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R LDWTIDE

SPDB

PROTEIN DATA BANK

Access the PDB FTP:
RCSB PDB PDBe PDBj
Archive Download

Chemical Component
Dictionary

Deposit Data to the PDB:
RCSB PDB PDBe

PDB Archive Snapshots:
RCSB PDB PDBj

PDBx/mmCIF Working

Home | wwPDB Agreement | Statistics | FAQ | News | About Us f =

EM Data Bank part of PDB archive

The EM Data Bank (EMDB), the primary archive for experimentally-determined maps obtained
using three-dimensional electron microscopy methods, has joined the PDB archive
(ftp:/fftp.wwpdb.org), as announced previously.

The merger makes 3DEM results available in a single archive, including over 1300 electron
microscopy derived maps from EMDB and 400 coordinates for EM map-derived models in
PDB. It is also an essential step in the wwPDB's development of a Common Deposition &
Annctation Tool that will cover all experimental methods, including hybrid methods.

With the addition of EMDB data, the physical size of the complete wwPDB archive jumps to
roughly 180 GB (from its previous 130 GB). Sites that mirror the full wwPDB archive will need
to increase storage capacity accordingly.

The main impact for 3DEM data users will be the change in download links for maps:

s ftp:/fftp.wwpdb.org/pub/emdb
o ftp:/ftp.ebi.ac.uk/publ/databases/emdb
o ftp:/fitp.pdbj.org/publemdb

3DEM depositors will not be affected—-map and model deposition sessions will continue at
EMDataBank. All 3DEM map depositions will continue to receive EMDB |Ds and all 3DEM
coordinate entries will continue to receive PDB [Ds.

The wwPDB partners are organizations that act as deposition, data processing and distribution
centers for PDB data. Members are RCSB PDB (USA), PDBe (Europe) PDBj (Japan), and
BMRB (USA).

The EMDB was established in 2002 by PDBe at the European Bioinformatics Institute, and is
currently operated by EMDataBank, Unified Data Resource for 3DEM, established in 2007
as a joint effort of PDBe, RCSB PDB, and NCMI. EMDataBank will continue to serve the 3DEM
and wider scientific communities with its 3DEM-specific portal for deposition and access to
EM-derived structures with links to software, validation standards and conventions.

8 wwFDE

©20130 % HEAR(KIRAKE) licensed under CCEKR2.1H A

SAXS/SANS VTF
(held on July 12-13, 2012,
at Rutgers U)

[Members]

Jill Trewhella (Chair, U of Sydney)
Dmitri Svergun (EMBL-Hamburg)
John Tainer (The Scripps Res Inst)
Wayne Hendrickson (Columbia U)
Mamoru Sato (Yokohama City U)
Torsten Schwede (U of Basel)


http://creativecommons.org/licenses/by/2.1/jp/

- B R EHKOELEL - BE){E (Common Annotation & Deposition ) & AT LBASED
EfRmA (T—2RAESEEEL., DA N—DRFAZER) .

5

F'R15 PDE) Data type validation tool for PDBML/PDBx
Validation Tool for Master Format File

lomroesc-0.1.1 wermion. mrict XPathl

i

Uplead Magtar Farmat file {PDE=/ XMLE
PDBML is validated against

File typer T PDEx ® XML
’ e \ PDBMIL Scheme (pdbx-v40.xsd)

Fiun Validstion | | rassk

@08 PDB)

Validation Results

Validated file: /data? /4gd4 2 wml
PDBx is validated against

dictionary definitions e ke Kpssmge e
5 Ly ;] 1 Jdstablock/ refheCategory refine(De ntry d="3344T o _rea_low Error. value 475 doss not match any member types of the unkon jolint iy
(mmcif_pdbx_v40_dic)
% dictionary. version 4.0 Errors for public cif files are displayed as default and all errors for
number of categories: 191 —» 82 /,/ internal cif files can be displayed when selected.
-
Options for Error massages;

