERITIE e
° A = d\ Ravs PubMed: 17616508, 17355665 . CDK-activating kinase assembly factor MATI
A 2nopus
— I ' ~ AJ == @%i q mnatl . RIMNG finger protein MATT; Menage a trois; COK? fovelin—H assembly F515851 380053
< N : /r; '\ /]/ I /; '\ EI % IS faevis factor;
{EFDI3T—X(CBITTHEITLTLY . o
. . DEAD-box5.// VB IRERIFSAVRNASN M — 2@ 772 J—=Tdh L, ATPOAN
« (/ SRR, 3 N h./ A RE A - TRNADBIRIEE T LER 12 HCT. &5, 275124, §fRar o

RNADES T Si% = 72 asIREmNY, DEAD boxk/ IVE L L>THIMS T2,
x99,

5, mRNAG:SDECR, B LT, 168)7H — LRNAD T /F SDALHI- 308 i wh& 'l IS i : }
DRSNS L SRS e, SR ERREALT. * l —K 9 hnati | RING finger protsin MATI; hMenage a trois; CDRY fovclin—H assembly F31545 17420 1
MUsCLILS
PDB| 200G, 20VI, 2E5L, 3A1P G o factor; pdh; p3a; Matl;

TR 43 A T2 DEAD-box® ) A VB THh D Vasak RNA, ATP7FO 5 e
BB S EOIESIEEERELL. Chid, DEAD-boxk . {7 EN EIKEEE DR IR

RIAMHTOHITHS. itRtBiEh Tvasal JRNAS BB (HAEEAL THY, #fzdh

TeaAUy ZAERD LSS TS RNAD L FNESHIVE TR TLTE. 0457 |_'_| o— o—

AL 7C RNAITE S0 sl TR TE o, CHUC &~ TRNAB R (ki3 |2 W\ ——

$2CENTLBEEESNE. T731%, DEAD box 4/ | VEIIEEIRNATHEL (CE IR k m ) ~ ( . /



http://www.tanpaku.org/bioinfo_tools.php
http://www.tanpaku.org/bioinfo_tools.php
http://sqpr-web.genes.nig.ac.jp/UI/targetdb.php
http://sqpr-web.genes.nig.ac.jp/UI/targetdb.php
http://fujidb.genes.nig.ac.jp/fujidb/
http://fujidb.genes.nig.ac.jp/fujidb/
http://tp-esol.genes.nig.ac.jp/
http://tp-esol.genes.nig.ac.jp/
http://www.tanpaku.org/tp_links/
http://www.tanpaku.org/tp_links/
http://tp-apg.genes.nig.ac.jp/autophagy/
http://tp-apg.genes.nig.ac.jp/autophagy/
http://chem-web.genes.nig.ac.jp/pci_home.html
http://chem-web.genes.nig.ac.jp/pci_home.html
http://mdbpr4.genes.nig.ac.jp/p3k/
http://mdbpr4.genes.nig.ac.jp/p3k/achievvement/achievement.html

