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0.1. K Z27 A VaProS {22\ T

BEESCRBAN AR 7T v b7+ — 24 ERILAIE, BFEE PGS AR I BT 5
By ST AN LHT R AA (G) 2R 2 L a2 KB A0 0F I L 22D

& EmAl T —4% 7 7 7 K VaProS (VAriation effect on PROtein Structure and
function, http//p4d-info.nig.ac.jp/vapros/) | Z#HEZE LA L CWET, REHETH
DB E DR AT LA LA - BH L CWES, £72, VaProS %, 77
FERE T o o RIRKFE BB FERT. BALKRT:, B KRF, BROKELF KT, Enb
BIEFL VB SNZT — 2 X—2 (DB) XV —IEHE LIV AT ATT, AT
DT =2 T DERNDZ R B EE T, KRB, MHAEEH, SAT A %L
2720 £, 7 DMEBRND X T EORE, WRREZREIICIVES Z LTk
ST, MMREOEEBEZMFT L LZHELTHBEINTWET, 7/ A, BRI,
BN EEORLDEREBRIATER LR OEEZZEDONDL L O/ X —7
T AERLNTLHE L BT, FAPHFEME LRWERICELTH, FIAERIRE 2D
T RXR—=2AL M L CTHHEARBETHATE 2 Lo IEbNTWnET, T
LHEIZT 7825 LnTEET,

0.2. Eh{EHELEEREE

o OSHEE:
Windows vista/7/8/10
MacOS X 10.9 A&

e UxTTIUW

R AT LOHERET Z 1%, Google Chrom Fefi il T9°, % Dfth, Firefox HHhi.
InternetExplorer (IE) 11, Microsoft Edge & 7-1% Mac ® Safari SR ITZEMELRAE L
S

e PCIREE

CPU : Inteli5 7u2t& v ¥ 1.7 GHz UL I

FRIEIE © 1024 X768 LA |-

F=H— 16 By MU EEZRRAER T T —F=F—
A€V 4GB UL L

0.3. FIHRKIIS L OENEHROE Y >N T
LL'F® URL IZRE#EDIH D 7
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e 3D Interaction : A RO NLEREIET — 2 ZFIH LT, 5+ OFELME: - HEMED
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e Natural Ligand DB : "2 7 = A FHRAFIH L7 KR Y o REERBEOEGIR
WiET — 4 & HDb
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SRR E TG A D
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VaProS & L T\ %Y —b
e Network Viewer : £W)F7 — % &3y bV —7 ETHELT D
e Cellinnovation Genome Explorer: 4 /LT 59 TF7/T—a i@gREy 574h
VIZR3
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VAT ALTY, IrY s NNTEAINIERT —Z I & A3t DB il 2 Ik
At 47z DBkt L CRisRiie 212k L 97, #EMiZ. GNP OABY+ k URL :
http : //genomenetwork.nig.ac.jp/% Z& M 72X,
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1.0. VaProS bk v 7'l

VaProS bt~ 7' (http:/p4d-info.nig.ac.jp/vapros/) ORERLIZLLTF DY T,
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Al : HOME : VaProS ® b~ » ZHjiE~D Y > 7

A2 : ABOUT : VaProS OB L OY T r Y =7 FOFHR—Y~0 ) 7

A3 : STATISTICS : VaProS THIH L T\ 5 DB OffEitEHR CBEECHEH H) ~D Y
v

A4 : MANUAL : VaProS ~==7 /b ~D VY 7

A5 : TUTORIAL : VaProS F=— U 7/ ~D Y 7

A6 : FAQ : VaProS FAQ ~» U > 7

AT : CONTACT : B\t -« ZER - ZEET 4 —L~D Y 7

T SRR RE

B1 : Keyword : &¥—VU— NI ¥ 7
B2 : Sequence : BLSIfRFR & 7

B3 : ID List : ID List iR5 % 7

B4 : MRRE

B5 : Search : f3EAH &

B6 : HISTORY : =3z fEf#E

Al A2 A3 A4 Dt
A5 A6 A7

2 MANLIAL

VaProS: VAriation effect on PROtein Structure and function

VaPro$, VAriation effect on PROtein Structure and function, is a new data cloud for Structural Life Science and is the core technology
to lead the collaboration between the discipline in Structural Biclogy and the whele Life Sciences. Led by the initiative of National Institute of
Genetics, VaProS has been developed arcund the Integrated Structural Biology Database at Institute for Protein Research in Osaka
University, together with the selected cutcomes frem Protein 3000 Project, Targeted Proteins Research Program, Network Project
and Cell Innovation Project. mora....
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1.1, &k

VaProS b v 7HEIZT 7 A LET, MBHEEEIZIL 3 DDX T (F—U— FHR,
BodfasR, ID List iR5%) b0 £9, ¥ 7 TUOVEZTEOWTIE®RIRLES, £
D%, BMRBIIAN UBREBEREZ 2T 2 L TRETXET, MBRITMIZ A%,
enter Z T 72T ORBILTE EHA), EEIIZ, HISTORY R v ad 0 £, i
%, MRIBREARFFT 2HRE72 D T, FRRET 572 DIEF] T,

1.2. ¥—U— F®E
MRBIZF—T— R AN LET,

Query: gene/protein, ligand or phenotype name, UniProtkB ID/AC, EntrezGene ID, EMBL, Ensembl, Ensembl_TRS,

Ensembl_PRO, OMIM ID,
(e.g. beta galactosidase, galactosemia, BGAL_HUMAN, ENSP00000306920, M27507, AC112211)

BB TCZITHT5F—U— NI TFO@EY T7,

gene symbol/name., NCBI Gene ID (EntrezGene ID). protein symbol/name.
UniProtKB ID/AC, EMBL, Ensembl, Ensembl_TRS, Ensembl_PRO, phenotype name,
OMIM ID, ligand name

Flo, 2XFLEANT D EEMPFBRINDLDOT, TOHNLERINATGETT,
A FXFEIMONFIIATIFED EIEZ KD L £ 7, 6121% pb3 1%, ligand 35 L O} gene/protein
mEDRMEERFOZ LRI ET,

p53 [ligand]
p53 [gene/protein]

[GPo32 [gene/protein] 507, AC112211)
p5326 [gene/protein]

, EMBL, Ensembl, Ensembl_TRS,

p53r2 [gene/protein]

p53cp [gene/protein]

Search N¥ » # T L RBET DL ENTEET,



1.3. FEcAkaR
FRRZ21C DNA B A WEE X7 B DT I/ WElds % FASTA B CAL LET,

Sequence

Query: DNA/protein sequence (FASTA format). -

>sp|Pl6278 | BGAL HUMAN Beta-galactosidase OS=Homo sapiens GN=GLEl PE=1 5V=2 a
MPGFLVREILPLLLVLLLLGPTRGLENATQRMFETIDY SRDSFLEDGQPFRYTSGSTHY SRV
PRFYWEDRLLEMEMAGLNAT QT Y VEWNFHEPWPGOY QF SEDHDVEY FLELAHELGLLVIL
RPGPYICAEWEMGGLEPAWLLERESTILLESSDPDY LAAVDEWLGVLLPEMEPLLY QNGEEV
ITVOVENEYGSYFACDFDY LEFLOERFREHLGDDVV LFTTDGAHETFLECGATLOGLYTTV
DFGETGSNITDAFLSQRECEPEGPLINSEFY TGWLDHNGQPHSTIRTEAVASSLYDILARG
LS VNLYMF IGETNFAYWNGANSEY R QP TSY DY DAPLSEAGDLTEEYFALENIIQEFEEY
PEGPIPESTPEFAYGEVTILERLETVGAATLDILCPSGRPIESLY PLTFIQVEQHY GFVLYRT

SODESNERD LSS E N DED AT ~leleyTI BRI W E ! ) JIC

Space and numerical/control characters are automatically neglected.

Search Clear

Search "% VT LRETHZ ENTEET,

1.4. ID List Ba5%

ID List # 7%, UniprotKB AC & % % EntrezGene ID |2\ TH#H D ID #5217
fHFCTHmEBETEET, A FDT V4R % T UniprotKB AC & 5\ % EntrezGene ID
DTN BERL, B ID Z# A LET,

ID List

ID: EntrezGene ID, UniProtkB AC. _

® EntrezGene ID & UniProtKB AC

Search N ¥ VT LRET L ENTEET,



1.5. WBEOKRBREE

HISTORY (%, i BICHRBRIC AT SN BEZ O CHERETHZ LN TEXET,
HISTORY @ ON/OFF R % o CRERIBEDIRITEZ T 2NENEBINT 5 Z N TEET,
ON D& 1%, Export R o TEREAZT XA N7 740 (jsonE) & LTRFTHZ
ENRTEET, EHIC Import R¥ o CREIRGFINTEEEZA AR — 552 &0
T& %7, OFF ofaid, BEZHIERLASUMOBEZEZ L EHA,

Import & Export 8% > | HISTORY ® ON/OFF R % >

HISTORY © ON ® OFF

’ ()
Import Export /VO PrOS O & HOME ABOUT STATISTICS My

Query 2: cancer
Query 1: p53

enotype name, UniProtkB IDIAC, EntrezGene ID, EMBL, Ensembl, Ei

MR ERRIZFLIR SN TF— T — I,

Queryl: p53, Query2: cancer 75 fiL.X. MR IBIED S MER 7212 Cancer 73
F9, BlZ2IE, lTcancer)] #27 VU v 7 AH XHET, Search £ ¥ L TF
T 5 EMBRICAD 7, WA ct,
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2. BMBHEROA— N~ 2—
2.1. F—U—RNZEXMBEROA—N"—E 22—
iR 7 =) —|{Zxf LT VaProS ® DB- Y — /L Cfifffb v L= —EERINET,

x T pmr=y—

Query: "p53“|
Gene/Protein, Ligand, Phenotype (22T
Gene/Protein 404 W
ganc 5 D v M
Phenotype ]

[ Gene/Protein DR - I

ene/Protein results - hits: 404

Details {Go)
IFittered by:
Type: ¥ Organism: ¥  Swiss-Prot: v
Any Keyword : l:l
1 [ [synonym] P53 genelprotein | TPS3 Cellular tumor antigen p53 Homo sapiens | 7157 yes 37739
2 [ [synonym] p53-binding p... genelprotein | MDM2 E 3 ubiguitin-protein ligase Mdm2 Homo sapiens 4193 Q00987  yes 1524
3 [] [synonym] pS3-induced g... genelprotein | PTGES Prostaglandin E synthase Homo sapiens 9536 014684 yes 799
4 [] [synonym] p53 and DHAG... gene/protein | |QCB1 1@ calmodulin-kindin g motif-co. .. Homo sapiens 9657 Q15051 yes 380
D ] [synonym] p53-regulated. gene/protein | UBEZ2D2 U biquitin-conjugating enzyme E Homo sapiens 7322 PB2837 yes 332
6 [] [synonym] ...uppressor p53-binding p... genefprotein TP53BP1 Tumor suppressor p53-binding p... | Homo sapiens | 7158 Q12888 vwes 267
7 [l [synonym] p53-binding p... genelprotein | TP53BP2 A tosis-sti ing of p53 p... Homo sapiens 7159 Q13625 yes 234
8 | [l [synonym] pS3-binding p... genelprotein | MOM4 P rotein Mdm4 Homo sapiens | 4194 015151 yes 169
9 |:| [synonym] pS3 target pr.. genelprotein | MTAZ Metastasis-associated protein ... Homo sapiens 9219 094776  yes 163
10 D [synonym] p53-like tran genelprotein | TP73 Tumor protein p73 Homo sapiens | 7161 015350  yes 152
11 D [synonym] p53 regulator... genelprotein | MED1 Mediator of RNA polymerase Il ... Homo sapiens 5469 Q15648 yes 150
12 |:| [synonym] ...uppressor p&3 genelprotein | Tp53 Cellular tumor antigen p53 Mus musculus | 22059 PO2340  yes 146
13 D [synonym] p53-binding p... genelprotein | Mdm2 E 3 ubiguitin-protein ligase Mdm2 Mus musculus | 17248 P23804 yes 145
14 D [synonym] pS3-induced R... genelprotein | RCHY1 RING finger and CHY znc finge... Homo sapiens 25898 Q9EPMS yes 144
15 D [synonym] ...substrate p53 genelprotein | BAIAPZ Brain-specific angio genesis in.. Homo sapiens 10458 QSUQBE yes 127
186 D [synonym] pS3-associate... gene/protein  RBBPE E 3 ubiguitin-protein ligase RBBPE Homo sapiens = 5930 Q7Z6ES vyes 118
17 I:l [synonym] p53 (tetramer. complex p53 (tetramer) - Homo sapiens 108
18 D [synonym] pS3-related p... genelprotein | TPS3RK TP53-regulating kinase Homo sapiens 112858 Q96544  yes 86
19 D [synonym] p53-induced g genelprotein | LGALS7B Galectin-7 Homo sapiens ﬁgﬂ P47525  yes 80
20 D [synonym] pS3-responsiv... genelprotein | GADD45GIP1  Grovih arrest and DNA damage-i.. | Home sapiens | 0480 QB8TAES vyes &80
21 | [0 | synonym] ..lating of p§3 protein 1 genelprotein | PPP1R13B poptosis-stimulating of ps3 p... Homo sapiens | 23358 Q96KO4 yes 71
22 D [synonym] pS3-binding p... genefprotein | TOPORS E 3 ubiguitin-protein ligase To.. Homo sapiens | 10210 QINS5E6  yes 7o
23 D [synonym] p53-induced p genelprotein | PPMAD Protein phosphatase 1D Homo sapiens | 8493 015297 yes 70
24 D [synonym] pS3-inducedd... gene/protein | PIDD1 p53-induced death domain-conta... | Homo sapiens | 55367 QYHBTS vyes 69
25 |:| [synonym] p5S3-indudible... genelprotein | CYFIP2 Cytoplasmic FMR1-interacting p... Homo sapiens | 26993 QIEFO7 vyes 57
rel[1 2 10 17 — -
Ligand results - hits: 0 Ligand OREAE R
o B3y
Phenotype results - hits: 0 Phenotype D&%k 5

11



by hL7EHRICEYD ET08, 3 DO 7 TV —DF (Gene/Protein, Ligand,
Phenotype) /) ENE T, E T v M LIeF—U— RORATHEMARSINET,
HAOEB XL TIORT@Y TT2, FHT TR0 TV HIHEAIZ SV TIE, VaProS
W®D DB+ Y —/v& 5% GNP (Genome Network Platform) @ DB+ > —/LiZVy 7
LTEVET, 25D DB Y —/LIET S [EBIOBAIL 4. VaProS WO DB+ ¥ —/L
DEBLGEEZZRLTTFI,

e  Gene/Protein result — hits

A -

Type. Name, Full Name, Organism, EntrezGene ID., UniProtKB, Swiss-Prot,
Molecular Interactions, PPI, 3D Interaction, NLDB, hGtoP. GNP Expression,
COXPRESdb, Pathway DB, Phenotype. S-VAR

e Ligand result — hits
A

Name. Reference DB. Molecular Interactions. Pathway DB

e  Phenotype result — hits

MDA

Type. Name, Organism, DB, Molecule Type. Molecule Symbol. EntrezGene ID,
UniProtKB, Swiss-Prot, Molecular Interactions, PPI. 3D Interaction, NLDB, hGtoP,
GNP Expression, COXPRESdb, Pathway DB, Phenotype, S-VAR

12



2.2. BUAITHHEUC KD RBRHEROA—/"—E 2 —

e Sequenceresult' hits & LT, ATFTOHAN-ERTHNEINET,

UniProtKB, Organism, Name, Gene ID, Variant Position, Sequence, Molecular
Interactions. PPI. 3D Interaction, NLDB, hGtoP, GNP Expression, COXPRESdb,
Pathway DB, Phenotype., S-VAR

Sequence results - hits: 14

Details (Go)

B1E278 | Homo sapiens | galaciosidase, bela 1 | 2
CEVE2 | Homo sapiens | galaciosdase, beta T-ke 2| BOGA4
DU

Homo sapiens | galaciosigase, beta 14ke | 79411

]
]
o
o
[
o
]
@
=]
E R

COJ4Go | Homo sapiens | galaciosidase, beta 1

a
o
o
o
=
o
o
=
]
&

Homo gapient | galacicsidase. beta 1

(= -2
CRUE1S | Homo sagiens = galactosidase, beta 1
ETEQE9

=
e

o

o

o

=
e
=

E | E

-

-
o
a
[

o
=
-
]