Errors for public ot (stault] _Qﬂ orors)

Errors exist in the following data

Catagory Nt data type arrars mandatary arrors primary key ercrs SNUMBISTRIN St data in udcadad <if fia (ines: from 420 o 438
¥
Data check results _raf ingaent rv_id RCZRITAM2
: ; L o _refire. |s_romber_ref Irs_obs 121574
_reflne dats type: mandator: O primary hey: 0 anumerstien: 0 ali et s et e 17150

: ] | raf ine.ndb_le_sl ans_]
_struct_conf_type data type: U mandstory: primary kew: O anumsEticn: all Traf e :m_lﬁ_fi:xf
_raf ine_ndb_chta_oudoff_hish_sbeF

L

]

_database_PDB_rew data type: O mandstory: | primary ke | anumeration: 0 all _raf ire.rebs_cata_citoff_|os_sbeF
_outaff _high_me_abeF i
_atruct_biol data type O mandatory: O prirmary hey: O anumeraticn: 0 lon 1 4
_rafine data type: 1 mandstory: {1 primary kew: O anumeraticn: 0 alms: 18
< Error type » < itam rame > < armor messags » < lina >
Erroridsts types]  _refinelsd res low [row 1, zol )= 228700 faat =20 I0-0 10 Tl o-a T+ -]k M-8+ (_419_._5\
DlrfeEll+-17l0-02¢ Lo |
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(4-2) |EEICAIT=T—2R—XDEFEIL
PDB/RDF format for Semantic Web (wwPDB DIEZEL#RIZIRA)
Service from wwPDB by Akira R. Kinjo (PDBj) & Tom Oldfield (PDBe)

http://rdf.wwpdb.org/ Kinjo et al. (2012) Nucl. Acids Res. 40, D453-D460.

WDRL Wl D

2PDB

PRDTEIN DATA BANK

About PDB/RDF
PDE/RDF PDB/RDF | chem_comp/RDF
PDB ID: (e.g., 7TRSA') FOE D [~]
property: (e.g., 'PDBo:entity pdbx_description’)
keywords: (e.g., 'alcohol’)

’ subrnit ” reset ]

Download X5SLT stylesheet for converting PDBML to RDF: PDBMLZrdf xsl.gz (gzipped 22KB)

In UniProt RDF;:

<rdf :Description rdf:about="http://rdf.wwpdb.org/pdb/1BY4">
<rdf:type rdf:resource="http://purl.uniprot.org/core/5tructure_Resource"/>
<database rdf:resource="http://purl.uniprot.org/database/PDB"/>
<method rdf:resource="http://purl.uniprot.org/core/X-Ray_Crystallography"/>
<resolution rdf:datatype="http://www.w3.org/2001/XMLS5chema#float">2.10</resolution>

</rdf :Description>

(o) X <203+ FARCRIRR S Hieensed-under- GO TR 2 HE A
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PDB new format in the near future:

PDBX

 Problem: PDB format is almost 40 years old and
does not support today’s science

« Some of the limitations
— Max 62 chains
— Max 99,999 atoms
— No bond orders or chirality specified for ligands
— No support for NMR, EM, hybrid methods, ...
— Meta-data specification cumbersome and inflexible

\ 4

 Preserve backward compatibility where possible
 Web service to create current PDB format data
e Delivery target early 2013

| {ﬂ'l:]_|©2013 F FEAR(KIRKE) licensed under CCER 2.1 B K
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ATOM
ATOM
ATOM
ATOM
ATOM
ATOM
ATOM
ATOM

loop_

O~NO OIS WN P

_atom_site.
_atom_site.
_atom_site.
_atom_site.
_atom_site.
_atom_site.
_atom_site.
_atom_site.
_atom_site.
_atom_site.
_atom_site.
_atom_site.
_atom_site.

atom_site.