AVyN—AOS /(2 EMH

PREIMS protein Experimental Information Management System

PREIMS (EB88%§ 70 ~2/LDB

PREIMS (PRotein Experimental

g Tanpa kg.‘ﬁﬁ

Information Management EREXERIGIRY ) . .
* I;ﬁ * ﬂj“d Password

A2 RFTA) (F EEHEERT VU
)I/_“ g/\‘_/( C\ 9 o i

T~
N

———————————_——_>

Photon FactoryBI¥TEERT—4

N
S . . . - aal
- Olein CXpermmnental iINnrormanoi Vianagement HVYsIcin s 1 0
S )8 O) N PREIMS protein Experimental Informarion Management Syst £#® Tanpaku.o7g
L N
‘2 ;:F > N ;EII E Result </ | Protocol
_ premodemo_premodemo_Runs_list.htm Result ID RO144.A A0000045
_4 “ L ) d d R list.html
=h—+t+__ | ’ — 'g?i: T N _ Protocol ID P014AAAQD0D605
@ A - - r_ I\ *ﬁ/ ~ TP RP \A (Wholeness Concept) Protocol Name Photon Factery_synchrotron_radiation_sxperiment Funs
','U ﬂ i i R Category -ray_Diffraction_Observation
—— - O ” 3 n%m% p N premodemo:premodemo:Runs Historv
% :¥ V4 - / —r e :
@ l%ﬁn I%m J /r ) I/IEI = K / I \ _ / It_em szta typeValue Attribute Author
mgﬂ- \Hl EEQ / User 1D string  premodemo Last update
E vz f— _’-Ll D . A\ A Beamline string bl3 Goal To_cbserve_X-ray_diffraction_@_Photon Factory
= l Experiment string  Runs
YE 7‘575113- S ring-8 Photon Factory® i ot iy o —s
=374 I 5 Executiontime fime  2010-04-01TO.
: SPring. vkAaY—{t : ' | rn
| Conditions
_\\ — |\ — N N
X ' g Ij ~ A\ I | ‘ J / iﬁ% Cameraheight |string Cl 00 Can— o e
nv D E E o S / l N\ / ' | Cameralength string = ;
Taveleng string otein Experimental Information Management System
Wavelength  |strin PREIMS PRotein Exp [ Inf M S
- <~ 7] Attenuator string
$ = r A \- / A i E Result = .
1 esu Protoco
o Walit string (
Ll | | . . log_id string  bl32xzu 20100518 170721 Result ID ROI4A A AD000018
I () e { o Halit string ( —
I . — Proposal ID integer |1 Pratocol ID FOL4AAADDIDG0E
P R E I M S “ | 4 () e () StﬂﬂDmEgﬂ string ( User_account string  target Protocol Name SPring-3_synchrotron_radiation_experiment job
I I _ () s ([ Deltaomega St[’itlg Job_ID integer 9 Ctlltegor_\' Fi{-ray_Diffraction Observation
. i} . | I = 2:; _</17> Startrumber  |string 0 B eamline BL32XU il“t:"-"
http://preims.pdbj.org/preims/ : P Exposwecoutsiig__|ffh.moc g (Cryetl check L e
p L p L p J u g p | I Image_data Detector Goal To observe X-ray diffraction @ SPring-$
| l Datasection Detector Reference
v I D ’0/ Filepath string Detector_tvpe sting  (CCD Description
mS ﬁ Filetemplate ﬁtr:in; Detector name string MARZZISHE Hozo File PO14A 4 ADDD0G0E xml
; : # : s L7 = : i Attachment Fil
PREIMS PRotein Experimental Information Management System i Tanpaku:575 ﬁﬁ ;;u?ima 3222320 I:'.::ri::::nlll:esult
S = R 9 Dezinger decimalld Description . bl32xu 20100318 170721 9
t\\ 9 Transform decimal 1 Attachment File
®Protocol OResult A ‘I A Condition Subprotocol
Categm}’ All :/ — () e () Scan_from decimal 0.00 Subprotocol ID  |SO044 4 40003848
Kevword I;ﬁ"J X ’ A (= - i Scan_to decimal/1.00 Subprotocel Name SPring-3_jobs
Protocol ID i (= 2_ ? (& > Scan_step decimal 1.00 Protein ID
n' - (o ey e ey Sampling_interval integer |1 G'IJ“[
Top Page = S (= () e () Number of image dataset integer |1 l:ls[:ﬂ_
- _— . . Aunthor
About PREIMS (PRotein Experimental Information Management System) L | 2:;_ ( Ii>_> Number_of_images in_datasct _jnteger |1 Last update
B ¢ . iameralengﬂl de'cmalijl[?[-g[j Reference
. . . L Att t string -
PREIMS is a database of various experimy PREIMS PRotemn Experimental Information Management System TPRP E?% E { BT ‘: ::‘;:: | : ‘\'e:nou;‘czi deci_tgna_l[] 0 - E——
developed during the Target Proteins Res| P K — Hor offect Ty f,ff;ﬁg Displey Subprotocol
Ministry of education, Culture, Sports, S T o R —
Researchers engaged in the TPRP submit o Expose. time decimal 1.0 T
viewed on this PREIMS portal with their Result
() Protogg [mase
The experimental protocols are described| Categg Expression Image_dataset integer 000002

ontology editor, "Hozo", as well as bvan Image_serial number in_datasetinteger |1

decimal 1.00000

Kevwl cellfres

Image_wavelength

Usage of PREIMS portal Protocol Image_expose_time decimal 1.0

StartAngle decimal 0.0
The queries are issued with the keyword & '°P F29% OscAngle decimal 1.0
registration. For example, when the keyw! [pRrEmISICOUVT]

button is clicked. a list of several experin:

EOEEBRER T - A

7 £+ (PREIMS: PRotein Experimental Information Management

" P " . - : ]
expression” appears on the screen. The lil R K _= R I M u j D I\ j ) b
PREH\’IS 1__ppd.__ taved. and each brotd. System) [‘}1\ ATl /55',/;' Seiitis éhr:_‘%%%jﬂ f‘ﬂJL»f%EEL{..T RN - R_C-@:o = _)J"EJ D : ] I[|:ell-free_reactinn_mi}dure_in_batch_mnde.._CAT._E.CnIi]
] 1 15 a.bo lhp.a"e - and cacll protey .4 “ﬁﬁﬁ%@juyl?h@ﬁﬁﬂ ?fﬁ-ﬁju FJJL'Pﬁ%E%%i%L}TL Wors - %5%5#[‘—*5 ' SubprotocollD ==cell-free_reaction_mixture_in_batch_modefSubprotocallD
list. The publicly available protocols are & =y ST e “H EAT=E = alo 1 - - - = - .
/ B CFOTARERR (CETDIT, 183 o — —| | string |
. e — - X
[u] h —_ [
ot o - ; ;_G}%Eﬁjl] INZUI:’ rﬁ%ﬁ[; T:Fz\hﬁ EE:E)_I Tﬁ_b A0 J IT'{/D_{' “’i = | (= Cateqory name ==cell-free_reaction_mixture_in_hatch_modefSubprotocollD%Category_name
Questions and comments about PREIMS | | 7T{ERIZ 27 O — CES8i2 PREIMS : . . ‘T iy \_ al0 1
Professor of Laboratory of Protein Inforn. PRotein Experimental Information Management System Tanpaku p . . . | .
Protein Research. Osaka University. - Al 1 Proteini ddcel!-freE_reactl|:|n_mm‘ture_m_batch_mnde$F’rntemlD
Flow ! | Protocol —| | string |
Protocol ID PO04AAADDDDIAS o1 Goal ==cell-free reaction midure in batch mode$Goal
Protocol Name E.Coli_cell-free protein synthesis £| To_prepare_cell-free_reaction_mixure_in_batch-mode |
buffer preparation. GAT. 530 bufiel] Cfllegﬂr." Fxpffiiwﬂm —_ o1 History ==cell-free reaction midure_in_batch_mode$History
N\ eI pe el ey 22 Input_by_J.Sato_on_2008.03.27
I) F E E Author Figawz T. et al T
z \\ R
— — Last update 201040101 / . . -
<~ 'A l—l # Ij I “*ﬁ% = € PRHEINS — SioFrutucal Frofils = = Wisedows Iitzrizt Ecclarar
oal To_express_recombinant protein_by_cell-free_protein_synthesis
-I-I-=£ =£ kell_selection, CAT._E Coll puffer_preparation.._CAT._Tris-HCI ] Reference Kigawa_T. Yabuki T, Matsuda N, Matsuda T, Nakajima R, Tanzka A Vokoyas & | http/ fpreimzpdbjorefpreims/shamprofile jzp?pid=E.Coli_cell-free_protein_synthesis&zpid=cell-free reaction_mixture_in_batch_mode. GAT. |_hour
* — E — buffer free protein expressiont Struct Funct Genomics. 2004 3 (1-2) 63-68.
PREIMS Protein Experimental Information Management System A A Description Out group has established 2 high-throughput pipeline for protein sample preparation £ ‘
F / establish a highly efficient and reproducible worlflow. We describe a detailed protocol 'f Eschern
- z Hoze File 0 : 0543 zml Parameter Walue Comment Clazs Comment —
Top > Protocol List homogenization.._ CAT._E.Coll = .
Attachment File
- o
Subprotocol
@ Protoca g"b'"" GTm & - I-Prepared_cell_extract(Input) 530_extract guL .