Homo sapiens | galaciosidase, beta 1

FEWF40 | Homo sapiens = galacioskiase, beda 1

o
a
o
o
=5
o
o
a
]
&

ORI | Homo saplens | galaclosidase, beta 1
EEWENT

Homo sapiens | galactositase, bela 1

=
[

=

o

o

=

| e
=

E E

=]
-
=]
=)
I
=)
)
-
]

COJEST | Homo sapiens | galaciosidase, beta 1-ke

Y9 | Homo sapiens  galacioskiase, beta 1-dke

-
-
=]
o
[
o
=]
]
]
5

e
@
o
o

-
o
a
Y
e

&

ERWCTS | Homo sapigng | galacicsidase, beta 1S

,,
ol ool ol oo alnl ool ol ol
H
H
-
p
=
=Y
=
-
-
-]
5

HIBZ45 | Homo sapiens | galaciosidase, beta 1-ike

=
=
=
o
o
"o
=
=
R

2.3. ID List IZ L DMBEROA—/"—E 22—
HAOEEO—E£IT, 2.1, ¥—U— RN BRBHEREOA— "~ 2—0D
Gene/Protein result—hits & [EEET9,
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3. BMBEHERDOA—"—E 22— bKD& 5 IHEH 28R
3.1 Fx v IRy 7 AT K DHIER

FOHTHIEZEWIAEH (Gene/protein @ Symbol 472 &) DITHEHOF = v 7R v 7 A
IR (EHEGRIF]) L., Details (Go) R"¥ > %2V v 27 32%5& VaProS W® DB -
V=B LET, BlAE, s =) — [p53) DA T, MK FHROEXT TP53
WCHER B2 L T2 LUTOMIZRTEY, 1. Fxy IRy 7 AF =y 71k, 2.
Details (Go) R"¥ %7V v 27 LET, £9 LET L VaProS WD DB -V —/LZiER
LE$OT, TP53 ICBE 4 LM fFRaMT S5 2 LTS £,

X 2. Details (Go) ™"¥ %27 v/
Query: "p53"
Gene/Protein 404 0 . Swiss-P )
Ligend 0 Type. Organism, Swiss-Prot
Phenotype PV RN/

/

Gene/Protein pezdlts - hits: 404

F—U—RNZLBTANEY T

Filtered by:
free: Mpm:: 3 |
Iﬁn: Kmnﬂﬂ £ I
~ ]
1 E [synonym] P53 gene/pratein - TPS3 Cellular lumeor anbgen ps3 Home sapsens | 7157 PO4g3T /
geneiprotein - MOW2 E3 ubiquitin-protein ligase
genelprotein  PTGES Prostaglandin E synthase| ‘B‘.‘L H ‘j‘ 6 jJ ? NN > &“-— % 7 U > 7
gene/praten  [QCET 1Q caimodulm-binding mof
el et T5ZELTY— hATHE
F /77‘1:/7;(7%7 Vs }mprﬂssorpm-bindmgp- o SrETTT—e zoT = 1

by MEERZWHBICHERT 5L EE, ROBI T LD~y F—% 7 ) v T5HE
BENES 2 VIEFIAIC Y — R 5 Z LN TEET,

WREEFE RO 2 NG E DRV iIAZ L LT, [MType, Organism, Swiss-Prot (2 X %
TANGY T & TR=U=RZLDT7 4V Z ) 7| OBERHY £7, AiEDO7
S HE Y TNE, RV IABDORG L LT Type. Organism, Swiss-Prot (2B 2% 714
VA= a—NH 0 ET, Type IRBEFERD Type 7 7 Laxtg L L, FrEDEME
ET DI ENTEET, Organism (FAEWFE L k5 & L £, Swiss-Prot |%, Swiss-Prot
WCEENDIERNEN%E yes 2 no TEHROLTEBVEBIRAETT BRED T 4 NLEZ Y T
I, ANENTF—T — FHED Name & 5 WME Full Name 7 7 LAOFEHRN T~ v F
L7cbDDIMIED AT Z E N TEET,

14



3.2, FERFEMNG Y U A EEHER

FNOBIRRWVNEZEREZ V) v 795 & VaProS N DB « V—/LITER T 5 0%k
ORI A b ~D Y 7 ITIROET, Bl 21F, k7 = U —% [p53] & LT Molecular

Interactions (2 EH L7286, by MEEEZ ) v/ TH5Z L TEOERERLZ &

MTEFET, ZOFCHT LD~y E—% I ) w7 F52 LTy MEERIE (H5H 0
IZAFNE) (2 — bT 5 LR OBIER] T,

X
Query: "p53"
Gene/Protein

Ligand
Phenotype

|-P-
o
e o |~

Gene/Protein results - hits: 404

Molecular Interactions 7 7 AIZ{FH

Filtered by:
Type- Fl DT LD~y =%V 7 LY—h
Any Keyword :

1 [synonym] P53
2 O | [synanym] p53-binding p.
3 O [synonym] p53-induced g...
4 0 [synonym] p53 and DNAd...
5 O [synonym] p53-regulated.
] O [synonym)] ...uppressor p53-binding p...
7 O [synonym] p53-binding p...
g | | (synonym] p53-binding p.
9 O [synonym)] p53 target pr...
10 O [synonym)] p53-like tran

genelprotein
gene/protein
genelprotein
genelprotein
gene/protein
gene/protein
genelprotein
gene/protein
genelprotein

genel/protein

UBE2D2
TP53BP1

TP53BP2

MDM4

Cellular tumaor antigen p53

Homo sapiens | 7157

E3 ubiquitin-protein ligase Mdm2 Homo sapiens | 4193

Prostaglandin E synthase

Homo sapiens | 9536

1Q calmodulin-binding motif-co... Homo sapiens | 9657

Ubiquitin-conjugating enzyme E. Homo sapiens | 7322

Tumor st pa3-binding p...  Homo sapiens | 7158
Apoptosis-stimulating of p53 p... Homo sapiens | 7159
Protein Mdm4 Homo sapiens | 4194

protein ... Homo sapiens | 9219

Tumor protein p73

Homa sapiens | 7161

ZONT LOENREIE (5 2DVIEFAIE) 2 —FEi

i—a—o

Mdm2

HOmo sapiens

Homo sapiens

o7 PD4637 | none

4193 Q00987 | none

B Y v 7452 L TRPOREDHBAIZET S
HmEMETLZ LN TEET, ZOHADHEIL,
VaProS W™ DB « ¥ — /L |(Zi#&# L Molecular
Interactions VA > RUNFRINET,

4684

none

none

€in ...

Homo sapiens
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9219 Q94776 | none
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4. VaProS N® DB « V— /L ~D&E#%
Bk LT= b 350 % — U — K, fiFlH 5% ID List REOH. MR EOF——t
2 =226 VaProS 12V > 7 L TWAIHE (BEICIE 12, MEBEEROA——t a2—],
(3. MBRREOA—N—Ea—00HEOHLHEZRIR] 25MH) Z28IRT 5 L&
VaProS W DB « ¥ —/LICER LG RA TG T 5 2 LN TEET,

4.1.1. VaProS W™ DB « ¥V — /L ~D&EB % O #EE

VaProS N® DB« ¥V —/WZER LB Z2 L IR LES, BEADT B —a v
FEIKICIE DB« Y — LB RIRT 572007 4 2 UBRHHIEE ST Y £9, T4
DALV DRRFEIRIZFRRINTWDIEEO YA > Rk, ZhZivd DB - Y —/uiZ
MIEL TR ET, FET5—va VEBOT A 2o/ L7z DB -V —/L 28R
THEZNHIELTZTA Y RURT 7T 4 7120 ET, AL OFRTFHEETYA
RUBWNEAT, T2 RUO—FLEEOT AV RUUA RRZ &4 L
JA RETEET, b9 EIVA LV RO UL RRZ 2T EROREIICEY £7,
RER A RUEALDRZ L THUAZ EMTEET,

e g A AA v DFRIREI

R1xa

[ ¢ Tag Cloud (Powered by d3-cloud)

D Imeraction
.,Q 3D1r ion: Contaot B vI[0.0 %1 o 0 6
—

& X Natural Ligand DB

D: 4194, Gene S 1

pg L < Patbway 0B

paejiioydsoyd
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4.1.2. FEF— 3 HEENOERE DA

g

Tag Cloud

Natural Ligand DB

GNP Expression

Bl oz omnnmer

..ﬁﬁéhfwiﬁb\ DB X0 — LD/ 3 U = ORRE
TETICBBSELZETRAD LR £7,

. INRIVZHAZ TS DBRY =D T A o R & [alREE
R~LETS

. RIRFICPHNTND A RO EZ—EICH LD Z N TE
i—é—o

. DB Y =)V DRV H LB S D2 RN LA
DI, FERRICTLZENTEES, ZORZEZ7 Vv 7T
LEUTOUA Yy Ry RESNET, DB Y —/L%
ENDIERRICTOHEE, -1 0LZAH27 Vv 7 L T+
(CEZFET, Apply 24 &, Ktsh x4, Bmizn
LA, 20T, [+ 2 [—) 28X T Apply ## L 7,
F7-. DB XY — /LD /XF LD
Ry 7 &FNuy 7P TEXDZ
EMTEES, WER LRI
Apply Zff L E£7, Close R ¥ T
A R EHTET,

r
i
]

Tag Cloud

=
=N

3D Interaction

Matural Ligand DB

=
o]
=1

]

GNP Expression

COXPRESdb

Pathway DB

=) [ e b7 [ (@) 3]

1k

4
)
2
3
S
El
=
]
s

Mutation@A Glance

Autophagy DB

(OANOCANONNONNORRCANOANORNOR NORNOANONNO)

K :O Genome Explarer

. TS = VERERERT R TEET,
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4.2. DB - > — /LD
4.2.1. TagCloud

SCHERIE R OG- HFEF R W T2 77 I 0 FRRT 52 LIk SEAICHRE
7 =) —ITk 5 BEE R fRft UE ¥, SCETEHIZ UniProt ID (TS < PubMed i
XDOFA MVEMGE LT 3, HEOHENKE O, HENAKEFRINE
T, BHFEO Y 7RI, ZORBEEEULmRILIA M O—EBEX—U T, Kigs A

FLiX PubMed 12U &7 L TWET,
B2 2t T o R ey I\i‘%ﬁﬁ/f_ﬁJ
a Q @ Export image(PNG) !

X Tag Cloud (Powered by d3-cloud)
i1l g
subsequent

munity

insight
phosphorylation sequencing

characlerlzatmn “l"[l“““] —

protein

roun

uoneuninb
uonmnsucsey

B2 §
role ] /
COMparative  gm § g /
= § =
= B8 F
S T omm = =
A | =/
= =
E z N
g acivily -
Members
= 5 Initial Ubed
_ S = w
s 5 3 altered-specificity = 2_."I
g E 2 Solution (—]
—] [, ] )
@ a =

finger

BT 0T RERODTA Y Ry EOA=a—2, [TH@HE . (E@mrA Xz
74V MZET) . TEEYEA] [Exportimage (PNG) : W{&H 1] HREXH Y 77,
BT 5 RERE TR, ABO A7 0 — L _R—TEKRLENTWRWERE 27 1
=T HIENTEET, FBELOYA L R UAL RRZ U TliE, FRfEliz k&<
JRTFHZENTEES, HEEE 2 ) v 7458, TOHGEIIHET HFmXH A MLD—
BAR—UREFLWT A RUICERRINET, & A M O—FE_X—=UTld, @RS
IIZHFETAA 74 hENTZiwmLZ A Md BALIcE R S E §, PMID (%, PubMedID
ZEDOLTEY, PubMed iZV > 7 LTWET,
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LUFOM T, ubiquitin 27 U v 7 LIZHAE T, wXF A oL ik y FLTC
ME 7 ETEHSNET,

LT A P D—REN—Y

| pld-infe A b vaprea. tg gl Her Mok 743

- References ¥ |
Word: ubiquitin
o Title

Wm N Iumnnm ofcm-c requlam ubiquitin ligase activity by ing affinity for the ubiquili ing enzyme.

M.M., Nicholas 5. Lipkowitz 5

o JIJI Chem 10)

PMID:20403326 Reconstiuton of the RIG-1 paifway reveals a signaling roe of unanehored polyUbUN chains in nate Immuniy.

Zang W L., Jiang X., Chen X., Hou F., Adhikar A, Xu M., Chen Z.J.
Call 141:3 (2010

PMID: 20152150 Crystal structure o{ubcHEb'-\biwh intermediate: insight inta the farmation o{tl\e self-assembled E2~Ub conjugates.
Sakata E., Sat ota 5., Yamaguehi Y., Yagi-Utsumi M.. Kurimato E.. Tanaka K., Wakatsuki 5., Kato K
Structure 18:13

Pl Zmﬁlsssm Ezm njugating enzymes direct pelyublquitination to preferred iysines.

A, Navon A

10).
PMID 19854138 Kcy mredulxﬁ and mme-aa polyubigquitination in viral activation of IRF3.

n L., Chen 2.J

PMID: 18703417 Ubiuuim-:m:ugamg enzyme USEZD2 is respensible for FBXW2 (F-box and WD repeat domain containing 2)-mediated human GCM1 (giial cell missing homolog 1) ubiquitinaton and
degradation.

Chiang M.H., Chen LF., Ch r'
§14-920(200
PMID: 18350841 Members aﬂhe E2D :I.IuHS] [amdy n!dlahe the ubliquilination of the wnservud cysieine of PexSp, the peruumnal import raceplor.

Wiese 5., Piechura H.. Meyer H E., Warscheid B, Sa-Miranda C , Azevedo J E

PMID: 18042044 M el'enent elassu utEZ Wuuﬂn@ enzymes are required for the of proteins and by ehains with a speciss topalogy.

Hoeller D
Mol Cell
PMID:15522302 Sdubon structure of the Dﬂniﬁmuqm; | enzyme UbcHSE.
K chaik FM.. Timmers H.T., Bonvin AM., Boelens R

PMID; 15280377 Regulation of 553 by the ubiguitin-conj enzymes UbcHSBIC in viva,

Saville M.K., Sparks A , Xirodimas Vard . Stevenson LF., Bow
Chem. 279:4216
PMID: 15001359An ltered-sgecificity ublquitin-conjugati biguitin-protein ligase pair. .

on J.C.. Woods Y.L, Lane DP.