ATOM
ATOM
ATOM
ATOM
ATOM
ATOM
ATOM
ATOM

)

N GLN A 39
CA GLN A 39
C GLN A 39
O GLN A 39
CB GLN A 39
N VAL A 40
CA VAL A 40
C VAL A 40

group_PDB

id

auth_atom_id
type_symbol
auth_comp_id
auth_asym_id
auth_seq_id
Cartn_x
Cartn_y
Cartn_z

pdbx_PDB_model_num

occupancy
pdbx_auth_alt_id

B _iso_or_equiv
1 N N—GLN
2 CA C GLN
3 C C GLN
4 0 O GLN
5 CB C GLN
6 N N VAL
7 CA C VAL
8 C C VAL

>>r>>r>>r>r >

24.690
23.581
23.990
25.070
23.136
23.115
23.342
24000

39
39
39
39
39
40
40
40

24.
23.
23.
25.
23.
23.
23.
24.

-27.754
-26.768
-25.379
-25.209
-26.685
-24.395
-23.010
-22.152

690
581
990
070
136
115
342
000

24.275
24.416
23.905
23.330
25.878
24.122
23.690
24.778

-27.754
-26.768
-25.379
-25.209
-26.685
-24.395
-23.010
-22.152
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.00
.00
.00
.00
.00
.00
.00
.00

RPRRPRRPRRRRPR

24.275
24.416
23.905
23.330
25.878
24.122
23.690
24.778

60.76
60.98
59.98
60.25
60.69
59.58
57.26
56.00

RPRRRPRRPRRRPR
cNoNoNoNoNoNoNe
e e e NeNeNeNoNe

RPRRPRRRREPR

60.
60.
59.
60.
60.
59.
57.
56.

O0O2Z200002Z2

76
98
98
25
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26
00

PDB

PDBX
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‘NMRT—21 82N EBRHAATLDEEL
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NMREf

NMR _Tool GUI Cld'ab

cyana input. id 201110101
_cyana_input. user ' Naohiro Kobayashi’
_cyana_input. mag

Maln chain 5|gna| assi nmentsHE‘

loop_
_hierachy_cyana_input.

tag
item
type
item_up

' _hierachy_cyana_input.
. _hierachy_cyana_input.
_hierachy_cyana_input.

#cyana7inputfguifmotherftop item top none

p“““ Hezlone] cyana_input_gui_mother_ top widget norm item
cyana_input_gui_mother_top geom end widget
cyana_input_gui_mother_top color end widget
; cyana_input_gui_mother_frame item top none

lransfer _gla

item

widget
widget
widget
widget

cyana_input_gui_mother_frame
cyana_input_gui_mother_frame
cyana_input_gui_mother_frame
cyana_input_gui_mother_frame
cyana_input_gui_mother_frame

norm
end
end
end
end

|ReS|d'ue ID: 28|Resldue no_seq: 23?
Atom_ID: 7|Name: HB1

Class

|_Spac_typa: HIBHNCO]NHl

Coherence transfter_step: 5|
|—|Coherence_tran5ﬂer_t)rpe: 1

Chemical_shill: 2,335 st
— ‘will
Assign_error: 0.002 .
Assign_prob: 0.802 :
"Assigned chemical shift Class

Outlier ratic (%)

NMRT—AMDRITEZ R ZIE

501 =]
BMRB entry

FEVATLIZES
BHET—AORERL

]

BMRE entry

NMRIEEEMSHHE I BHILE

T

DIONEE

FEINf-EEDE(F:2>3.0, H:2>2.0)
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- 1=12R—% )L (PDBj-BMRB) MBAFE(20124E12 B IZ2AB)

PDBj
E BMRB

POBFEMRETIZE FE 5 FONMRESET — 2O B2 AFErP0eiJ L —TFO—BELTIToTVLET,

BMRB Search

Deposit Data

BMRB Database

Retrievwe entry by BMRB accession Mo.

| Search |

© Agcession number C Deposition code

HREOMIBERbAccNa TR TH LRI TR T.
Retrieve by keymords [Google]

saamh|

@ BMRE Datsbase C wim

ADIT-NMR f}‘% NMR

ERESTFONMRER T - NEH LI5S,

SMS-Dep SMSDep

BEAFRERSFONFERF AL B R e = amse

Osaka mirror
.