- - Subprotoco S004A A ADPOTOST
Categg Eell_disruption._CAT._BL21_CH P = — - |-Added_zolution Hepez-KOH S5mid,_pH7.5,_Wako_Pure_Chemicalz
Subprotocol Name |cell selection. CAT. E.Coli |
Kevw Converted Query: cell-free | acelular Protein ID - |-Added_solution dithiothreitol 1.7_mM,_Nacalai_Tesque -omrment
Goal To_select cells for E.Coli cell extract A ; ; -
Protocol W Search - - |-Added_solution creatine_phosphats &0mi,_pH_7.0,_Roche
History Input_by_J Sato_on 2009.0327 ) . )
) - |-Added_=olution PEGE2000 4.0 %, _Sigma_Aldrich
Protocol List Author Figawa_1._et_al
40 records Fell_extract_validation. CAT_] Last update 2000.03.2 _ S _ _ - [-Added_=sclution L{-}-S-formyl-5,6,7 8-tetrahvdrofolic_acid 88 _pM,_Sigma_Aldrich
. . E.Coli_cell_extract Reference Kigawa T apaci T. Matsoda N, Matsuda T, Naksjima R, Tanaka A, Yokoyss - |-Added_materials 20_amino_acids gach_10_mM,_Nacalai_Tezque
FiveL L FILIELNCE LS Catsgory History Auther Last update ell-free_reaction_mpdure_in_batch| Description gy 2t 37 °C in sin 2-1 bafled flasks, sach with 300 ml 2 ¥ = = - - = -
LSS UGS WA ST UTILT THUAllly SRS (ITSRUTES SR I-FHT UL ) alid O S LUUUl WTTS NIETIEY NG LT JL i —2UW YOLLW WTLWTT Neuralid atinil Snss., T TAYITSSTU JIVLTN as all addiiial . -~ .‘ - o % . L A = o) . = L H A :
Met rezidue at the NH2-terminal equence of Gnk2. The cellz were cotranzfermed with the pET-26b and pD=2bABCDT vectors. The tranzformed cellz were cultured at 310 K in M9 medium containing fnode.. CAT._E.Coli [ Tris-acet uifer (pH 8.2) contaiy - Added_materials potazsium_glutamats 210mhf,_Sigma_Aldrich
0.4%(wiv) glucese, 0.1 mg 1 thiaming, 1 mM MgS04, 4.2 mg 1 FeS04, Z20mg 11 kanamycin and 17 mg 11 chlcramph=niccl. After 15 min incubation (00800 = 0.3}, S0 mg 1 of lle, Leu, Val and - Profile of S N LAdde = 3 ctate e 1 Wigk = Chemi
slenomethionine and 100 mg 11 Ly=s, Phe and Thr as well as 200 mg 11 arabinose (for induction of the D=b proteins) were added to the mixture. The recombinant protein was induced by the addition of Ontology v Subprotocol Profile Added_materials ammonium_acetate 27.5_mM,_Wako_Pure_Chemicals | it
0.5 mM izopropyl -d-thicgalactopyranozide after 15 min incubation at 310 K. The cellz were then cultured for 12 h at 298 K and harvested by centrifugation. Ty - l-fdded materialz magnesium_acetate 10.7 mM. Wake Pure Chemicals
PO10AAADDO0E1 HMMR_meazsurement_and_structurs_analysi.. NMR Input_by_J.Sato_on_2009.1... Takuva_Torizawa_ey_al 2010408401 | | Action - |-Added_materialz E._coli_total tRMNA 175_pGiml_Roche
o_analyze_SAlL-protein_structure . - O — . - - — -