PMID #7 V v 7 3% &, PubMed ([CRUSHR D LA ZHAHE T,
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4.2.2. Molecular Interactions : 73 - OFHASEH R v N T —2 2 H 5
M7 = U —IZBHET 557D 3% v b T —27 5 Network Viewer EIZE RS NET,

o MKV —DOnFEMHAEENT LRy NU—2% 1 RAETRLZENTEET,
Flo. SOIKERT L FOMAEMENTOMFLEZ 1 XA TOIEL TRL Z LR T
TET,

e Xy hNI—2D/)—K (1) vy (OTrEoRk]JBEMN OE®RERLZ LN
TEET,

o FIRENTWARY FT—=ZRHIZHONT, /—REZ v VORBNTE ET,

o FIRINTWVDLRY FU—ZIZXH LT, 2RBORFONRERKT D5 LNTE
£9

o FRIOHWEENTR Yy NU—2 2R IobDRILD T —2 Y Y — 2%, UniProt,
NCBI gene, BioGRID, MINT | IntAct, PID, TPRP, ChEMBL, ChEBI, PubChem,
Reactome, DrugBank, GO, OMIM T,

Molecular Interactions V- > K

E ¥ Molecular Interactions (Powered by Cyloscape js)

Path Search = Via Path Search - View = Layoul - Download - Table View
x=
“ L
-
— L
= - e
e
s -
. .
4 a“ a
.
2 s
- .
= ol s -

BEEIC D& £ L CiE, 4.3.1 Network Viewer &2 2 F S Uy,
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4.2.3. 3D Interaction : FHEERDONAREET — & ZFIH LT, o OFEENE - MIFEMED
5. HEERM DI ~T OMEZ TRlT 5
PDB 2 SV TV DGR DRI IET — 2 2R LT, & 37 B ORFIFH (R M
B AR TRISND I L EORESLAMEE 2 TS 5720 0P — T, #RIT
AR MN=FIREYA T =T NFIRO MY DFIETR D ZENTEET,

3D Interaction VA > K7

@ 3D Interaction: Contact Barlsummary)[0.0 %] ===
—

- — (|
= - seq id(%): [0] [30] [40] [50] [60] [70] [80] [$0] [95] [100] HEOMEGS
bers full] [SiteTable: MM
PID (Queryl_ength 2molEous S2auence in | 4iprey Guery TITLE
sotes |ooa s AN Pz ) ReohBmer Ful=Celbiar tumor artigen 553 AltName: Ful=Artigen NY-00~13 AliName: Full=Fhosphosrotsin
P8 HUMANPOEET)| /o n i e Full=Tumor supprassor po3

EPOSOPSVEPPLSCE TFSOLWKLLPENNYL SPLPS0&MDOLM_SPD0 | ECHF TEDPGPDEAPRMPEAAPPYAP AP AAP TP AMP APAPSWPL SSSYPSTR TYOGS YGF RLGFLHSG TAKSVTC TYSPALNKMFCOLAKTCRVEL WYDST
laUERYSEG PPPCTRVRAMAL YKOSCHMTEVWRRCP HHERGSDSOGL APPCHL | RVEGNLRVE YL DORN TFRHSVYYP YEPPEVSOCTT [HYNYMCNSSCMGONNRRP 1LT1 I TLEDSSGNLLGRNSFEVRVCAGPGRORRTEEENLRKKGEPHHELP
PGSTKRALPNNTSSSPOPKKKPLOGEYF TLOIRGRERFEMFRELNE ALELKDADAGKEPGGSRAHSSHLKSKKGOSTSRHKKLMFK TEGPOSD

[BLAST file for PDE] (plain] (bar] [BLAST for UniProt. (plain] (bar) (multipks alignmert] (PSSM file] ]
UniProt Feature Tables [PO4637(P53 HUMAN)

L L | jregion  |name description
393 [CHAIN  [Celiular tumor antigen pb3. /FTId=PRO 0000185703
102-292 DA BIND
1-320  |REGION [Imteraction with CCARZ
— 1-83  [REGION [Irteraction with HRMT1L2
—

—

1-44  [REGION [Transoription activation (acidic)
[66-110 [REGION _[Interaction with WWOX.
1 100-370|REGICN  |Interaction with HIPK1
100-200(REGICN _[Required for Interaction with ZNF385A
113-236[REGION _[Required for interaction with FEXG4Z

L —— 116-292 |REGICN  |Interaction with AXIN
- [241-248|REGION  [Interacts with the 53BF2 SH3 domain
— [256-294 [REGION _[Interactian with E4F1
L] 1273280 |REGICN  [Interaction with DINA

0-333|REGION  [Interaction with CARM1
— 319-360|REGION _ Interaction with HIPK2.

— [296 DECIORL [Pl =
Pl ,

= S S
w1 % 7 h3— (Contact Bar) #/~
—
B L
@ 30 ion: Contact Barl vI[00 %]
= [ (a8
= s seqid(s) [0 (20] [40] [50] (6ol [70] (6] (5] (951 [voa] ¥ HEOMEGS
[bars fuil] [SiteTabls ] [eden
FID F:mLmhg%.W‘ AR !urinm Guery |Trr|.E
59155 m 534 53 HUMANPO46E3T 'Q"é"&‘".‘ﬁ;"ﬁi”‘;’fﬁ%i?;;”z‘;’ antigan 3?533 Altharme: Full=Antigsn NY-00-13AltName: Full=Phosphopratein

WEEFTSOPSVERPLSCE TF-S0LWLLPENNVL SPLPSOAMDOLM_SPOD [ECWF TEDPGPOE AAPPVAD AP AP TPAAP AP APSWPL SSSVPSOK TYDGS YGF RLGFLHEG TAKSVTC TYSP AL NAMF COLAK TCPVOL WVOST
lQUERYSEG FPPPGTRVRAMA] YKOSCHMTEVWRRCPHHERCSOSOGLAPPOHL IRVEGNLRVE YLDDRNTFRHS' \'\-W“EI"PE\‘UEILTTIH"‘WN[HSSLM SGMNARRP LT 11 TLEDSSONLLGRNSFEVRVCACPGRORR TEEENL RKKGEPHHELP
lPCS]KRAL[ NN TSEEPOPKKKPLDGE YF TLO! RGRERFEMFRELNE ALELK DADAGK EPGGSRAHSSHLK SKKGOS TSRHKKLMFK TEGPDSD

BLAST file for FOB (glain] (bar) [BLAGT for UniProt, (plein) (ber) [mitipls ahgraent) (P
UniProt Feature Tables [PO4637(PS3 HUMAMN]

[ 393

F 1 1 . 1 | [region [rame {description =

[1=393 [CHAIN  [Calluiar tumer antigen £53. /F Tid=PRO_00001ES 708

[ [162-28% [DHA_EIND
[1=320 [REGION [Interaction with COARZ

— 188 [REGION [Interaction with HRMTTL2
= [1-44" [REGION [Trarscription activation [acidic).
— [66-110 [FEGION [Interaction with WWOX
[100-370[REGION  [intas with HIPK1

[100-300[REGION  [Required for interaction with ZMF385A
113236 [REGION _|[Required for interaction with FEX042
116-242 RE(.AI(.,N reraction with AXIN]
48!§EGION Intoracts with the 53EF2 SH3 domain
94[REGION  [Imeraction with E4F1
] 213 280[REGION _[Interaction with DNA

oo ] 3[11—39 _HEC.ION [rteracton wath QAR

— [315-360[REGION [Interaction with HIPKZ.

[ — o _aee lDEqinn

21



THFER 2 F « METILOERIZHONTT I/ RS Z B~ 7o — TR L
N=UTY, BERBRIEIUTOL IR ET,

DT A 3 PEEEBICHY . ZhErs )y 7358 b~ —narZ 7 b
N=FIRIZRY 3, ¥~ V) —FR TR E 0 O T OIFRIZ 7
—7fbsh, RENRESERLETINFRSNET,

DT A Nl EICHY, el Vv s3T5, T arZ7 h—
FoRIZIRD £, TVFERTIEIETCOREDFDIERDAK R FRINET,

N

e  UniProt \ICE N~ FHROFR: UniProt IZEREINI=RF A HEEA~Y v 7 A |
FEAEAL, TEMEAAL 2 EDT X BOMEKOEHRN N—TERRINET,

UniProt Feature Tables [P37231(PPARG HUMAN

503]
lifregion |jname |[description
1-505 |[CHAIN Peroxisome proliferator-activated receptor gamma. FTId=PRO_0000053492,
S 136-210|[DNA_BIND|Nuclear receptor.
- 130-150|[ZN_FING |NR C4-type.
- 176-108[ZN_FING |[NR C4-type.
— 205-280]REGION _ |[Interaction with FAN120B.
——3 1 7-505|REGION _|[Ligand-binding.
| [317-317|[BINDING _ |[Synthetic agonist.
I 351-351|BINDING _|[Synthetic agonist.
4??-4??-"m"§ymhmc agonist.

1[501-501][BINDING _|[Synthetic agonist.

e MONOMER: Hi SRS AR IR 22 & o 23 7 B DOSIARKEE DA, T D IRk
BEIZEoTESTENTERRENET, o~V w7 R FIvV=F, B-ARNT
RiEst, V—73IRATRRINET, 3BDDOT A arz27 )y r 358, 3DE
TINDERRY 42 RUBRERINET,

[ MoNOMER
| 505
pdb_id I i
‘| f ' ! ! "\E}’m i ”ldumty [description
B 4 JEAE & 1 2E £3c00B [[100.0 [PPARG HUMAN Peroxisome proliferator-activated receptor gamma

e HETERO : ~7 v " &K : {7 ¥ /37 B DO~T v 8RO IREE O RN E
IRENFET, 7742 AL b SPIZFEDIKEDOS—T, HAERBL A N— ED
RO TRENET, 3DDOTAarw7VyrT5HE BDETILORRY 4V
RUNERINET, ROPRITHEEST MO X 7 EOHFR, KROANZAHF
IRB NI EDY FREBS—BRENERINET,
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S HETERO

ELE R T Jhomologue

i sy D] escrprcn

w[€lzn(l] [B [P97947 RAT ™ subfanuly 0, group B, member 2(12 100.0 AN

| Eausgrr) [B [PRGC1L HUMAN PGC-1a pepride? 2a] A 1000

[imef2] [B (COAI_HUMAN Peptide of Nuclear receptor coactivator 1[11 3a) A [1000 |[PPARG HIMAM

DET=ON iCOAI HUMLAN, Nuclear receptor coactivatar 1[11 2] A |100.0 | [PPARG HUMAN Perouisome probfe

w[Eipafl) [B JNCOAT HUMAN peptide from Nuclear receptor coactivator 1[11 2a] A J100.0 |PPARG HUMAN gamma

e NUCLEOTIDE: ¥ & OB AW  HF 72 & o X7 B OKERE & OB AR TR E DS
WHRRRENET, TIA4 A2 NS K AD—"T, FEIERRA S
— ORI TRENE T, 3DOT A arE 7Y v T5HE, 3D ETLDOER
U r RURRRINET, ROPRITHEST DMMOZEE 1 DAFR, RO
MR &2 L X7 GO 4 & BS— B NFREINE T,

SCCNUCLEOTIDE
505 Jeontact mol |
Pl s [dcscription
3 B o7 RRA RN e R e
7 B [1000_|[PPARG FIUMAN Peroxisome proliferatos-activated receptor gamma
B[00 |[PPARG FIUMAN Peromasome prolferator-activated roceptor gamma
[S3al3] |0 |pNA (5-Dr*DCPDIP"DGP*DAP DCP* DCP*DIP*DIP*DIP*DGP. B |F97 ]RXRA _HIIMAN Retinoic acid receptor RXR-alpha.

e COMPOUND:AESRFILEMEDEEW HF 2 2 L 7 BDORS LAY & OBAEK
DONARFEE D RNFRINET, 774 A2 FINTERPIKED/N—T,
HAEREALANN— EORVR TR SNET, 3DDOT A a2 27 )y 7 35E, 3D
BT NVDORRY 4V RUBRERENET, ROPRIHEST DL FILEM DR,
RKOLUNAAF R 2 78 2 BEOLHREBSN—BERPRRINET,

L ] POUND
7 ol
—— ) N T — I SN S S
kg
& 50k1] o Ll L LT L. 00, ARG oxisome s eceptor gamma
- {1 (3 [L(BIPHENYL 4 YLCARBONYL) 3 PROPYLFHENOX.
IDRY
| 2] | SO Ok oY i 1000 [PPARG HUMAN Peronisome prolferator-activated receptor gamnma
((1-{3-{(6-BENZOYL-1-PROPYL-2-NAPHTHYL)OXYJPROPYL)..

e METALZEBRAAVEDBEEHIABEDRT HFALRY IV EDORRBA L ED
BAEBONEEEDOERP TR IRINET, TT4 2 A2 b SNTZHIEBIK D —
T, MHAERMALNS— EORWVRT RS WET, 3DOT7 A 227V v 735
ELVBDETNDRRY 4 RUBERREINET, ROPRIHEAT LB A D
LR, ROGIERICHIER S T8 OARRERS|—BEENFRINET,

SAETAL

E5 ol womologue
el S devrpios
iy |6

kei  [RXRA HUMANRETINGIC ACIDRECEPTOR RXR-ALPHA

L
||~ CHLORIDE JON1 atoms]
c

L
- x| 9 JRXRA_HUMAN RETON EPTOR RXR-AL
0l N — P00 RSN RETINOIC ACD RECEPTOR RAR-ALPHA
- | ) I 15 ! M 3 L
) R [ i s P 581 JRXKA HUMANRETINOIC ACIDRECEPTOR RXR-ALPHA

e  HOMOREZEE FHFI 72X > RV EDORE KOS IEEEDERENF R INE
T TIA A NI EERIREDN—T, FHAELEFEA A N— EOSR DR T
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AENET,
RENET,

BDDOTAarE Iy T HE BDETNDRRY 4 RUNRE
ROFEAER 2 &Z X7 EOLFRE Y| — RN R RIS NE T,

oM
505] <ontact mal == -
pdvid | -
EP“- lasym_id|description n)u_i:f:ﬁn ‘}kmm
E‘};]““ B PPARG HUMAN Peraxisome prolifirator-activated receptor gamma[2. la 1000 ::.:;:' HUMAN Peroxssome proliferator-activated receptor
©2hugl2)|B PPARG HUMAN Peronisorne proliferator-activated receptor gammal?, la 1000 [EEARG HUMAN Peroxisome prokiferutor-activated seceptor
P :.[‘.:jm 9 PPARG HUMAN Peroxisome proliferator sctivated recepior gamma(2 la 1000 |EPARG HUMAN Peroxsome prohfermor sctivated receptor
g Eamma
. o VAN ) SV 3 e Gl 7 N o )7 R Ty Y
e PRECIPITANT: ILEA2 & L OESHIIBEEEDORT: MRS X7 EOULE

Fl7g & & OBEEROIAREEDTERN TR SN E T, M ETI2I3, S04, PO4,

GOL 72 &,

TEEF, R LAl RBERe EORSBEHEZENTHET, Zhb

DAEA AT AR FIN T T E R A2 A 032 ) 72, COMPOUND & 13 5ic k- T
WET, T T4 A ST EIRDIK GO S—T, fHAASERENLDS— ED7R
MMCRENET, BDOT A2 %7y 735L, 3DETNDERY 4 RN
FKRINFET, ROPRITKEET DILERIZ E 04T, ROLSRICHIFE 2 3y
BHOLPRE RSN —BERENERINET,

| [] INA BIND Nuclear
sime 17 _—
12J1 |Gl 5¢ “‘sm»c E | hetero RXRA HUMAN homo — T
sime 173y 2o ® - NA_BIND Nuclear
TOm9e E [ hetero RXRA HUMAN metal CL NA eceptor
Sl NA BIND Nuclear
14D ll‘im?{ E | metal ZN CL homo ——
stk 15[ [s [ 62 0] & orn |DNA BIND Nuclear
= Bmge E || hetero FIDEPT HUMAN THB1 HUMAN RXRA HUMAN metal ZN CL homo I receptor.
® |ZN_FING NR C4-
SITE || 70 L YN
e sl 700k e & | etat 221 oo liype. DNA BIND
uclear receptor
e ZN FING NR Ci-
e 77| 3| ENEGASPTQLTRMRY vpe. DN
127D 3 3m% E hetero RXRA_HUMAN metal ZN homo R fype. INA BIND
Nuclear receptor.
SITE 387/ P 126 Eapa2 A BADT SVMS
StE 355 F | [ 320] 4paz 4 | <o F->L Disease
SITE 389)(G (Hlje|| 46.1{ E4pa2 A lesaDLTQTNVCRFREE
SE 4. g
424D | Tle| 63.0 E4pa2 A hetero RXRA. HUMAN PPARG HUMAN RXRA MOUSE FIDSP7 HUMAN RXRB _HUMAN homo.
STEasiR s (b 36| apm2 A | o0 R->CDiscase
SITE 42 5 3| Bapa2
426p | Te| 53| @ioa2 A |, ... pxRA FHUMAN BXRA MOUSE bore
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7ens] VA T —7 L (Site Table) o~

3JFHDb

THISHIRE T OEHRE, 11T 1A (PA b)) OROEANTERLET,

1
5@ 3D Interaction: Site Table[D0 %] (2 EH &
3FHB

= n_nrluLum_uﬁJ W HOMCGs

orload

[ta mary] [bars

FID OmryLelmh|Hmﬁ Soqw 4 Lh%vt Quary iTITLE

E : LTRAKARAIL TH-T THSPFY \me I-MFI'}" FM—I"‘ FF
k GvH II”'_‘.! ASUMNKDGVL | SEGOGFMTREFLKSLRRPFGOFVERHFEF AVKFNALELDDSOLAIF 1AY 1 ILSGORPGLLNVKE 1ED I CONLLOALELELK

erert] (Poaid fila) ]

re.
w5, [feature table]:UniProt Feature Table

pbearved aa |feature table variant
] I [

UTICROHNOHEA Z—2>F OB L4,

[n] : #1 & (1,2,38,..)