BMRED T A IR 255,

>

Contents

Dep Manual FAQ

ADIT-MMR A DB BB oa v

>

L
FESICLHEEDIHME
HIEIES, FAQREA TE L Lk,

9 NMR-STAR Format

BMRE T L TLVBNMR-STAR
FrANTx = TubiE.

> >

File Converter D

Bl F - 9771 — To-ENMR-
START P b A OHES,

NMR Tool BOX

BEROF-AOFHLLISEL D
w=bERRELTET,

Other Tools

‘ Contact us x
TOils — b PWebT 3% . BRLVE H .,

BT IV — I nleg,

Y oake N

> >

Information

English

PDB;j

l:}PRB

O RLDWIDE

P!IT'T'FIV DBATA BANK

ﬂBDE"i

INSTITUTE o
PROTEN RESEARCH

2

Dec 6 POBFEMREDA—2IL A FEEH. FIFELSSOIBEEAOF JEADMHEI ITE L3I 2EL FI.
Oct. 30 NMR-ToolBOX~Fit robothYBhiE N EL =,

Sep 24 201280R 238 (B)ICiThhIL /B0 LN rSESICBIT55 Far ki F—DRENFEREL i,
CEEMFE RIS RIEEE LI (BRI )
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(4-3) BRETF R LB EFTREDHMEIL L AT L (SFAS) DEF

Sequence to Function Annotation Service
http://sysimm.ifrec.osaka-u.ac.jp/sfas2/

Intrinsic Disorder (DISOPRED, IUPred)

Secondary Structure (PSIPred)

Domain boundaries (based on above)

Composition-based Function Threading (HHPred, FFAS, Forte, PSI-
prediction (IDD Navigator [1-2]) BLAST,BLAST)

3D Modeling (Spanner [3])

Structure-based function prediction
(SeSAW [4])

2. Patil A, Teraguchi S, Dinh H, Nakai K, Standley DM, Pac Symp Biocomput 2011, 17:164-175.
3. Lis M, Kim T, Sarmiento J, Kuroda D, Dinh H, Kinjo AR, Devadas S, Nakamura H, Standley DM, Immunome Research 2011, 7

4. Standley DM, Yamashita R, Kinjo AR, Toh H, Nakamura H: Bioinformatics 2010, 26:1258-1259.

1. Teraguchi S, Patil A, Standley D, BMC Bioinformatics 2010, 11:S7
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SFAS Example: NABpl [l
Structure & Function Prediction Pipeline

This web service is currently in *BETA* testing, your feedback is important

m Progress 2D Predictions Alignments Summary About
Query Sequence

>sp|Q6AB37 |N4BP1_MOUSE NEDD4-binding protein 1 0S=Mus musculus GN=N4bpl PE=1 SV=2
MAARVVLDEFTAPAEKAALLERSRGRIEALFGVGLAVLGALGAEEPLPARIWLQLRGAQE
AVHSAKEYIKGICEPELEEKECYPKAMHCIFVGAQSLFLKSLIQDTCADLCVLDTGLLGI
RGSAEAVWMARSHIQQFVKLFESNENLPSNQRESEIKREFRQFVEAHADSYTMDLLILPT
SLKKELLSLTQGEESLFETDDDVITVGDVRPPEYTQSAATGPSSARDEVVVQEDSRNKAR
TPVSELTKHMDTVFSSSPDVLFVYPVYNGLSPDEDALSKDRVCHKRRSSDTEERHTKKQFSL
ENVPEGELLPDGKGSAGNEVIDLSDPASNSTNLSPDGKDTTEEMEYNILVNFFKTMGYSQ
EIVEKVIREYGPSTEPLLLLEEIEKENKRLQEDRDFPPCTVYPDASQSRNAGVGSTTNEL
TADSTPKKAQSHTEQSMVERFSQLPFKDSKHCTSNCKVNSFRTVPVGQKQEIWGSKQNSS
CTVDLETDGHSASAASASPKDISFVSRGASGHQQRNPAFPENGFQQQTEPLLPNNTKPAC
EKRSGSCSSPQPKPNYPPLSPPLPLPQLLPSVTEARLGGSSDHIDSSVTGVQRFRDTLKI
PYKLELKNEPGRADLKHIVIDGSNVAITHGLKKFFSCRGIATIAVEYFWKLGNRNITVFVP
QWRTRRDPNITEQHFLTQLQELGILSLTPARMVFGERIASHDDRFLLHLADKTGGIIVTN