De=cription:All NMR spectra of CaM were recorded at 27 C with Bruker DRXE00 or DRXE00 zpectrometers equipped with TXI xyz-gradient probes. Publizhed procedures wers used in acquiring 13C- culturs - FAdded_materialz ATP 1.2_mh,_pH_7.0,_Seikagaku_Corpora...
fitered 1H =pectra (Zwahlen &t al., 1997} and 1H-15N HSQC =pectra (Mori et al., 1955). All spectra were procezzed with XMVINNMR verzion 3.5 *cﬂ..ﬂr=|5rul=r Sequence =pecific azzignments of - - h 4 - harvest Added terials CTP 02 mM oH 7.0 Seik ku C | it
amide resonances were carried out by spectral analyses of HNCO, HN{CA)CO CB, and HN{CO)CACE datasets (Clore and Gronenborn, 1984}, 1H chemical shifte were referenced to external DSS Bialysis. CAT._E.Coli_cell_extrac] wash PR~ LB N FIE T = - R I
and 15N shift were indirectly referenced (Wishart et al., 1995, Markley <t al., 1998). - lf&dded materialz GTP 0.8_mM,_pH_7.0,_Seikagaku_Corpora
i ’ v ’ ’ i Etorage. _CAT _cell_swdract_of | - - i _ - - __ - N _
POO4AAADDDOS4E E.Coli_cel-free_protein_synthesis Expreszsion Input_by_J.Sato_on_2009.0... Kigawa_T._et al 2010408401 EL71 CF Subprotocol ID S004AAADDDTOSS - l-Added_materialz uTpP &0_mM,_Seikagaku_Corporation
inant_protein_by_cel-free_protein_synthesis Subprotocol N hemoge on.. CAT. E.Coli , . ; i o !
k established a high-throughput pipeline for protein sample preparation for structural genomics and proteomics by using cell-free protein synthesis. Among the many procedures ¥ P:o::::: E;D ame homegenization.._ = : - |-Added_materialz creating_kinaze 250_pGimL,_Roche 2t
eziz, the preparation of the cell extract iz a crucial step to %tabllsh a highly efficient and reproducible workflow. We describe a detailed protocol for E. coli cell extract hmtein prﬂducti\rit‘yncf-‘\ﬂ R . —_ . - .
Ee protein synthesiz, which we have developed and routinely us Goal To_homogenize cells for E. coli cell extract - -Added_materials 7_RNA_polymeraze 2 _pgiml
History Input_by_JSate_on_2009.03.27 2d_materialz 3_,5-cyclic_AMP 0.54_mM,_Sigma_~Aldrich L
PODEALANDDDSET Purification_of_SeMet-rGnk2 Purifization Input_by_J.Sato_on_2010.0... Miyakawa_T_et_al 2010/0501 Anilior Kizawa T. ot al |
G purify_SeMet-recombinant_protein - . - -Added_materialz pk7-CAT_plasmid 6.7 _pGimL bt
De=sc n:Selet-rGnk2 was extracted from the cellz by eemotic shock, purified and concentrated using an SPSepharese column (GE Healthcare Bioscience Corp.) equilibrated with 20 mM MES buffer . . . [
pH 6.0. The recombinant protein was eluted with the MES buffer and 300 mM NaCl. For additional purification, the protein solution containing Gnk2 or SeMet-rGnk2 was applied onto the =ame column. | - [-Mocture(Output) S30_extract_reaction_mixture 20uL