SMTE 22V v 70925&, WA MNTLDOFELEHOR—UBREREINET,

la] : 13CFKLOT I/ BRI,

[s] : 8557~ & Pl S A7z ZAiE, DSSP ORIt > T ET, Hia~U v 7 A E:

B-ANZ KN, T: &Z—>r, S: XK

[e] B 6 TR S N7z @8 H (e) /HEE (b) o WEEEER HHEEAY 20 %LL T 72 B (buried) |

ZTNLIATE N (exposed) & LTV,

lacc] : 587 & T S AU 7 BRI HEE (%],

[pdb] : ## A% ED PDB = — K & asym_id,

2 %70 v 320, HEEOIEBERFRSNET,

[contact_mols] : Tl SNT-FER T DG o

[observedaal : RER L DT T4 LA T, HBLLEET X 7B, BBV 720ze
EACRIRIFDR LN &Il D, 7V v I THE~NTFTNT T4 AL FRFRENE

ER

[feature table] : UniProt |ZFC# S 41TV % Feature Table O1F#H

[variant] : UniProt [CEE#i STV 5 B FOERKDEH, Disease : Ji[KMPE,

Polymorphism : #3537, Unclassified : K/43%8
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SITE A rZtnE L HDOR—

YA NT—TICEREINTFZIEE S, HH5W0E SITEZ 2V v 7 35&, UFTD XD
YA NZTEDFELEODORN—UNERENET, ZOHIIZ PPARG_HUMAN O 425 %&
HOVA FDOFEEDDOR—TTT,

SITE Summary for the 425-th Site(R)

IPID  [QueryLength [FocusSite [TITLE

RecMame: Full=FPeroxisome proliferator—activated
receptor gamma; Short=FPRPAR-gamma; AltName:
Full=MNuclear receptor subfamily 1 group © member 3;

27017 505 425 R

UniProt Information
lAcAD \ACP37231 ID:PPARG_HUMAN

WVARIANT: R => C (in FPLD3). {ECO:.0000269| PubiMed: 117886851
SFTId=VAR 022701

STRAND. [ECO:0000244|PDB.3ADTI.

Feature Table for REGION: Ligand—binding

425—-th site VAR SEG Missing (in isoform 3).
{ECO:0000303|PubhMed: 16842753} /FTId=vSP 043907,

CHAIMN:. Peroxisome proliferator-activated receptor gamma.
SFTId=FPRO 0000053492

VARIANT for 425—th |R->C Disease dbSNP— Lipodystrophy, familial partial, 3 (FPLD3)
site (WM B04367

Evolutionary Information
[Percentage of Amino Acids in Homologous Protein

R:52% A:14% V7% S:6% 1:9% 0:2% E:2% G:2% L:2% M:2% T:2% N:1% C:1% Y%

3D Structure Information

|Temp|ate For Monomer|predioted SeoStr|predioted ExpBur |F’redicted Relative Acc(%)
623200 (coil] b (buried) L8

3D Complex Information

|F’redioted Bind Maolecules

| 1 metal2

|Temp|ates for 30 complexes

| [PGO 1 &3pc0 B1F 1 metal [IOD 1&€1v0s£41J1 &14v0sB1 M1
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http://p4d-info.nig.ac.jp/mediawiki_dev/index.php/%E3%83%95%E3%82%A1%E3%82%A4%E3%83%AB:Site50.png

D4

8D ETNVDERY 4~ KU

3D EFNERAT L0y 4 FyT, floTaavsy 2V s s LR
ET, ERE, EARCEDLPT. LFO L) RAEDA 4 —7 2 — A TERSE
T,

Empmtein Model on 3fal.D_1_A_1 (TEMPLATE: PDBi3fal }

DOWNLOAD

| sequence—replaced
B0 model

I;I 30 template
e Modeller soript
ALL MOLECULES IN

THE BIOLOGICAL
INIT

MOL&; assembly id:1
MOL&- assembly id2

sequence-replaced 3D model j CurrertViewHTMLS Change to[JAVA (faster than HTMLS]]

msym_id aper ‘contact sites
model mark [guery it sy type description p—y
1P o |APPARG HUMAM)D 1 (D) )po‘ymer(po‘ypem'dem Eiésfjfh‘z e OLeE

0w | o (a)  fpobmereoivpestill) Retinoi coid reoepter oo L0 St st s aenT st
) RXR-alphe RXRA HUMAN

4897 4925 495P 4961 499E

MODELLT] Protein A “queryd” TEMPLATESfal D 1 SeqlD=35.5%

queryh 301: QSKEVAIRIFQGDQFRSVEAVGEITEVAKSIPGFVNLDLNDQ\/TLLK‘(G\/HEII\’TMLASLMNKDGVLISEGQGF MTRE-FLKSLRKPFGDFMEPKFEF : 398
TEX X % KKK KX OXKX K XX XXX % KKK X X KX XXX
3fal 01 G4: QSREARGQRFAHFTELAIVSVQEIVDFAKQLPGFLGLSREDQIALLKTSAIE\/MLLETSRR‘(NPGSESITFLKDFSYNREDFAKAGLQ"VEFINPIFEF: 1681
SecStr : T HHHHHHHHHHHHHHHHHHHHHHHHHEHTSTTTTTS HHHHHHHHHHHHHHAHHHHHHHTEE TTTTECESSSS HHHHHTTT = =HHHHHHHHHH :
ExpBur :eheebeeebbbbbbebbebebebbeebbeebebbeehesebbebbbeebbbbbbbbbbbeebeeeeehbeeseeeeheeeehechbbe - -sebbeebbeb:
Contact :bbb b b b b b bb b b
5 F DFERE G
COWNLOAD
| sequence—replaced
B0 model

I:I 3D template

M00E,

wer| Modeller soript
ALL MOLECULES IN

ITHE BIOLOGICAL
LNIT

MOL&& assembly id:1
MOL&. assembly id:2

Isequence—replaced 3D model j CurrentView HTMLS Charnge to [JAVA (faster than HTMLA)]

o T 7%/ NTIXHTMLS Z MV /= JSmol # AW TERENE T, Current View:
HTML5 Change to [JAVAlZ 7 U v 7 31U, Java % V7= Jmol TOERIZE
HIENTEETS,
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A=a—nb, FRTDHET VA, “sequencereplaced 3D model” &"“template 3D
stucture”® EH B EESZ LNTE £7, “sequence-replaced 3D model” & 13,
SEARAEIE | TP & [F]— T8, AR5 LR 2R (7= —) ORFNC
AW Z - G mTn V—8T VOHETT, “template 3D structure” |88 & L
T NARREIE T,

BEAIET7 7 A NVEL T ra— R LRE R ATHET,
M [sequence-replaced 3D modell# 27 V v 7 325 & fligKERY—FET /)L
(sequence replaced 3D model) Dffi&%x PDBEATHX Vo a—F15%
GremcxEd, 3D templatel#2 U v 2B b, B S L7z ik
WaE P CTH Y —RTHZERTEET,

o [Modeller scriptlZ 7 U v 743 & RERY—EF J /7 1 75 A Modeller
AT 12007 7 ANEX T B— RTLHZENTEET,

ALL MOLECULE IN THE BIOLOGICAL UNIT : (&2 U v 732 L $#5i5y
TFINEENDEYFHIHEAL (biological unit) D&y Fa KT HI ENTEET,
DMA — 0= fKLL OB AR A TS 5 MR H 5 A1E, %920 « Uit

z#27 Vv 7 LT, EMFRBEMNERZHRT 5L 21 LTSN,
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http://p4d-info.nig.ac.jp/mediawiki_dev/index.php/%E3%83%95%E3%82%A1%E3%82%A4%E3%83%AB:Modeller100.png
http://p4d-info.nig.ac.jp/mediawiki_dev/index.php/%E3%83%95%E3%82%A1%E3%82%A4%E3%83%AB:Allmol100.png
http://p4d-info.nig.ac.jp/mediawiki_dev/index.php/%E3%83%95%E3%82%A1%E3%82%A4%E3%83%AB:Allmol100.png

4.2.4. Natural Ligand DB : /N2 7 = A FREZFIH L7T2RKKRY o FEEAEOBEAREK
WET — 2 2 HD

o REIMERICEHL T, BERAENKISZBWTHAET 22U K (RRV T RE
FES) & DEARENRRINET, KRR T FEOBEGERPT S TRn
LAt PRIZIT oo EEREEN R R ENET,

o EPEA. PDBID HIZL D, EMERRMRERNTZ D1E0, RO U X % AT
THZET, AEBICRMLTVWDNRAT = A ZHER L, ZDONAT = A FORRY
T FMEAEEZ R 2 /R T, BREMNEIDICERERP b TR, £
NbERINET,

o HWIFERDY 7 %D DB IZ2W\W T, Uniprot & PDB, KEGG ~® U > 7 H3FI| H
ARETT, HOCW B AD T —4 UV — 2%, PDB, Uniprot 3 X O KEGG T,

Natural LigandDB 7 > K7

NLDB [ ooy
HOME ABOUT HELP VARIANIS & Informati

( _
e | Data count 7 7 A

I™ perfect match (for non-+ 1D keywords)

Keyword Search View | Uniprot Search View
5 readaGns found.
e ——
Data count

R09323

NUMze |G13057 + H20 <=> N-Acetyl-D-glucosamine + G13058 sy

Ab initio

Natural
R10831

N GOOT1T + H20 <=> G10008 + N-Acelyl-D-glucosamine ]

A mitio

Reaction (D Name & Definition
complex reactant product
Natural |0 1
RO0022 N. pr=m 0 0
NL Mg Chitobiose + H20 <=> 2 N-Acetyl-D-glucosamine i
Ab inito |0 0
Natural |0 1
RO6141 ok 0 0
NLMge  Chitobiose + H20 <=> 2 N-Acetyl-D-glucosamine ey
Abinio |0 0
Natwal 0 O
RO7810 e l6—0
NLMge  GOBTBO + H20 <=> G08421 + N-Acetyl-D-galactosamine L
Abinito 0 0
Nawral 0 1
0o 0
0 0
0 1
0o 0
0 0

Related sites
VaPra$S, VAriation effect on PROtein Structure and function, is a new data cloud for Structural Life

./VOPI'OS qu Science and is the core technology to lead the collaboration between the discipline in Structural
- Evn\ﬁy and the whole Life Sciences. <[]

Bl & 2 B BEA TR AT O ONEARNREBIEL 20 £9, ZO/RE. BEELE
D95 H NLDBIZHEESNTNHIEAED Y A MPERGHEICE LD TERINET,
Data count ® % 7 LN D complex D% 7 4T Natural/Analog/Ab initio (KFXU > R
L ODEBRDOREER RPN TNDOD, THalbEWE~7 4 v FLizbDROd, T
WEEE72DH) ORI, rectant & product 7 7 A TIXZENZENDE v MR FEREINE
T, BG5S A AT, FEMEmEICBE L ET, FEMEE T, EAROMEEN ]
FUL STV AL, BUSTNLEZICZE RPN O TWIUIFR IR EN D DT, BRPKLIF

BT DTS £ 720 £97, httpi/mldb.hge.jp/nldb/help (2 BARK) 72 F] FH OB
AR ZfE > THASNTOET (G850,
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4.2.5. hGtoP: 7/ AlZa— RF&hbdb M X7 EOESIFEREMEL BT E L
SARREIE NG A 7 D
hGtoP 137/ AZa— R&Nb b NEX NI EORYT —X it LR e F &
WET—HR—ATY, b hevURIZa— RINDHEHX X7 EOREN 72 RS % —
DX FET, FHEMERZOHE TR — VO R A2 E D TEY . Hl2IELL T L
IIRRNZEZ D ENTEET,
o YOETNVAY (EEAY. HIEME, HHIEIZHO7Z 54 170 fE) 12\ < DDk
TR TIPS D02
o BEINOSLARKEE L FHFEIMET S 50> 2
o RINEMEREEITE Z D2
o MRENEEBALILE 2002

! hGtoP 7 A > R v !

hoToP s

Homo sapiens(Human)

Recname:Sodium-dependent dopamine transporter
AccessionID:Q01959

Gene:SC6A3_HUMAN

Organism HUM PRI ROD |MAM VRT INV PLN |BCT ARC

Hits 61 (102 | 81 | 83 | 204 |186| 20 | 31 | 13

Tag Cloud
] .\JI
e |
D

,“‘é)
hGloP

619 amino acids
SECSTR

——m .. m.om s . _im mommes i PSIPRED

— DISOPRED
BLT:PDB  58-3680 | 4m48A PDB] 8.9 55.8%
RPS:PDB 59->680 | 4m48A PDBj 3e-113 23.6%
RPS:SCOP  6@->581 | 2a65A1 f.54.1.1 3e-147 21.8%
HMM:SCOP  6@->581 | 2a65A1 SNF-like 4.2e-177 0.0%

— —— RPS :PFM 96->540 | PF@0203 PF@@289 le-83 50.2%
HMM: PFM 68->582 | PFR@289 SNF 4.7e-238 57.6%
BLT:SWISS 1->619 SCEA3_MACFA | - e.e 96.3%
PROS 181->184 | PS@@@81 ASN_GLYCOSYLATION
SO —— i

ATJ

*—7U— K, UniProt Accession £72(% UniProtID (& K&~ 17 R)
7

F—U—FEIE Y FLEA Y THEDOY AN, HH R THDOY <Y —
v

T er—%1 28
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Quick Tour

1. VaProS ODMBEIZF—U— K (il : nicotine) & ANLE 7, HFEHEE T hGtoP
Ne v hT5EZA%HDE Phenotyperesults T6 ok v hLET, TDED
UNIPROTKB D71 7 A CIP436811 CHDITOT = v VR 7 AZF = vV %&
A, Details (Go)R¥ v ##M L E7,

2. VaProS WO DB —/VZERB LET, TS5 —2 3 O3 % )5 hGtoP
ZERLEY, ZOEETIThGoP VA > Y DORRERIS/ NSO T, —3F
e EOTA RRZ 2L TR RIERESTEET,

Recname :Neuron

VA RUUA RRZ
subunit alpha-4

AccessionID:P43681
Gene:ACHA4_HUMAN

Organism HUM PRI ROD MAM VRT INV PLN BCT ARC

9% | 173|188 | 128 (443 (264 | 11 | 1

5COP Domains

Database Range

626 aming acids

‘ B e = ek - LR AL Jsmmm. SECSTR r:l_
»

hGtoP 71 > FU 2R KMEL TR R £LE, hGtoP V1 > N

(5 T — T

Homo sapiens (Human)

Recname:Neuronal acetylcholine receptor subunit alpha-4
AccessionID:P43681

Gene:ACHA4_HUMAN

Organism HUM PRI ROD MAM VRT INV PLN BCT ARC

Hits 99 | 173|108 | 128 | 443 | 264 | 11 1

Evalue  SeqID

1 626 amino acids

oo L AR mmam. | SECSTR
[P — T [T
- || DISOPRED

BLT:PDB | 37->347 |2bg9A PDBj 1e-97 48.2%

mmmm | BLT:PDB 561->618 | 2bgdA PDBi 4e-15, 50.0%

RPS:PDB | 35-242 |4aceA PDB] 9e-71 23.2%

- RPS:PDB | 24@->274 | 2k58B PDB] 2e-13 80.0%

- RPS:PDB | 309->333 | 3mras PDBi 6e-18 72.0% «f
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http://www.uniprot.org/uniprot/P43681

3.hGtoP VA > RUD

haToP

Homo sapiens(Human)

Recname:Neuronal acetylcholine receptor subunit alpha-4
AccessionID:P43681

Gene:ACHA4_HUMAN

Organism HUA PRI ROD MAM VRT INV PLN BCT ARC

Hits

Databasze Range Top-Hit Cross-Reference Evalus  SeqlD
L L L L L L 626 amino acids