Job id {optional)

Action | 2D Prediction |

If your query contains multiple domains, or if you are unsure of the domain boundaries, we recommend performing a 2D prediction at the first step
2D prediction
] IUPred disorder domain prediction
@ disopred2 disorder domain prediction

@ PSIPRED secondary structure prediction
(jJpred 3 secondary structure prediction

Run !

)

©2013F %t FAR(KIRKE) licensediunder CCERR2.1H AR



http://creativecommons.org/licenses/by/2.1/jp/

2D View

Intrinsic Disorder

Predicted Secondary Structure
Structure & Function Prediction P

This web service is currently in *BETA® testing, your feedback is important

input  Progress [EDTITEUSNY | Alignments | iew Sor

Available Results | (591 G6AD3 7IN4BPL_MOUSE NEDDA-bind|

lus CN=Nabp1 PE-1 5v-2][disapred] disarcered damain predicion = | [ Load this resuit |
[sp|QBAD37|N4BP1_MOUSE NEDD4-bi ein 1 0S=Mus musculus GN=N4bp1 PE=1 SV=2][disopred] disordered domain prediction
Disorder domain prediction score and secondary ure prediction

Sefect yaus sequence range by dragging pour mose ouer you can alsa aag rhe e ta re-agsT e sefecrion

AR ARRRRRRRN

| | summary  About

AR ARRRRRRNT ARRRRY fRRRRW AR

.

—

/\
x-vlavulr-::nxllllluala*xvxla-lvn:-ullxrrnc.unnvnrnxlu-:lvrvrun_plllnglr-qlg:lurls-n.xvru.ns-r-alx.uur 1 VENDErEEr vEEs v wEE T IMKELL G YEr Vot r)(vr-p.n-ap-llr-xlnr#xﬂr-n.rsvu.r.par.sps.ﬂvn.u.gppp.
30 600 610 o 790 800 810

—_—e Close-up view of selected region
= _ _
R‘F"WE|

)
Selected Seguence

LKHIVIDGSNVAITHGLKKFFSCRGIATAVEYFWEKLGNRNITVFVPQWRTRROPNITEQHFLTQLQELGILSL TPARMVF GERIASHDDRF LLHLADKTGGT

submit your query t (35 rediion ssine =]
Seguence alignement

Alignment methods
& HHpred

= Threading Methods

[(Runt
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2D Alignment View

Select an alighment

to view or build

Structure & Function Prediction Pipeline

This web service is currently in *BETA* testing, your feedback is important

Input Progress 2D Predictions

[sp|Q6A037|N4BP1_MOUSE NEDD4-binding protein 1 OS=Mus musculus GN=N4bp1l PE=1 SV=2:615-778] HHPred Alignment calculation

Score

41.6
40.2
38.3
35.4
34.9
34.7
34.5
33.2
=ikl
33.0
32.6
32.3
31.9
31.9
g2
31.1
30.9
30.7
30.6
30.0
29.7
29.6
29.4
29.2
28.8
28.8
28.4
28.2
28.1
28.1