Each protsin solution was dialyzed againet MES buffer and applied onto a Meno-5 cation-exchange column (GE Healthcarg Biescience Corp.}. The column was eluted with a linear gradient of 0400 md = L
MaClin MES buffer. After final purification using a Superdex-75 gel-fitration column (GE Healthcare Biescience Corp.) equilibrated with MES buffer containing 200 mi NaCl, the protein =olution was - |[-Dezcription
dialyzed against 10 mM Triz-HCI pH 7.0 and concentrated to 20 mgéml uging VivaSpin (Sartoriug AG). The protein cencentrations of Gnk2 and SeMet-rGnk2 were estimated from the abzorbance at 280 )
nm using an absorptien coefficient of 5335 /M /cm(Pace et al, 1995 - |-next -
PEC~——-—EECC?:? Purification_of_PURE_system_components Purification Input_by_J.Sato_on_2008.0... Shimizu_Y._st_al 20100801 A\ § (o) (o) _
al:To_purify_PURE_sysiem_components -U-j 7 D I\ j )I o 7 D 7 = 4 4 )I ﬁ - -Cel_extract(nput) 530_extract_reaction_mixture
Nesrrintinn Tinhthe counled ribnenmes wars qurified from F_enli 418 calle b 2nernes_densivenradient centrifinatinn accnrding tn the mathod nf Snedding1@ Hiz_tannsd nrotsin was nurified sz folnee-
J - |-Incubation_temperature 37 _degreesC
4 \ G / \
I | / \ i I : 7o,
[P Atlasld. F—4vw b >\ IR DZERBEN TR E Google APIIC KD
a N 8
Pathway X DL /#E7\
- ‘ P yEADIA /4 as A
UL CWAIRKREBL DA I\ DBEODENGHRE EBI =
S —_ ﬁ \-) (- \
Theme:structural Basiz of Senzor Swetem for Cwtoprotective Gene Exprezzion Fesponding to Carcinoeens and Oxidative Stress b
~ .
FRFIEN SR SHTTABE, HLHEARR =0 (2 o | oree Wt | e ] e
j_L' — H '-'F x \ EA A, K ~ Cutline roteins || I™Westigators || Structures e5s Releass
’ 5 & Reload/I\~ > Legend
—i—y — I A\ I\ :
T\\gzgqu;{ ( T\jtb\——a— L(@E@Jﬂj ) D reload
7|< L— d“ o~ o % Keapl Struct. | Presz R. | ProteinName g /} \‘ 7 ;5 ‘ 7 IJ \J ‘ 7 g 5 C EO)
Culd Racl 1 Cu
' C & DS > ) X — LA >
Z\\ — W S A OR [vy e” I”ustrator 0 = 2 o XDs% — C —
XL LED ' R ® . W 7 e
P = 1 4 )
o o e ? i |
~ -— \ 4 gap sapla
p—— = = EE 5\( - \ ~ ~ Keapl y :
O~ 0 A E’_‘. \ J / / Mrf2 pEE 4 5 =ap eaplhb
5 Maf AFG
. ~ X - o - o :
\ ( A £, ( C SN == & I . . i "
. . -
J o ! l_J (- a~ o I T 3 Nrf2 FE2L1
— - _,f
e y : Nrf2 nfezl?
eyt s N - .
. = | _ / 10 ri2 IFE2L2
= - e £
Keopl f________.-- h.'-'“"--u_ / \ 11 z 12212
¥ T e . ¥ 12 p&2 SQSTMA
(o} ~ — AN = e P %
o~ W\ \ - & T 12 W p62 Sqstmi
| vt @ory 5% (- o
FBAl HEOAVIPRRBEREIWEERIVIY FBAZ E ATHEIZ I 2 REROBES FEéh i
i e ABOBE BERE | 15
. ERRE BHEA ML R R R oot 4! £
Raoel
FBAZ A —F 7 — | Bl Ate2 1 L EBHD 38 FBAS 20V LEDAAESHT. ESHNE Keapi BHEANUZ  Keapi Nef2 e kel o L .
L] B F. E2M ERETFO BEL BT " £ b3
1:1;5 Cys P @\
_ FBAS BMEBENC Y -EOROBBLEEOR FBAG HREEFUBTHS I ERS BORE Roc1 . Cys Roc1 Keapl e
- | T ‘ R tN]-f-&
= } l 1 -\ -ﬂﬁ\ o
L= FOWERED EY - e -