[ ¥ T . | SECSTR
PSIPRED
] L] DISOPRED
——— BLT:PDE | 37->347 | 2beoa DB 1e-97 48.2%
— BLT:PDE S61-»618 | 2bgoa it} de-15, 5Q.0%
— EPS:PDE | 35-3243 | dagef EDBS 98-71 3.7%
- BES:PDE 248-:274 | 2K5E0 EDB3 2e-13 BO. 0%
- BESFDE 399->333 | 3mraf EDB] Be-18 T.e%
== | RPSPDE | 560->507 | Jhgds 205 de-15 55.2%
— BPS: P | 44-3241 | 1i%b4 L1756 W § le-63 3.7%
— BPS:SCOP | 243->349 | loeda f.36.1.1 3e-40 63.8%
== | BPS:SCOP | 590->618 | loedd f£.36.1.1 Ja-06 44.8%
—— | W SC0R | 243-2622 | leedC_ Heuroteansmitter-gated don-channel transmembrane pore | 2.3e-84 | 0.0%
A HRSCOR | 36->242 | 1i9bA_ Micotinic receptor ligand binding domain-like 3.2¢-77 |9.0%
— BES:FEM 49->243 | PEA2I3L PEGXSZ] Zg-48 49 8%
— BFS:PEN | 250-5407 | PEOZY PEBRS3Z Ze-15 50.6%
— RS P 513-»618 | PEO2D PEQLS le-26 41.5%
—— | WV PEY | 250-3618 | PE3932 deur chan_memb 5. Be-106 [ 63.1%
—— HMPEM 37-3342 | PER2931 Heur_chan_LBD B.3e-78 |40.0%
BLT:SWISS | 25-»626 | ACHA4_PANTR - 0.8 95.8%
' PROS 5768 Eaooeal ASN_GLYCOSYLATION
! PROS 187-:118 | B i) ASN_GLYCOSYLATION
! PROS 174-3177 | ESO0001 AcH YCOSYLATION
PHOS 3593367 | PSOOGAY C I
PROS 118->112 | ESOOGRS BEC_PHOSPHO SITE
1 PROS 176->178 | PSORORS PEC_PHOSPHO_SITE
PROS 228->212 | PEOOORS BKC_PHOSPHO SITE
PROS 334-3336 | PSOGGGS BEC_PHOSEE T
1 PROS 421-%423 | B 3! P PHOSPHO
! PROS $32->534 | PSOOQOT PEC_PHOSFHD
| PROS 545->547 | PSOOGRS BEC_PHOSPHO SITE
1 PROS 558-3552 | PSOO9S BEC_PHOSPHO_SITE
PROS SEG->5688 | PSOQOQS BEC_PHOSPHO SITE
' PROS 2B->31 B200006 CK2_FHOSFHO SITE
' PROS 196-%199 | B ! L PHOSPHO.
' PHOS A24-3427 | PEADOOE CK2 PHOSPHO
i PROS A73-5476 | ESOOGOE CK2_PHOSPHO SITE
' PROS SBG-»589 | PSOOGSG CK2_PHOSPHO_SITE
[] PROS 97-3105 | PSOO9RT T¥R_PHOSPHO_SITE
] PROS S66-2573 | PROOGT IYE_FHOSFHO SITE
' PHOS 22-327  |B N MYRISTYL
' PHOS 67-372 | PEODOOE MYRISTY!
' PHOS 216->221 | PSROGOE MYRISTY!
' PROS 4595464 | PIOOODE MYRISTY]
[ PROS 4BQ-»4B5 | PSOO0OE MYEISTYL
' PROS 594-2500 | PROGOGE MYRISTYL
= PROS 161-»175 | PSOG23I6 HEUROTE_TON_CHANN
= = = (M
- - m om . SEG

L L L L L L 626 amino acids

Copyright @ 2015 National Institute of Genetics

EmEt
SeHRIC A4 . GTID : GTOP THWOHNABLEF4. 7/ L7 ay=7 MZLY
Yo7 /T — 3, SwissProt O FUNRFTEAR L THY £9°,
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REVTDHDH4EMME (Organisms)
EBFVAEY) (EAY ., BEEME. THEICHT- 58 170 fE) 1oxtd 2 8Ew 7%
TR LET, 3LFIIEWFHEO ST, TOFNRKRER T O TT,

W& TR i

HUM human

PRI primates (other than human)

ROD rodents

MAM | mammals (other than primates and rodents)

VRT vertebrates (other than mammals)

INV invertebrates (animals other than vertebrates)

PLN plants, fungi, plastids (eukaryotes other than animals)

BCT bacteria (including both Eubacteria and Archaea)

VRL viruses

PHG bacteriophages

KA A > OfEE (SCOP Domeins)
bty hLTWAIEE A A VAR ERLET,

o N—FR
N—FIRTRD K O RIFRBFRENET,
SECSTR: Pl 2 RMEEERLET, v~ V= IBa~l v 7 A HEANRB »—
]\ ‘/C\\—j‘o

PSIPRED : PSIPRED (2 & ¥ PRI Sz UM, ~ V= Z R an~l v A HER
B —hTT,

DISOPRED : DISOPRED2 (T X ¥ T}l & 4172 RIRZEVEREI, ZSPERAIITIK 6 THRIR S
nEY,

BLT:PDB : BLAST |2 L A%f PDB 2% 37 F A v A > MEIEK,
HlfaE., PDB =2 — R, U > 7. Evalue., JALEN RS NLE T,

RPS:PDB : Reverse PSI-BLAST |2 L A%F PDB IZ%t3 57 74 > A 2 NMEL,
HlsEE,, PDB =— K, U7, Evalue. HEUEINRENE T,

RPS:SCOP : Reverse PSI-BLAST (2 L 2% SCOP IZx/t3 57T T A > A2 ME,
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P, PDB =— R, U7, Evalue, FEUEMRENET, % PDB &
20 RAAL L ZEOTFROEREGDL ZENTEET,

HMM:SCOP : HMMer (2 & % SCOP (243 57T 74 > A > hHEIk
Bk, PDB =— K, KX A D4 FR, Evalue, FEIERR RSN 5,

RPS:PFAM: Reverse PSI-BLAST (2 & 5% PFAM (2927 7 A > A > M,
P, PFAM =— F, U7 Evalue, BHEENRSNET,

HMM:PFAM : HMMer |2 £ 5 PFAM IZ%19 27 7 A » A > MEIK
B, PFAM = — R, PFAM R XA A > O4F, Evalue, B, HlaHE

W& /PFAM FAA VRNFRSND,

BLT:SWISS : BLAST (Z & 5%} SWISSPROT IZXI3 57 7 A A v hAEIK,
FPsEE, SWISSPROT =2 — K, Evalue, FARENNRENET,

PROS : ProSite EF— 7D R 6 AEE T,
ProSite DR —AL_X—TEF—T7DFREYRAHZENTEXF1,

REPEAT : #: v i LECHI A Bl 5 8l T,

TM : SOSUI TPl S /- EEE~Y v 7 AETT,

COIL : coiled-coil A FHIl & 7/-fElZ For L £79,

SEG : SEG (2 & W RoF bz, RUT I/ Wehvife s 5 K 9 ZRBCHEHENE DRy Vi
ZHbHOLET,

EXONS: =7 Vo ZLilHk s BTODIT ShFRShD,

T4
e UniProt ® Reference Proteome v h®Dt &~ ADT X /Rl
o wwPDB DAKE TG T — 2 _N— X
o SCOP ¥ v/ U ESIAEGE T —F =R
o Pfam ¥ N\IJHET7IV—FT—FN—2R
e ProSite BSIEF—7 7T —FX—2
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http://www.uniprot.org/
http://www.wwpdb.org/
http://scop.mrc-lmb.cam.ac.uk/scop/
http://pfam.xfam.org/
http://prosite.expasy.org/prosite.html

b — v
o KEBV—WFE
o BLAST
o RPS-BLAST
o HMMer
o I X UWEAIRFECT-HI
PSIPRED —¥ki#&i& 1M
DISOPRED RSAZEMERE T ]I
SEG 7 X/ FRRH OARAE HEME BE I D [F)
SOSUI Ji& & B AL T
PS_SCAN ProSite EF— 7 ¥R

© O O o o©°
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4.2.6. GNP Expression : &f{n DO ILBHIGW, FEREAF— 2HD

o F—U—FRRICLDIEETALELLZ, HDWVITHOREL Y — RO
TaBBRTE oMELRIEL T,

o EIETOMMEBORIGERELEEML T — b~y 7 2RI L 97,

e HWTWBRTFT—HVUY—XL, GNP LV EAINT T —XEY N CTT, T—F &>
FOFEITLL T2 ZE TSV,

U v — 2 E#H : http!//genomenetwork.nig.ac.jp/release/release.html

5 — %t ~ : http://genomenetwork.nig.ac.jp/download/dataset.html
Expression Profile 5 — %t~ s Dt :

http://genomenetwork.nig.ac.jp/public/sys/gnppub/contents/manual/gnp manual

japanese.pdf @ 69 ~<— LI & SR

LLIFIZRT L B0 GNP Expression VA &~ RUWNIZ, 7T7 —F OV 7 AEHR, GNP
HeatMap Viewer ~D VU 7 R3H D £3, £/, V7 NUIERICH DELEFHIT —X
ZAWTET Y OB AR LI RN O, R =) —o8EE+ (LLTFofIT
13 TP53) & /it dg Bl L T2 B s OB R R S E T, Download 78 % /1T
LV, BESNTWE T =2y MISHROEZEZZ TREDEROT F A L7 7 AL
TH I m—RFLZENTEET,

Sample FHA ¥ > Download R % > | GNP Expression 7 f o

TP53\ Assue TF|qRT-PCR): H.sapiens Download

I samples I GNP: RNP HeatMap i’%/j—_\‘ﬂ:\: & :/

1 TIP2 TGFB-induced factor homeshox 2 0.82
2 ARAPLTA A kinase (PREA) anchor protein 174 0.7%
3 TRCID22A TARC in family, member 222 0.74
4 IEBRB inh r of kappa light polypeptide gens enhancer in B-cells, kinase beta 0.73

5 TRIM21 ontaining 21 0.72
& SLAZ o 0.72
7 ZBTBMR ger and BTB deomain containing 48 0.72
@ IRF9 intarfaron regulatory factor 9 0.71
3 MPRE2 nuclear factor of kappa light polypeptide gene enhancer in 8-gella 2 (p49/pl100) 0.71
10 RELD w-ral reticulcendotheliosia wiral g hemeleg B 0.70
11 FEMIC fem-1 homaleg & (C. slegana) 0.49
12 AepBl loid beza (ad) p protein-binding, family B, member 1 (FatS) 0.49
13 PROMZ ining 2, with ZNF domain

14 HTATAF]L  HIV-1 Tat specific factar 1

15 GLRXZ gluta 2

16 UBEIR uh: n-conjugating enryms EIE

17 PENOXZ

18 ARMGAP3S as
19 ZNFSE4
20 DMAIBZ Donat (Hspd0) homoleg, subfamily B, membar 2

RO I B OB E
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http://genomenetwork.nig.ac.jp/release/release.html
http://genomenetwork.nig.ac.jp/download/dataset.html
http://genomenetwork.nig.ac.jp/public/sys/gnppub/contents/manual/gnp_manual_japanese.pdf
http://genomenetwork.nig.ac.jp/public/sys/gnppub/contents/manual/gnp_manual_japanese.pdf

YU T NAEREMER T DT2DICY I AEFRAZ 2L ET, UTFOHEIE, B b
blood Hi3k® TIB-202 THP-1 cells |2 0~96 h O % A LKA > b T PMA QL %z L
gRT-PCR CHILELZHG LT — & & 43020 £7, Correlation 77 7 LDEE H5 & |
AR HBUZOW TR 7 = U —TP53 & fHBD @O s 1% B2 5 MOXB2,
CAMKK2, BEX1 72 & & 00 &9, 20— J5 T, WA 2 #5113, KWIIET HES4,
SNAI2, TGIF1 72 & & 45000 £,

B o Eop =y — | —

THP-1 PMA TimePoint{qRT-PCR) 1: H.sapiens Download

samples GNP: HeatMap
Cull Tissue Treatment Time course|
2I8-204 AHE 01:00:00 {Sample .r%%& j
; —~
Correlation
TIE-202 THE-1 blood TMA
1 HOXB3 homeckox B3 0.98
2 CRAMREZ ealeium/calmodul in-dependent protein Kinaae kinase 2, beta 0.96
3 BEX] brain expreased, X-linked 1 0.93
4 DLXS distal-less homeckox 5 0.92
5 L3MBTLL 1(3)=br-like 1 (Drossphila) 0.91
& MYOG myogenin {myogenic factor 4) 0.51
1 sox1z ERY (aex determining region Y)-kox 13 o.91
A pHF1Z PHD finger protein 12 0.51
9  SRICANI zinc finger with KRAD and 9CAN domains 3 0.90
10 LIMDL LIM domains containing 1 0.90
11 CHDS chromodomain helicase DHR binding protein 5
12 885 aynowial narcoma, ¥ hreakpaint 5
13 ELFL4 Rruppel-like factor 14
14 MAPZED mitogen-activated protein kinase kinase 3
15 pLx2 distal-less homeckbox 2
1é SFIL SRI-like oncogene
17 NOTCHI notch 3
18 ToIPl TGFE-indused factor hamechox 1
15 9NAI2 snail homolog 2 (Drosophila) 0.56
20 HES4 hairy and eshance:r of split 4 (Dresophila) -0.586

GNP Heatmap F/R"ARZ 2T LLUTOLIIZ, E— vy 7BIOT Y Fr 7 T 4
MFRINET,

Data Set
THP-1 PMA TimePoint(gRT-PCR) 1

4

L sc5559588¢8 Clustering )
. 2222223232
:m FiZisziaaaa Color: )
ViViViVIVIVIVIVIVIV
1. |pix2
2. |SKIL -1 1
3. |KLF14 B
4. |SNAR
5./ |CHDS
6. | |HE!
7. |NOTCH3
8 |MAPZK3
9. | [SSX5
10, |TGIF1
1. |DLGE
12, |HOXB3
13. |BEX1
14._|MYoG 3 Renewal on Selected Gene |
15, |s0M12 —
16._|LIMD1 [ Add Coregulated Gene |
17. L3MBTL1
18. _|ZKSCAN3 | Add Anti-coregulated Gene |
19 |CAMKKZ _——
20. PHF12

PPI Network Viewer

Comparison Viewer
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GNP Heatmap (ZB3 257227081, %A DB FIH T A7 A Genome Network
Platform Viewer—User Operation Manual (
http://genomenetwork.nig.ac.jp/public/sys/gnppub/contents/manual/gnp _manual jap

anese.pdf) D4 4 X—TLIEE TE IV,
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http://genomenetwork.nig.ac.jp/public/sys/gnppub/contents/manual/gnp_manual_japanese.pdf
http://genomenetwork.nig.ac.jp/public/sys/gnppub/contents/manual/gnp_manual_japanese.pdf

4.2.7. COXPRESdD : Bin 1 DOILFEBIEHRE D
NS TWARIET —# PO R SNZBE T OERIRFE RN ERINTND

DB C9,

o IEBEORIOIEEL U THENA MR (Mutal Rank) %MW TWET,

o WBIET XX, DNA~A 277 L A& RNAseq #FIHLCWET, xtRET D
EME, B R w TR Ty MEFULE LI 11 AR TT,

o MRIEI/ TV —|ZLDBEMLET4S NCBI GenelD #xt412, K@l a0 & Lz
BTV A MNOEREI Ry hT—7 B E LTHLRET,

o  HIIERICHBY 7 %1%, Entrez Gene DB, KEGG, GO N E5 U 7
HETT,

e MHWTWAAKT—%1U Y —XF, NCBI GEO X° ArrayExpress (28 STV 5
DNA ~+A 7 a7 LA X RNA-seq |2 L 2B ET —H% TT,

COXPRESdb 71 > R

* COXPRESdb

m EntrezGene ID: 7157, Gene Symbol: TP53 | pownload
1 4.30 0.2366 DDB2 [detail] 1643
GNP Expression 2 24.74 0.2960 DCAED [detail] 79877
3 26.23 0.2858 RFXS [detail] 5993
9 ’] 30.30 0.3153 PTBEPL [detail] 5725
d) 5 41.21 0.2987 MTA2 [detail] 5213
3 47.70 0.2859 Cl17orf4s [detail] 124944
COXPRESdb 7 63.50 0.2415 APOBEC3C [detail] 27350
8 76.72 0.2881 ELACZ [detail] 60528
] 77.81 0.2909 APEX1 [detail] 328
10 79.67 0.2317 APOBECIF [detail] 200316
11 90.50 0.2747 Rco2 [detail] 55920
Pathway DB 12 95.50 0.2798 HCFC1 [detail] 3054
13 93.55 0.2805 DHX33 [detail] 56913
% ﬁ 14 100.62 0.2521 POLH [detail] 5429
7 15 111.38 0.2671 MPDUL [detail] 9526
16 113.96 0.2655 GGPC3 [detail] 92579
17 114.68 0.2793 ETF4A1 [detail] 1973
Phenotype 1a 122.51 0.2665 MYBBELA [detail] 10514
13 122.78 0.2848 SF3IB3 [detail] 23450
20 123.87 0.2739 EIFSAL1 [detail] 143244
21 131.15 0.2445 ZFPE4 [detail] 55734
22 137.20 0.2528 ENRNPUL1 [detail] 11100
v 23 141.65 0.2581 ZDHAC1E [detail] 84287
24 146.99 0.2500 THOCE [detail] 79228
25 151.869 0.2621 SHMTZ [detail] 6472
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VaProS i COXPRESdb (http://coxpresdb.jp/) (Z&EKSNTNDHERT Y v 75
— 2ty FDIBHO1O%FRLTWET, LLFOBRKRROROHH TY, Mutual
Rank (MR) #» 7 ATlE, M7 =) —O&E T & BRI T HEMELR T I2O0T
DT X UTRFERENET, EAWIZIEIMROT > F 0 7 T2 DNEHTNL
T LT £, AT TPs3 &R HLT 2 Bin O fsfiL. Efr2»6 DDB2, DCAKD
RELNY ET, MBI TV —ICRT BB X B HFEERIT. £ EBO
Gene Symbol {ZAZ COXPRESdb ~D V) > 7 X% Y £+ DO THERAGETT, S HIT,
Gene Symbol 7 T A%, A& s 7 (DDB2, DCAKD, & %5WE RFX5 72 L) &b
B BT OFHR~D Y > 7 TH,

¥izZ 7 = U — (EntrezGene ID &

ZAUZKHET D Gene Symbol)

> COXPRESdb

a7 Vv rdhEMmERs ) —@i5T
(X9 5 T TR T OIEHROFEMIZ DU
TAZ D COXPRESdb TH [ Ale

40

EntrezGene ID 7157, Gene Symbol: TP53 Download

1 4.90 0.2366| DDB2 [detail] \i

2 24.74 0.2960 | DCARD [detail]

3 26.23 0.2858 | RFXS [detail .
4 30.90 0.3153 @ [detail REZTRYPAOT F A 7
5 a1.21 0.2967 | MTAZ [detaill 7 AN THE UL —RKTAHZEN
3 47.70 0.2859| c17orf4s [detail H4e

7 63.50 0.2415| aPOBEC3C [detail

8 76.72 0.2881 | ELaC2 [detail] 60528

3 77.81 0.2309 | apEx1 [detail] 328

10 79.67 0.2317 | APOBEC3F [detail] 200316

11 90.50 0.2747| RCC2 [detail] 55920

12 95.390 0.2798 | HCFC1 [detail] 3054

13 95.55 0.2805 | DEX33 [detail] 56919

14 100.62 0.2521| poLHE [detail] 5429

15 111.38 0.2671 | MeDUL [detail] 9526

16 113.96 0.2655 | gepca [detail] 92579

17 114.68 0.2793| EIF4a1 [detail] 1573

18 122.51 0.2665 | M¥BBER1A [detail] 10514

19 122.78 0.2848 | sSF3B3 [detail] 23450

20 123.87 0.2739| EIF5AT1 [detail] 143244

21 131.15 0.2445| zFPE4 [detail] 55734

22 137.20 0.2528 | HNRNPUL1 [detail] 11100

23 141.65 0.2581 | ZDHAC16 [detail] 84287

24 146.99 0.2500 | THOCE [detail] 73228

25 151.69 0.2621 | sEmMT2 [detail] 6472



COXPRESdb VA > FUDRFDOH T LiX, LLTOHEY TT,

T L4 VNGO NS S
Mutual Rank (MR) MRIZEDZvF 7 —
Correlation E&%ﬁmﬁ#?BTVy@ B
FHEA R
COXPRESdb
Gene Symbol BT OV R4 GBIRS W= BInTIoxtd 53k
FEBLEH®)
COXPRESdb
Coexpression detail | a7 OLFEBFR~D | (Fr—T7t& v FOFBLNF —
I > DR & OFHR)
EntrezGene 1D NCBI Gene Oi#fxT ID NCBI Gene

Fo, BiaFEy P ANE LTEZTMFLZENRTE, Bty NAOHEFEE R
v MU= BN ELTEHELNET, ZDHEEIL. COXPRESIb @ Search D&y
Y — VIR E) L CHREEZTT 9 2>, NetworkDrawer 24/ L T, B OILFEH
FfRZ b 22N TEET, Fa—FIT7ADL—E—NR
http://coxpresdb.jp/help/movie/ 7> 5HF|H FHE T,
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http://coxpresdb.jp/help/movie/

4.2.8. Pathway DB : /XA U = A fFHICEESW T3 FIRIHAEEH R Yy NU—2 2H 25

M7 = — L LTOoy 1% E&Tr Pathway X° Reference ~® U > 7 D37 Pathway
DB VA > RuoficFrENE9, Download R ¥ v & ffd4 & £a % 7T XYY EXD
THEXARNTZ7ANTHNT L ENRTEET,

@ayDB A4 RY j
\

X Pathway DB

=]
Download
Molecule Pathway Reference —
TP53 AP-1 transcription factor network PID

COXPRESdb P53 APEX1-Independent Resolution of AP Sites via the Single Nucleotide Replacement Reaciome
—_— Pathway I

TP53 ARMS-mediated activation Reactome

TP53 Abasic sugar-phosphate removal via the single-nucleotide replacement pathway Reactome

TP53 Activated NOTCH1 Transmits Signal to the Nucleus Reactome

Pathway DB TP53 Activation of BAD and translocation to mitochondria Reactome
TPs3 Activation of BH3-only proteins Reactome

TPs3 Activation of BID and translocation to mitochondria Reactome

TPs3 Activation of BIM and translocation to mitochondria Reactome

Phenotype TP53 Activation of BMF and translocation to mitochondria Reactome
TP53 Activation of C3 and C5 Reactome

TP53 Activation of NF-kappaB in B cells Reactome

TP53 Activation of NOXA and translocation to mitochondria Reactome

TPa3 Activation of PUMA and translocation to mitochondria Reactome

TPs3 Activation of RAS in B cells Reactome

TPs3 Activation of TRKA receptors Reactome

Pathway DB VA > FUOERFI O T A%, LLTO#EY TH,

N7 b4 A7 LDOHHA Uz

gﬁl(l

UniProt " EZRLI-ZX L XTI EDT v~ )
Molecule . UniProt
A

PID (Pathway Interaction Database)

Pathway Network viewer
<> Reactome ® pathway name
reference PID. Reactome NCI (7). Reactome

(#) NCI (National Cancer Institute) : http://pid.nci.nih.gov/

Pathway DB 71 > R OFEHF O Pathway 77 7 LONFIE, 7 =VU—& L TD TP53
DD Pathway EIZFEL TWDZ R0 £9, HlxiZZFDF D p53 pathway|
7V v LET EHBIC Network Viewer 3L H LD | ZO/NRAT oA DXy NU
— 7% RDH T ENTEET, Network Viewer DEVFIX, 4.3.1 ZTE F X,
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http://pid.nci.nih.gov/

4.2.9. Phenotype : FEHEBHES T, REICBEET 5320 = A {F#E 5
g7 = — (genelprotein) \ZXxI T AR TOXy NU—T7~DV) 7 B
BYREL . OMIM ~D Y > 7 4L TV ET,

LR O T, £ Phenotype /S /V% 7 U v 7§ 5% & Phenotype VA RU»E
IRENFET, ZOBEIZLY, BHO VA L RUNRERS> TOWLEEIE & TR RS
NE7, Download A& v 24 & REXTRXUVEXDTIFA N T 7 AL TH T
n—RT5ZENRTEET,

Phenotype V1 > K

Pre W Pratform for Drug Discovery,
7 VaProS I/ s g D

> Phenotype

Download
Molecule Disease Reference
ADRENOCORTICAL CARCINOMA, HEREDITARY OMIM
BASAL CELL CARCINOMA, SUSCEPTIBILITY TO, 7 OMIM
ESOPHAGEAL CANCER ESOPHAGEAL SQUAMOUS CELL CARCINOMA, oM
- SUSCEPTIBILITY TO, INCLUDED ==
Phenotype P04637 L-FRAUMENI SYNDROME 1 OMIM
LUNG CANCER ALVEOLAR GELL CARCINOMA, INCLUDED OMIM
PAPILLOMA OF CHOROID PLEXUS OMIM
SQUAMOUS CELL CARCINOMA, HEAD AND NECK OMIM
Phenotype VA > RUDERF D 7 AL, LLFO#EY T,
7T L 717 LOFA PINE/E
Y INavVA=T A Network Viewer
Molecule ] ]
UniProt ID UniProt
) OMIM (2 &gk STV % Disease
Disease
name
reference OMIM OMIM

FREINLHEXDOHEA L, Molecule (&7 =V —IZkT 2B FOR Yy FU—
7 ~DY ) & Uniprot ~DVU 7 Bisg7 =V —IZBET 5 OMIM OREA S X
WOMIM ~®» U > 7 T¥, Molecule I%, VaProS W@ Network Viewer (ZV > 7 L T3H
D, K7z —LHEMERT 20 FOX Yy NU—2 2052 L3 T&E X7, Network
Viewer ([ZOWTOEWHIE, 4.3.1 2T B0,
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4.2.10. S-VAR (Sequence-VARiation) : De novo ® I Az o RAZEFIN 2 X7 B D
RE~MIT T2 TR S
e 4O5DAV¥—Y—/L (PolyPhen2, SIFT, PROVEAN, PANTHER) ®3{7
MRE, TNl GULA v ¥ —T = — AT EICRETEET,
o WKRBOMEDT I/ MERERONRZ THTHIENTEET,
o b MNETFTZRL, MAEHHEOT—Z LRI TEET,
o FERUAMMNCSVEATHEXUrm—RRTEET,

S-VAR O\ JJ ik S-VAR A > k%

X S-VAR

S-VAR is a tool that predicts and assesses functional impact of sequence variations on phenotype. =)

Enter your sequence variations 7 i / M@aﬁ”]\ﬁ ?.DL‘D\ atory fields
Amino acid sequence(FASTA format) *

>Sample
MALWMRLLPLLALLALWGPDPAAAFVNQHLCGSHLVEALYLVCGERGFFYTPKTR
REAEDLQVGQVELGGGPGAGSLQPLALEGSLQKRGIVEQCCTSICSLYQLENYCN

Sample

por . TR BB RS
G84R
Y103C

Prediction tools *

Phen2 MSIFT [FIPROVEAN [FIPANTHER

E-mail

I Optional, but strongly recommended.

0 | N
Autophagy DB \

A=NT FUAANE |

Submit R ¥
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http://genetics.bwh.harvard.edu/pph2/index.shtml
http://sift.jcvi.org/
http://provean.jcvi.org/seq_submit.php
http://www.pantherdb.org/tools/csnpScoreForm.jsp

S-VAR (2SN TN DY —/b

e  PolyPhen2

Prediction Methods: Evolutionary conservation

Score: 0 (Benign) ~1 (Probably damaging)

Cutoff: 0.5

Version: 2.2.2r405b

Developer: Provider: Brigham & Women’s Hospital (Harvard Medical School)
Reference: Adzhubei et al., 2010

URL: http:/genetics.bwh.harvard.edu/pph2/index.shtml

e SIFT

Prediction Methods: Evolutionary conservation

Score: 0 (Deleterious) ~1 (Tolerated)

Cutoff: 0.05

Version: 1.03

Developer: Provider: J. Craig Venter Institute (Also hosted in A*STAR/GIS)
Reference: Kumar et al., 2009

URL: http/sift.jevi.org/

¢ PROVEAN

Prediction Methods: Evolutionary conservation
Score: -

Cutoff: -2.5

Version: 1.1

Developer: J. Craig Venter Institute

Reference: Choi et al., 2012

URL: http://provean.jcvi.org/seq_submit.php

e PANTHER

Prediction Methods: Evolutionary conservation

Score: -10 (Deleterious) ~0 (Neutral)

Cutoff: -3

Version: 1.02

Developer/Provider: University of Southern California (Thomas laboratory)
Reference: Thomas et al., 2003, Mi et al., 2012

URL: http://www.pantherdb.org/tools/csnpScoreForm.jsp
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http://www.ncbi.nlm.nih.gov/pubmed/20354512
http://sift.bii.a-star.edu.sg/
http://www.ncbi.nlm.nih.gov/pubmed/19561590
http://www.ncbi.nlm.nih.gov/pubmed/23056405
http://www.ncbi.nlm.nih.gov/pubmed/12952881
http://www.ncbi.nlm.nih.gov/pubmed/23193289

1.

1ii.

1v.

BE5ik
S-VAR Z#F4T3 57201203, 1 KT I JBRELSI & 7 X BREIRG RO LB T,

7 2 kA& FASTA AT AN L £,

UTD7 4=~y MIES>TATLTFE,

FASTA JE

ANy H =TS THRED, 1-16 OXLFHTT VT 7 Xy "M "OMAEE & T+
JET

22 FUEAFFA]

T RIT1Fa—RRELET

30 &L EE LET

PUIFDO7 4 —~> FTT 2 BEHEREZ AT LET,

<V 77 b v AFRES<EWIR K O E><RRF K> e.g. Q5L

BEOBEHIERE AT 25E1E, 2= nBdTTRYIY) (KT 50 £ TATAEETT,

F7-.

UTD7 =~ MIfESTFEV,

28 AT AL

T LFa—-RELET

30 B EE LET

J TV —D7 X JBEIORYIDORTY v aid1 LT, V77 LU AKREORY
arEEELET
—EREOBEBBROHZ L L, A P —ra 0T U — 3 VIR,

FHY =L AFR L TCFEN, T 740 FTIETRTOY—ARM™EHENS LI
v hEnET,

E-mail TR TEHZZ T 72WEEIE, E'maill 7 RLAZATJL TR,
TR ATICIIRE DS 0 9, 7 =) —H A X0FR Y Y — 2D AMIRDLIZ &
S TEHEA U LD REELH Y £T, 2O —ERETA T g U TTREL
BEIDLET!

"Submit" R Z L EHLTCTFEN, b L7V —73—<v b2EIE-> TR, &R
S TT T RA =Vl THELTTEN,
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Vi. ORIy =L TTPRIENTEZRIRE Ra 70T —7 1T, #ERA—=UNO B
EDOV I % 7V v THZET, CSVIEROT—T Ve ra— 52 L0

TEET,

DIFoORIL, &Y —NVOTHA 27 OF/MEB LORKIETT, Y— Lo TIEF
DORREDOHEYENTR 20 £, PolyPhen2 32 a7 REmWNEEAEENE L . F0fho
— VIR a7 nE T EE VR L Y neutral mutaion THHZ EARLTEY £, £

oo AEHENE D TRODPOIEEOTHIZ, IO Cutoff [ETHREL THY 77,

Min. score Cutoff Max. score
-10 0
PANTHER . -3
(Deleterious) (Neutral)
0 1
PolyPhen2 . 0.5 .
(Benign) (Probably damaging)
PROVEAN - 2.5 '
(Deleterious) (Neutral)
0 1
SIFT . 0.05
(Deleterious) (Tolerated)

HFEROFITLL T O Y T,

vil.

Prediction results p .
HIAER % csv 7 7 A L CHUS
JoblID: 150807022648412_ba
Download Results
Prediction tools
Variations

PolyPhen2 SIFT PROVEAN PANTHER
-~ possibly damaging DELETERIOUS Deleterious Deleterious
(0.952) [(0.01) [-3.428) [-3.36102)
- probably damaging DELETERIOUS Deleterious Deleterious
(0.995) (0.0} [-3.726) [-5.13957)

E287K benign TOLERATED Delstericus neutral
(0.022) (0.29) (-2.913) (-2.38109)

200H benign TOLERATED neutral neutral
(0.0) (0.08) (-0.691) (-1.88889)
- benign DELETERIOUS Deletericus Deleterious
(0.017) (0.04) (-5.379) (-3.42693)
P benign DELETERIOUS Deleterious Deleterious
[0.002) [(0.03) [-2.866) [-4.03728)

H296R benign TOLERATED neutral neutral
(0.0) [0.55) (0.277) (-0.68429)

Loosy benign TOLERATED neutral neutral
(0.008) (0.16) (-0.43) (-1.5329)

. benign TOLERATED neutral neutral
(0.002) (0.4) (-0.183) (-1.60012)
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4.2.11. Mutation@A Glance : t b OE(s 2 RAFHZ WS 5,

BB FERENZ, 7 LEFIRT X BRI, & DI Z N7 B O NARREE & U
SR THREOFERICH LTy B 7 LCHfb T2 Z & £,

o ZEHEIBAIZ DNA L UL T CE £9,

o BRI E K LRI E LoV TCIFIT & £ 97, B8 ERAFE e KA A (Pfam)

DOFEBECSAER R O T R SN ET, Flo, HEERLESEROHEENH
AL BD HEIE LD & ZIZERNH D00 £,

o B TARMICETIERET — T NFRTHITE £,
o BFEROOHERINT =20, BERIMINEZICHLNERL, E2a—U LT

FRSEDLZLNTEET,

HNTWa7 =21 V=2 FLLF T,

o EBEEMIERNEMH . dbSNP, ClinVar, COSMIC, ToMMO

e bt MEAME®H : OMIM & RAPID

o ELEF.FTUARZUTRELTH N7 EICET 51 : NCBI Gene, RefSeq.