g = = | ) EV MG HD
FBA7 ABEEESRAL VRO BETHEN | L. FDAD ESKAU IE+F BIC LD RRONFKDE SR WUIEFFALE M EaE =1 \ HEG s Go ’SI AR
‘iﬂ% ‘ & w0 | |e==s=ss=ssscs==s==s======== o A T S SS===ca=sas e
| »
o v PRI g
- ot ) g M
) B PP e e __ FBB2 HY-ATP SEERBAEFDBRRIELT : Proteinbame Zymbal FullMams Organizm Entrez UniProt GNP Struct. FOB | Struct P3K | Struct. TPRP | TP Article | PPL_GNP PCI
BREY -OREER Sze £ EREEOBEHENMRIC LD RIAH 9~H21) | : .
S ACNNNGE BrRET L RN i ENRTCT I Cu CUL3 cullin 3 H.zapiens NCBI Prot <y <ol ﬂ:’fﬂ A
= FBB3 haFU 7 FFE® FEFIR RO 250 RIlE FBB4 BIZICRIASV-ATPased) #ia, Ha:0 R : KEAPT KEAPT kelch-like ECH-az=ociated protein 1 H.zapienz NCBI Prot § <ol PDEj Pub'l'!ﬂn:d od
"’ HBisdma i iFdkawmins Eaiir i Tl (H19~H21) )
L) o == E—— - i _ ——— . : sRRANDE 2 D5 > )\ DB EEntrez,
Keapi BENM2 cUIEFF AEVIBEEDLD., NM2OGEERETY. A RLAEEHT 4L N2 B8 KEAP1 keapl kelch-like ECH-as=ociated protein 1 musculus NCBI Prex & P3000 ‘3 pub'medé
oo R Lo AR B R E R BLE<ED. TOLH. NIREBZETNE<ED, BIKBTLTEanEINERORCT ESHLETS. B UniProt, PPI. PD Bj PubMed. PCIN\®D
B B, L= miE TS 25 153-156 (2006) oEIE—HNE ! ! ! !
> ozfmuizT—IL
h
| ‘=2 22% ommH% ~ L — Y,
S MPM AEREDRT LICHD S REGZ®ICED MPA2 2215 S EARBICSIML R DOCK2S 54 )L & AN ERZEZETIL—T
T D5 RO BRI EERO RIS BIERA~OER . N - - M
j - FALAF O #F. BieHE T SEEms O iRzE S L — 2.
FEFEER S ISP IR RN ZE J ) — T RO HE T, BiE . n k= =
" MPA3 HEHBEEI-E575IRRERLBOR it MPAM PLYNA7 - REESRMMCETE ¥ 22 ARL AERRIT 2T 5 VB Keapt A2 DOAET 5Tk E Af&l# IEIﬁQ§ﬁ¥ER % m ‘ \ ’— ?iﬁf‘]ﬁaﬁﬁﬂﬁ.:#% Q
BRE 4533 2 B B9 F LA L B S ARG S LA EomBRGS SN ¥ y (ErAT LS EREO _BifEers~ThY, T 7 A4
- i A O L DOENEEFEFNE P CEE LM T B EFRALEL
T > oo CORRIT. EATEHAEO A FL L OEBREED, HiA (] N — ¥ o Y/ [ =] t \
MP A5 %R LTAL Fo 2 BE T 20 A E EfE foa s MPRAE ARV IV UFO- L BRAD RS FF RSB R T R A S A OB N DA B 1A | n ’ / A ﬂ B o
ToH b -7 RORRE e F AR FIF B EFAdipoR/ AMPK S ACCH I ) -
BOWBREL... FEET, .z ‘
r
B EeE BEHYECEIEANL A CSETBE IR Ol -Fl# EE D ' G)E;' "ﬁ Z“ a' ( % "—, % Pfa%q:l )
oL MPBI TER-TENEER-VS L UM 1 MPB2 AL T2 -0 BB E R FiE RS w ) =R B ASEE (20101 H180) o
el = FoOREIFEIU-ORE- By PO —2REDS I L ES LB EORE > " .
0 e %0 1 B £ AR MEFEOE AL A0 — DR EE — SRS E IR S I E BB RD T sssee
PRET N % BinFE? S5 A
. o 0
- WPES T At EE s i BRI BA T 5 NP P oSl s WPBA T oo B s ol B 100 7 e w08 BT cotoF1 R108). Bi2ESSAE (2010F1 HesB) . AHEERER oo 3,
¥ TR RO EERBRANHNEE T L EFuMIUE R BRI R R Keapl Rocl 2A1sH) A THEI N ELIC,
iz P v w5 Proc Natl Acad Sci USA 2010 Jan 27. [Epub ahead of print] SRS IRRERLDE VEESERHE - il EREOEREEELRBESATLAORE (KIRXFE BAE—. L @ & 2#0)
Keapl iz a forked—stem dimer structure with two large spheres enclosing the