Ensembl., UniProt. Protein Data Bank. HetPDB-Navi.

BRI, Y =Dk y 7=V 0 EfiA = 2 —ITRLE Sz About DU > 7 S
~N—YHN® User's manual (PDF) % ZH&E T XU,

Mutation@A Glance 71 > K7

X Molecular Interactions (Powered by Cytoscape js)

Path Search - Via Path Search -

Vie Download ~

Layout - B
@ Mutation @ A Glance | Gene: GLB1 - Mozilla Firefox (754 /--75757%) -

W

L

ol )] harrier.nagahama-i-bio.ac,jp/mutation/at_a_glance/GLB1/

Mutation@A Glance Home  Tools - About [

GLB1 galactosidase beta 1

[ fp——*] %) ¢

GNP E n

COXPRESdb

Selected:

NM_001317040.1 - NP_001303969.1 |~ || DN/

User's manual (PDF) &

- 57 B R 2R BB A 2 e
— SN

DNA Sequence

Exon 1 [chr3:33097011-33097202, complement]

AGGCGCGAGGECTRECTECTAAAFCAACERGEEECEETECCAGHCETREETCOTTAGTOPAG ite el et e e icle - cplelelelete Cate | [
secagicrecTecrcrERagRcTTEcTEerTcacreeT C”EmCCEE: cEcc cerTgreccccl EECECEE Tecech

Exon 2 [chr3:33072544-33072713, complement]

afrcccccacaceatrrreanarrefferfracccfseacteerrecreanceareacaccearT

©2010 Hosted and maintained at Nagahama Institute of Bio-Science and Techonology.
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4.2.12. Autophagy DB
Autophagy DB |3tk 4 72 FEDO A — 7 7 U—BIRICEE D D X X7 BT, BRS - BERE -
AFNRTETAR « SERREIE - 2 2 X7 B AER « RVEMfEIE 1872 E o @2 40
L. Bk L2 b D TY, VaProS TIEIHMMENMEKR L7 F w37 IR LT, £hh
Autophagy DB IZHUE ST b DIC AW TIHIED T — &~ — 2
(http://www.tanpaku.org/autophagy/) & [F UfEHRMARRIND LI IR TWET,

Autopagy DB VA > K

tophagy DB

u Symbol  Function Cluster GenelD  PROTEIN s:r?::: Predicted Location  PubMed ID
A8 1034963611042

159,11076861,11

| »

Pathway DB Atg4a-ps ;oggg:non 4 102926 - 217851 1244570
¥ 212520002 | |
%
Atgdc conjugation 4 313391 NP 0011014181 - 15325588
system
Atg8 NP 0010208821
Phenotype e
obyp Atgdb | conjugation 4 316640 | XP_006245595.1 . %‘mﬁ
system XP 0062455961 -
Atg8
Atg4alt conjugation 4 678769 NP 001119770.1 - ;gg?ﬂiﬂ
system -
Atg8

- 8889548.124779
Atg4d conjugation 4 686505 NP 001094483.2 - 39 15325588

system
NP (055919.2
XP_005273906.1
XP 005273907 1 9253601.945547
Atg2-Atg18 XP 0115431651 Preautophagosomal  7.12477932.1961
ATG2A complex 23130 XP 0115431661 structure 5732203796142
XP_011543167.1 membrane. 0562859.218874
XP_011543168.1 0822219374
XP 011543169.1
XP 0115431701
1244670212473
658.12477932.14
Genome Explorer NP 443168 2 702039.1516983
NP_840054.1 7.15489334.1577
XP_005262121.1 2651,17207965.1
Atg8 XP 011528142.1 SEUY 7347651.200108
ATG4A conjugation 4 115201 XP 0115281431 2Pg7 Cytoplasm. 02.20819778.211
system XP 0115291441 —— 2254121177865
XP 011528145.1 2129722723508
XP 0115291461 006.24100292.24
XP 011528147 1 229464.2425651 -
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http://www.tanpaku.org/autophagy/

4.2.13. Genome Explorer: 7/ 57 7 UW, U7 7 LU RS ) A EOBEBTHEEL VT
T AV Z ENTEET,
o T IJLATIUYT VT7 LAY AOYEEIZIHE S B8R (7 Vo,
A b tEERE) ol E 7T 7 4 INMIEETEET,
o MFr/xTV—Tty b LIEBLEHE TFEOBLTFREZBETE LT,

e —raildHbd7 A4 2 Genome Explorer 27 Vw7 35&, LFTDOXIIT
Genome Explorer 71 > R IZENH SN E T,

Genome Explorer 71 > K7

[ S48 |
Phenotype

X Genome Explorer

Symbol EntrezGeneID  UinProtKBAC GNP Genome Explorer W
MDM2 4193 Q00987
MDM4 4194 015151  Open |
MED1 5469 Q15648 [ Open [ Open |
TPS3 7157 P04637 " Open | [ Open |
UBE2D2 7322 P62837
Genome Explorer
Genome Explorer 71 > RUDEFDH T AILLTFO@EY TY,
T b4 N7 LEONEBIONY 75
Symbol Gene Symbol, V7721
EntrezGene ID NCBI gene ~V > 7
UinProtKB AC UniProt ~V > 7
GNP Genome Explorer open K&
(1) (GNP Genome Explorer ~» VU > 7)
Cellinnovation Genome open KX
Explorer (£ 2) (Cellinnovation Genome Explorer ~®D VU > )
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(£ 1) GNP Genome Explorer (2 DWW T OFEMMIL, #A DB FIH T A7 2 Genome
Network Platform Viewer — User Operation Manual

(http://genomenetwork.nig.ac.jp/public/sys/gnppub/contents/manual/gnp manual j

apanese.pdf) ® p26 R—TLIBETE TS,

(3# 2) Cellinnovation Genome Explorer (2 OW T OFERIL, 4.3.2.2 ZE F XV,
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http://genomenetwork.nig.ac.jp/public/sys/gnppub/contents/manual/gnp_manual_japanese.pdf
http://genomenetwork.nig.ac.jp/public/sys/gnppub/contents/manual/gnp_manual_japanese.pdf

4.3. VaProS L HEL CTW5 DB-Y—/L
4.3.1. Network Viewer

VaProS N ® Molecular Interactions & Pathway DB T Network Viewer % H\Tu»

i‘j‘o

R =) =D EHEEHT 2Ry NU—27 % 1 XRAETRLZENTEET,

F7o, RBREREZ IR Yy MU — 7 OBEFREN 200 Zx 5HEIRD Y ICE

THAOLET,

Xy NI—27 ECERSNTFFED /) — K (4F) OEbhdry NT—T &Hi

WA BT 2F L 1 SATOIEL TR S Z & T&E £7 (EXPAND

BERE) .

Xy NU—=2 D) —=F (5F) Lxvy (Faok@M OFHRE R ZEen

TEET,

F v 8T —27 E®D /7 — K13, Gene Ontology @ cellular component (ZJ& 3 5 5E 13,

JRAEDOFEFRINZ 7 L — B OEBNICEE SVET, £o. /— FRESEREERT

LD0FO%EIE, = ATV R — U AOFEBNICE OEFENRESILET,

KRENTWDHLRY FT—=27 D/ — ey POBRRNTEET (£ NODE

SEARCH, EDGE SEARCH (Zxfi& L TWET)

HREINTNDLIXRY NT—=T D)= Ry VDT ANEY TN TEET
(FILTER) .

22O ED/—F (RKREDET) #ETHLELED /) — FE@ELREE Ry MY

— 7 LT3 Z2ENRTEET (Path Search),

MR ERRBLOPHRD ) — FERET L LN 2O RKEDORKZ R Yy MY

—7 FCaRTZENTEET, FEAED — RIIR K3 >ETHEMNETT  (Via

Path Search),

Fyrua—RRZ T, Xy FU—=7OfFHR (V— Rz vy V% L TEIUTHAS <

B Zjson 74—~ b, Xy NU—27 D% PNG CTHRETHZ LN TEF

ER

FTRIOMAERA Y NV —27 2 EOICHO TS RAKOT —& U vV — R,

UniProt, NCBI gene, BioGRID, MINT, IntAct, PID, TPRP, ChEMBL, ChEBI,

PubChem, Reactome, DrugBank, GO, OMIM T,
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Network Viewer O HfEif&EMKIZLL T O T,
(C) Fr 4 — a3 U FoRER

(A) v bU—7 ForEE
)= Ry Ph I v T 5 LR
W2 L ET

(B) A= = — RGN
B1 : Path Search
B2 : Via Path Search
B3 : View
B4 : Layout
B5 : Download
B6 : Table View

(B)

C1: SELECT # 7

C2 : SEARCH # 7

C3 : FILTER ¥ 7

C4 : EXPAND R #

C5: X v hU—7 FoRMHEIE TR X
e/ — R H0ET y DTk g
D FEARG WA KR T D 7o 8O DI

D) xRy hU—=rFRmDary hp—/L

D1: A7 a—L % —
D2: 774 b A RIZETHRE
D3 : YEK - ME/NHA T A RoN—

(C)

C1 C2 C3
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Network Viewer D& HEREFLEAD =012, #lE LT p53) #HWE T, VaProS O
AT [ph3] DB RDO A —_R—E 2—TLFIZOWVWT, Fxv IRy 7 AZF =
v 7 % AT Detail (Go) A% > %47, PathwayDB 7 LDt v NgxE 7 Y > 7
LET,

Type Name Full Name Taxonomy EntrezGene ID

gene/protein | TP53 | Cellular tumor antigen p53 | Human 7157

Z D%, VaProS |Z&EB %, £DT A 2 OH)sh Pathway DB % #4R | Pathway DB
742 RUNDET [Molecule : TP53, Pathway: p53 pathway] %7 U v 7 #ICFE RS
1% Network Viewer Oz jLIZitB L £,

athway DB
Molecule Pathway Reference
TP53 AP-1 transcription factor network PID
TP53 Aurora A signaling PID
TP53 BARD1 signaling events PID
TP53 Direct p53 effectors PID
TP53 Glucocorticoid receptor r p53 pathway % 7 U > 7 PID
1P53 PID
P53 LKB1 signaling events PID
P53 PLKS3 signaling events PID
P53 PID
1P53 PID
TP53 PID
I P53 PID
TP53 p75(NTR)-mediated signaling PID

S Network Viewer

| Network Viewer NFE /RSN ET

uuuuu
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http://p4d-info.nig.ac.jp/vapros/nv/index.html?type=pathway&pid=1099&mid=15217

(A) * v bU—7 FoREE

Xy NU—2 bD ) — N3N+ T, Bls s, Fo_0ELD DLW ERD
LET, £/, /= FNCHST2BERH 058 13KEL T, /— FElzo2 =y
CREAET I a BT ERDLTEBO AT a Ui AR M EBELET,
J— Ry DiIZEREIST 2E®RIL. BOo~—YTHHALETS (C) Feir—
Va YRRBEBICRRINE T, 610 *y FTY—7 ED/ — KA nucleus X°
cytoplasm 72 EAML O E SR (JB1E) [ZBRT 2%81E, 7 L —aOfEBNICEE S 11
3 ( (B3) view #&2M) , £/o, /— FBEEREMBELT 20 TOHET, =27
V7 = AOFMNICE DEFBEESLET, ZTOL I/ v—vr T bahic
BN DR RN E ZAHDEZNE 7 ) v 7 $5L2DO 7 NV—TIZHT 24K E Bk
(typ)lZ D\, B DT B — a VFEREHRNO T (C5) THERTH I EMNT
TET,

(B) A== —&REK
(B1) Path Search
TNHE DA =a2—F D with in result & whole data 3% Y F9-,
e withinresult: 2 DLLEfRESNTZ/ — R (K5 /—FK) 20T, Xy hT—
JIZFRRENTVD /) — FERRITRBERREITVET,
e whole data : VaProS ® DB ND x> T —27 KD ) — R &% GUTIRBERBE 21T
WET,

Path Search ® with in result & %
VWX whole data 38R L £ 97,

Path Search ~ Via Path Ses
with in result
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(B1) Path Search—with in result D54

rNode Z 2ol FRELET,
TNE T A= a—TERINL TN
5 —R&EBRTEET,

h {with in resutt)

Nodal:

Path Search (with in result)

Node1: AR e R Vg
TP53 — nrotein

A= a—THRRINTZH D
LIEINTE ET,

-— protein
e --- protein
E ] ) - protein
) - protein
- CDK2 --- protein
ICDK2/Cyclin A - complex
CDKNZ2A — protein
CHK1-2 — protein
CHK2 --- protein
CK1 family — protein
ICSETL --- protein
Cbp/p300 — protein
Cbp/p300/SKP2 -— complex
Cyclin G1/PP2A-Bprime —- complex
DAXX --- protein
DYRK2 --- protein
E4F1 — protein

BIZIZLLTFD L5123 2D/ —REHEELET, 0%, SEACH RZ 2/ L £,

Path Search (with in result)

Node1:
TP53 —-- protein
Node2:
ATM --- protein
Node3:

MDM4 -- protein
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UTDXoz, ANESN/23 50 — Fe@ieffiERe TR SN ET,

O Network Viewer

Table View

earch »  Via Path Search ~  View =  Layout ~  Download ~

(B1) Path Search—whole data D&

ENTREZGENE ID, UNIPROT AC, ® %\ iZ CHEMBL ID ® % 7 %R L Node
#ID T2 LU EALLES, TP53 (T4 ER - & L TiE BAX X GADD45 72 £ Dl
BrRBICHEGTHEHREY (V4 XXFT 17 [p53 B T1). BLFOHITIE,
EntrezGeneIlD # 7 %3#&i L BAX & GADD45 @ gene id (141 1647581 (%))
# ANJJL SEARCH R % v & L TRRIBMBE 21T > THET,

Path Search (whole data)

ENTREZGENE ID

e.g. 2720
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http://www.ncbi.nlm.nih.gov/gene/581
https://ja.wikipedia.org/w/index.php?title=Gadd45&action=edit&redlink=1

RPBHE ORI BRI < R v N U —27 OBERFUKFT 5D T, RBHR
ML ETICULIEL S M2 5E2H 0 £9, BAX & GADD45 (X, p53 pathway
ETTROBOVE EOKRKICHY £7, ek (D) xy hUV—27FRDay ha—/L
D D3 JEK A NHDAT A RAN—=ZHNT, LR LAZ u—L 252 & TR LDy
FERRTVWRE S THERTHZENTEET,

CHEINHDAT A Fo3—

g View ~ Layout ~ Download ~ lable View

nucleus
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(B2) Via Path Search

R ERREBLIOFREED ) —F ((RK52°FT) ZHETDHEENDL ZWDKRED
REERy FU—2 ETRTZENTEET, FXO K ST Network Viewer 71
7D FEFO A = = —® Via Path Search @ 7 /L 27 X = 2 — T, with in result % 5\
I% whole data Z 3R L £,

e withinresult: #XlRINTWVWDHRY NU—T EDJ — REREMNRELET,
e whole data : VaProS N® DB %~ U — 7 Kk Z xR s LET,

with in result & 5 VM
whole data % 3R

Via Path Search - °
with in result

whole data

ShEMBL : CHEM
ChEBI
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(B2) with in result Z3&iR L7-5H4E

J—FEEVA V RUNKRINET,

Via Path Search (with in result)

Start Node:

Via Node 1:

+via
End Node:

TNET A ma—K 0 aBIRT 52 LA TEET, AR, BHR, BRZiEE
TOMENRH Y £3, b URAAEZHES L72WGEIL, +via 213 LIBINTE £77, +via
TR R 3 OE THREMGETT, SEARCHRZ V THRETLZENTEET

B ZIE AT D & 512k (TP53 --- protein) | #%H A (MDM2 --- protein) | #& 5 (ATM
--- protein) #fEE L E T, D%, SEARCH A VAL TRE L THET,

Via Path Search (with in result)

Start Node:
TP53 --- protein

Via Node 1:

MDM2 -- protein
+via
End Node:

+via Z 9 L REH R A
BN AT RE

ATM --- protein

SEARCH CLOSE
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A RIZLEL T Om Y F57E Sz / — FORERE S RETHREZ RS E T,

O Network Viewer

Path Search - Via Path Search ~ View - Layout -~ Download -~ Table View

[ 4

IH——— 4+
[+}
SE
Y,
e
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(B2) whole data #+8E L7-854&