| res-swsossRmSE . . . . . —
intervening, double glycinerepeat, and C—terminal domains. Targetgﬁ*}/'(-rl.x FATTY Y325
FEA! Eho) SRMHIC BRT R A FERE FEA? HAEBEDED MO HRMIAL £ICRIAT Ogura T, Tong K1, Mio K, Maruyama ¥, Kure I TP#SE +5— =
HBY T RO RE: BB R REFO BT BERN Department of Medical Biochemistry, Tohol = | = | FIAHZE | PREIMS | Curators l
2-1 Seinvo—cho, Acha—ku, Sendai B230-837F P A | 0T YIS
ADE |: I Vector sequence 2’0 F2LFI R
= FEA3 @3- GBI AFEERORARCRIO & FEA SR AMEFBORAR_BIOETH PDE ID JADE El
£ FH@A 00O #E- REEir BRI EOHE- BRI : o -
FProtein Keapl-DC EEB4 : L+ > (t?j?f U:fﬁﬁ{*) ORREBE E]
Comment pE2KIR complex I%l EZEB3 : HFERNPP 2 (nativebkUSeMet{d) OFRRLIBE
.y = . P
FEAS %Pk 1L 72 I B 5L 1= BSMIME 502 FEAB T %1+ — (R IMT 2 K7 eF 1L LB% Publed 1D 120174742 W’ RRB2 : Diﬁﬁﬁ{*Tl_RZ/30)¥iEtf§ﬁ 55—
ST Aobwy—du-omBERY B _ SIRT3D Y 2L A4 — B30 Komatsu M, Kurokawa H, Waguri 5, Taguchi K, E] EEC 1 : RARRRRCLIMIEAST >/ IVRORRI(CHH Izl
" kobayashi A Ichimura ¥, Sou Y3, Leno [, Sakamoto l
- T = -
A o Authors A, Tong K1, Kim M, Nishito Y, lemura 31, Natsume T, “ 70O JVEROBERES > )T H
Sl FEB1 BERE~IFF 70T F7IU —OkES FEBZ2 BT BFEERR_EELUEFE 'ﬁ ] . . . f
o ORI {20 RHERMEO BRI T O IE- TR 19~ H21) Ueno T, Kominami E, Motohashi H, Tanaka K, Target protein . - |Z|
= Vamamoto b 2zpk P20.1 Fab-peptide complex (% (]
The selective autophagy substrate pB2 activates the 2zot F-spond!n 198
- e : ) . - 2zZou F-spondin 145
FEB? LD SRICEALZAVHXES TO FEB4 HERREEZFRR I BESTROBRBEE Title stress responsive transcription factor N2 through .
BEEDFLTOAS FRAITOER Rie iR C Antibody v
I imactivation of Keap!. —.W .
Mzt hod ¥—rav diffraction Eﬁim
. FEBS 450 {LAMOEELEICHARERO MR FEBS 1547 A B0 BIRE LG R B M EIC R Resolution 128 Protein Sci. 2008
L EEREe RIS SEMFEREEILITADKE EERE J Proteomics. 2010 Jun 1.
Antibody
Target protein L ——— _—
[EDS—ZDbsT~ OB 7 - IDBIIVTATATITVA F VAN TFT
| St AFNTLET,
Copyright @ Targeted Proteirs Ressarch Program All Rights Ressrved.

A—=Tw N )\ ORFTREI58E(C

LY =

UBETERIRLUTCLET,

N—H&0)vo9dEREHE UMNIRN,

ARIOTSALATETESNTZEBESE T L X

) —XERANDY > THER

\\_'_ —

IX7IN

N¥x9,

Pr:g::ien Symbol FullName Organism Entrez UniProt GNP s;:';;t' sg;l?' s;::: TP Article PPI_GNP PCI
PARG  F2RL3  jovinecomplex  Musmusculus ot & WD Publmed &

SPON1  SPON1 F-spondin 198 Homo sapiens Prot e _:@ Publifed kod"%

SPON1 SPON1  F-spondin 145  Homo sapiens prot ¢ Sk i’ Publifed e V]


http://preims.pdbj.org/preims/
http://preims.pdbj.org/preims/
http://net.genes.nig.ac.jp/networkdb/
http://net.genes.nig.ac.jp/networkdb/
http://www.tanpaku.org/tp_gallery/gallery.php?pdb_id=3ADE
http://www.tanpaku.org/news_release/#20100119

	スライド番号 1
	スライド番号 2