J—=FEEDIZDDO YA FUBRFRENET, 3 2D F 7 ENTREZGENE ID,
UNIPROT AC, CHEMBL ID DWW @R L9, 2ok, BlthA, ffls (D
< &b ODIBENPME, KR 3 HDET) MAZIEET 24ENHY £9, SEARCH
WA THRFET D LERTEET,

Via Path Search (whole data)

ENTREGENE ID UNIPROTAC | CHEMBLEID

Start ID :

Via D 1

Via D 2-

Via D 3

End ID:

eg. 2720

FNLLEOEEIZSER D (B1) Path Search @ whole data ¥4 & FIEE T,
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(B3) View

F v RU—27 E® /— K7, nucleus X° cytoplasm 72 EFli DR ESE  (Gene
Ontology @ cellular component) (/& T 2% G1%, DX 5 BRRIEOCLHFBICZ L—&
DOFHANICEE SNET, ZOBEIZT 74/ FTHEZZR>TEY £9728, View D7
NVE 7 A =2 — 5D cellular componet 7 U v 745 & FHEhH HVITERCT S 2
ENTEET, £o, JL—ADOHEBNOMERNWE A2 Vv T5EL, DT
— BT A E B (type) IZOWT, BHADT S — g VERREBNO T

(C5) THERT 2 Z &M TEET, Hl2IT LN OISO ~— T Tilk~72iE Y VaProS

N v 7B C pb3 ZRFEHR ORFEFEFRDOA— \—E =2 — 5 TP53 (EntrezGene ID :
7157) Z#%Y, Pathway DB VA > K75 pb3 pathway IR L7z X DRy R U

— 7 FRTT,

(_ @

Path Search -

Network Viewer

Via Path Search ~

View = Layout - Do

cellular component ¥

T VU—OE 7V v 7T D EXIITHIET DIE#®A C5 OREikICHL
NET, BO7 L —ofEIIRESFTE LT nucleus NEZRDLTE
D, ZZIWFZ T BRZ RV BEAER (ZATNVRT Y =D
M) NEFERTOET,
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(B4) Layout
Xy NT—=I D/ —=ROBEBEOLAT U FOWC, FAX T A=a—TUFDOHA

TEOVBREZENTEET, 774/ Mcose Lo TED £7,
e cose
e cose-bilkent
e  breadthfirst
e circle
e concentric
e cola
e grid
e random

e spread

ol LT, 26D T 250 Layout ZLL FIZR LE T,

L cose




(B5) Download
Hora—ROA=a2—L1, exportimage (PNG) & 5\ X export json % Sl

52 ENTEET,

e exportimage (PNG) Zi#R T 5 LBER RSN TVDH Ry MU —7 DERZ PNG
BROEBRT 7 A Ve LTRFT D ENTEET,

e Exportjson ZiERT 2L LRy NI OFERENT A R EiZjson 74—~ v
FCTHERESNET, #HFARRL T —LBMHWo PCOTT ¢ & —IZAE0 15 %
ZLTTHRRALT7A & LTRFATRETT,

(B6) Table View

DOWNLOAD A% > 4 Z &L T, xy N — 7 RRFEKRO R v N — 7 [FRT T
ZOWTHTREVIERDTFA R T 7 A L TH Y a— RTHZENTEET, £z,
450D 7 4 V& —kHE (Query Type. Target Type, Query Organism, Target Organism)
X, FRINTNDLRFDT —ZIZONWTHET 4 NV F—HRELHAEDED Z &I2LY
K ETRERRT D ENTEET,

Molecular Interactions: 81
Filtered by :

Query Type : Query Organism :
Target Type : Target Organism :

1 ligand (2R,35,45,5R)-3,4 5-Trihydroxy-2-vinyl-piperidine hydrochloride

2 ligand (2R,35,45,5R)-3,4 5-Trihydroxy-2-(2-octylsulfanyl-ethyl)-piperidine hydrochloride

3 ligand 4-(2-Amino-3,5-dibromo-benzylamino)-cyclohexanol

4 protein NEU1 Homo s¢|
5 ligand (18,2R,35 4R 5R 65)-5-methoxy-6-(nonylamino)cyclohexane-1,2, 3 4-tetraol hydrochloride -

6 protein FBX06 Homo sg|
7 protein VCP Homo s¢|
8 ligand 1N-(3,4,5-trihydroxy-6-hydroxymethyltetrahydro-2H-2-pyranylmethyl)-2,2-dimethylpropanamide

9  protein CTNNRIP1 Homo s#
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(C) FEF—a oForiE

(C1) SELECT # =7

Xy hT—27 LD — Ry UPMIIZHIE L TCNWD D0 E LD Z ENTEET,
Network Viewer A F & 47— 9 3HIEN O SELECT # 7 & 84R L £,

Nodes : * v U —27 FRFEIRD / — K (41) (IZxcd 27EEFEHR (OMIM) 235
(X Nodes WIZRBANFERENE T, ZOFOWTIILDOT = v 7Ry 7 A%
BIRT DL, ZORBIZKET D/ — RRRETHEFARERINET,

Edges : *v NV =7 FREIBEOT v ¥ (/) — &0 CREEFR) 1253 2 15H
(interaction type) NHAIVUIERINET, ZOHFONTNILDTF = v 7Ry
JARBERTH L, Ty UNRETHRFFRRISNET,

S Network Viewer
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Nodes (KEA) (IZHOWTTF = v 7Ry 7 A&@RT 5 &, THITHITT D/ — RHAR
BT R SN ET,

S Network Viewer VVapPros D fetem e teeny

Path Search = Via Palh Search =

2 .
: 'y
&
| &
e Y EBICBIET S — KR
@ = THIHETR S NET,
o] &= :
S
]
|
e
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Edges (f > 2T 73 a B A7) IZOWTF oy IRy 7 AEBERT DL ZHITK
IG5y UBNRE TR R SIILET,

©= Network Viewer YV VaPros [ Pt iorong Dscovery,

Nodes & Edges DF = v 7 7R v 7 2 ZifflG O TRIZEHFHZR T 5 L BRI T,
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(C2) SEARCH # 7
FRENTWEXY NT—T EDO ) —FHDAINNIT v PEMBE L., T D& R0 T
HWERT DN TEET,

e Nodes: 2V DOMENHY £, (1) IAF T A=a—hb ) —REEEL
NODE SEACH RA¥ > ML Ed, HDHWIE (2) TNE T A =a—THRENE
® DB 4 Z4E L)v>ZF O Tl S 5 ID Z A ) LT NODE SEACH 7R 4 > %
LET, v v T T2 REICHEARRINET,

e REdges: 2BV DOHENHY £7, (1) Names ¥ 7 OMBEEIZIL., BT DH72DD
¥—U— K& AL EDGE SEARCH A% v 2L ET, o~y T THRETExE
T, (2) PubMed # 7 Tlx. PubMed ID 23U 2 % w51 A O #i A
#$87E L EDGE SEARCH R U 2L E 9, v~ v F T2 LRAICHEFR RSN E
R

BRVETT 1A
Nodes 5% (1) OHE (mmmmai 7

O Network Viewer ¥V varos 12

NODE SEARCH

Nodes #3% (2) OLHE

S @ Network Viewer

Path Search =

VV(:PH)S D

Via Path Search = View = Layout = Download = Tahia View

(2) FNE DT A=a—L 0 FESSO DB 21 EE
ID Z&iCHsE S DB NOMBES O ID 2 E
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Edges #8%& (1) O%&

©@ Network Viewer

Path Search = Via Path Search - View = Layoul = Download - Table View

(1) Edges 8¢
MBETREXF—T—RE2ANLET, F—U— FICHHE
THTYyUNRRy NU—7 ECTRAaBHAEZEREINET,

EDGE SEARCH

Edges #8%% (2) O%&

© Network Viewer

Path Search = Via Pa

(2)  PubMed HERT
= f5E ST HED B

& e 2000-2015 (HFEPATEE)
- 4 e 2000 FEEZRL (2000 ELAL)
. BiE72 L —2015 (2015 4LLT)

EDCE SEARCH
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(C3) FILTER # 7
J—REZ oy DICRGETDRMETT AV Z ) 7T 52 ENTEET,
il z1X. ph3 pathway IZOWVWTEREINTWVWDH Ry NU—F7 D/ —RKExzy VOREMED
% A 7%, Attribute to Filter D7 VX 7 0 A =2 —CHEGR TX 77,

S Network Viewer

- “ [{Node Type

Node GO: Biological Process
Node GO: Molecular Function
Node GO: Cellular Component
Edge DB: IntAct
Edge DB: BioGRID

- Edge DB: PID

Category DI NH T A =a—
IV TBHE)— Ry VIzHInT 5 BEME
AT DO—ENRERINET,

Node Type 7> % Node GO : Biological Process #i&{R3 2% & Filter fEIIZZAUIZ BT
LDERYAIPERINET, ZOHAUTOEIITTF =y 7Ry 7 A TERSNLIZIHE
HIZST 5/ — ROPRA TR R SV ET,

Cf< Network Viewer

FILTER
Category

Node GO: Biological Process

M cardiac muscle contraction

M cardiac right ventricle
morphogenesis

| cartilage condensation

I cell aging

M cell chemotaxis

& cell cycle

M coll cycle arrest

M cell differentiation

W cell division

N cell migration

M call morphogenesis

N cell projection organization

Fxy 7Ry 7 AOHBIZHIGET D/ — RPRET
IHE RSN E T,

M call proliferation

M ~All cuirfaea reantar
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4.3.2. Cellinnovation Genome Explorer
A A 2 O R

(A].) Genome % 7 — (A2) Search # 7

pten Caphsn
b3 tesases  ers "
} e i S
aa
TH WRAFSY LA
— —— — e

aaaaaa

53 “
— gy— e >
)
3 ]* 7 ‘/ j’/- i/l\ aaa.,,
nborers u_fay HU_D01408 Hu_0208TT
[ B - L e e M B | ] BT -
BIT4RI NAL_DOT 1AM :
- - it SRR
u_0oT128118

D b

N v
(- WetSeq a8 .,,
- HAL_ 13346 G 128
- mi e
e 126118
-i na

E e e
B

BAF BRGSO

T

AP
Bt

el
BFRH
2

B’

i FESF—T 3 ‘/’ﬁﬁfﬁj

T Er— g R OFEE

(A1) Genome # 7 (A2) Search # 7

Genome Search

(A1-1) [Tserem=: ; —
hg19 A (A2 1) lhg:lg v

(A2 -2 ) (=) By Keyword:

(A1-2) Il Field
All Fields A

(A2 - 3) |_) By Location:

Chr: | 1 A4

Position:

(A2'4) Il Clear | | Search II

SRS N TV D Yetafk j

72



FEF— g E
(A1) Genome ¥ 7
(A1-1) Genome
KREFHV 77 L AST ) LEFRLET,

(A1-2) Bk —H
Qe kD =R FoR LET, Rl r 7 713, SREk BI2omT 5 [Genel @
% 1Mbp A D > b LIEREHERTY, SREEELZ7 Y v 7352 LT, i
FANZHARIERIK, B L OGORRE View NFERSHET,

(A2) Search #~7
(A2-1) Genome
FBRSEDLIV 77 VAT ) AEERLET,

(A2-2) By Keyword
RBRIGDT 4 — IV RETNVE T A =a—Z XD RIRLET,

(A2-3) By Location
chr: Peto RS2 T NT T A =2 — 2K DEBRL 7,
Position: 7/ LAOYENEZIRE L E T,

(A2-4) Clear. Search K%
EROEEICH LT, 2 T30 BE2NTET,

(B1)  Beaffhnk(x

Rk~ Tr U v 7 SHIEREENIERFTR SN EY, Rk RRIC, e
s ES, REEE227 YV v 7358, 7 v 7 LIZEROFEMER? Y6
K6 View TERRSNLE T,

(B2) #EKHE/NHDORE L 254 X — BEIRS

YO RFEAE View DOFRTHIPHE(IEZ AT L E T,

<$EKHE/ N>

—RZ v FoREFH AN L TR VIRV Z D L 91T £,

+RE v FoREFH AR L TR VFEICAZ D L IR £,

ATA RN— 1 2T 4 RX—THHEE (1 €78 Y7-0 o) 2EET52 L8
THLRME AT E ET,

<BEhRHZ >
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<<IRHZ v BoRNEZELEICBEI L E1,
SSIRZ L BoEEZAICBEI L £,

(B3) kT v FoRME Yt fRFE View

Yefa fRIERIR ECHE SN TV A HEBOEHREZF R LET,

BEONT v 7 2FRT 52 L TRFNCHET 5 Z L3 T& £4, Option R& > T b
T v 7 OBMREIRA TE 4, BEFRRSN TV AR E Y 1t/ Fili~0B#L,
BENR S LTI D Dy, YealfiERE 2 ) v 7 LET,

FRENDERIT, LLTOMEY TT,

Gene (+/-) : +/-Strand ® Gene (25 T Gene Symbol ZF&/RKLEd, 7V v 7
95 Z & T, Gene Symbol, JetaffF S MHEEDAZ — M FRY Y a rB&
O'NCBI %A h® RefSeq ~D U > 7 BHF LWV INRIZFR SN E T,

RefSeq (4+/-) @ +/- Strand ® RefSeq # X~ L %7, 7 U v 7352 &T, 77k
Va rEs R ERESYENEDOAY — N KRRV Y a VB XONCBI ¥ b
® RefSeq ~D U > 7 38 LUVWPNRIZFRRSNET,

(B4) Option A% >~

Yt (REER View D R 7 > 7128 LWEROEBINSCHIBRTE K Uiplot style DZEH A3 T =
FT, ZORZUEI ) v I THEH LT AV RURKRIHL View/hide, Plot
Style # 713 % 0 97,

<View/hide # 7>
AERORFEBIZEMT 2 FT v 7 ARUOERICIER RO N T v 708 A FEINTEY
¥9, FI7v 7&Ky 7 TCRHISETHLANNSTEET,

<Plot Style # 7>

Plot Color: F 7 v 7 BNZERREINTODERICONWTEDODETE AT HZ LN TEE
7

Plot Thickness: ~7 v 7 Ot MDY A X2 RESTHZENTEET, AT A KA

—TCEELET,

(B5) Capture R % >
BIER R SN TV D YRARGTEM View DX ¥ 7' F ¥ — B EZRFTHZ ENTEET,
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4.3.3. #AHFIH DB v A7 & Genome Network Platform Viewer

HEDBRIHY AT AL, 7/ hxy NT—7 T av=y MIEBWT, BRI
PHERT DA T — 2 _XR—2A&fHT 5D AT LT, 7uyxr NNTEESH
TeFEBRT — 2l e AT — Z =2 R e EICR G b Se 7T — 2 _X— TR LT
KRR AT 2 L & biT, LITO XD N ZRIHTE E£7,

MET —HX—2AMBEE (AT — 2 X—2MR)
IDR°F—VU— R CTHAET — A _X—RAZ2RBLET, REERNORIAT a7 4 L0 v
NRUBMMEAEER Y NU—2 2BBT A2 LN TEXET,

77 2E% (—GenomeExplorer)
b M ERHIXDN ORI A RV A, BT, BBERGR, BEEME WSS ) AR
DT R=—0MoENENDT )T — a  NEHE SR TE HEETT,

PPl x v hU—27 OF R (—2.4 PPI Network Viewer)
Ta vl MEAERERE AT - RXR—XFRERE LI BRI Ry P U —
7 EENICHEE T 5 Lo, ooV B AEAERAE R A REE TE HHEETT,

BB 717 7 A )VDFR (—Expression Profile)
BT OMEORBEREHEILL e — b~y 7 TE AT L AL,
BN OREL Y — o R OBIE T2 MRBETE HHRETT,

AR O G BR bA S L RE  (—Comparison Viewer)

EEOE FBIU~ U RBIET DT/ Ll T 2 HRE T3, kit 10Kbp 2 &7
BRTOF 7 A EIC, Ta Y =7 FpbEA S CAGE 7 — X IZ S G RLA
RiEREZ~y B 7L, BEEYOHEREHOETRRLET,

EAR TR R ORSF (—Gene Stock)

Genome Explorer, PPI Network, Expression Profile, Comparison Viewer ®&4&5E
R, MET —FX—ZARBOERTHONTCEBFE2RGATHIENTEET, 2O
WiTe—A T 4 A7 ~@ Export AF[RETH U, HFIHEEFZ T A7 A2 Import 35 F
T, fMkReA 72 ZHRIH A FTRE T,
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