Results : 41

Template %id
1bgx:T 23.36
3h7i:A 16.82
lexn:A 14.02
3g8k:A 15.09
3ory:A 15.09
3i8o:A 17.65
2izo:A 15.09
lodw:A 40.00
1b5p:A 9.65
1bw0:A 15.45
2cip:A 15.38
3ix7:A 45.00
1j32:A 11.94
3ge9:y 15.09
3b46:A 12.69
3gi7:A 7.95
1d2fA 11.82
3dbo:B 19.23
1w8i:A 17.24
3h87:A 20.69
1gd9:A 10.43
1cix:A 20.00
2lcg:A 34.78
1t47:A 15.38
2r5viA 15.38
1c7mA 12.39
1fg7:A 12.69
3tnd:A 36.36
3zvk:A 22.73
12.79

1jye:A

)

Summary About

Align view

LEEIVIDGSNVAITHGLEEFFSCRGIATAVEYFWELGHNRNITVFVPOWRTRRDPNITEQHFLTQLOELGILSLTPARMVFGERIASHDDRFLLELADKTGGI IVINDNFREFVTESVSW

- RKVAIDASMSTYQFEGETTS HLUGHFYRTT RMMENG TKEVYVF L AKRSERRAEAEKQLECKHLLSLUGT PYLDARS ~— -~~~ ~EAEASCAALVKAGKVYARTED . ... ... ...
.......................................................................... ARS-—------GETDAMIRRVAKETNSILLTSDW. . . . . .. ..
................................................................................... TESEGDPSLIEAAEKYGCILITNDE.........
<« .+ VIPEETIVTVG--—~--GSQALFNLFQAILDPGDE-VIVLSPYWVSYPGFVPDPERVRRAITPRTKALVVNSPNNPTGAVY PKEVLELARLAVEHDFYLVSDEIYEHLLYEGE!
..... IVEDNVVLCSG-~-~--GSHGILMATITAICDAGDY-ALVPQPCGFPHYENDWEADLDEI RRLEDDKLLIVTNESHNPCGSNFSREHVEDIVRLAEELRLPLFSDEI YAGMVFE . .
-« « ILVDVONVY Y TCREAYRSNFD-YNOFWYVATQERE--~--VVSARAYATASNDPEQROFHHILRGVGEVMLEPY IQRRDGS AKGDWDVGITLDATETAVILVSGD .. s s s s s a s s
........................................................................................ DEKLLFLARDLEAALVTNDH. .. ......
« s+ s YGADNILVING-----GKQSIFNLMLAMIEPGDE-VIIPAPFWVSY PTQFKVSPEQIRQAITPKLLVFNTPSNEP TGMVYTFDEVRATAQVAVEAGLWVLSDEIYEKILYDDA!
- QVVAVDTYCWLHEKGEPTDRYVGFCMEFVNMLLSHGIKP ILVFLPSKEEVERSRRERRQATKARRSQGVDCLYVAPY === ====~-EADAQLAYLNKAGIQAIITED. . . . . . . . ..
=« + + s LKAENVTVITG-----ANEGILSCLMGLLNAGDE-VIVFEPFFDQY IEEWT IDFEQFERAITSKAVIINTPHNP IGEVFTREELT TLGNI CVRKENVVIISDEVYEHLYFTAT.

« =+ s+ IDSQTVVYGPS~—=——~" VIYMVSELIRQWSETGEG-VVIHTPAYDAFYDGWFCDMGELEAVLARP IMLLCSPOQNPTGEVWICDELE IMADLCERHGVRVISDETHMDMVHG . «

e e M a s e e s a e AEEEEE Al A Add e s EAesMEEEdd bbb aMAaaasAdddstbbaabsssssststtbannnnansassssss DUNIARVARSRRLEVITOD=-=DOFAR. . .
e s esEteasesetaasEitaaas b asaa b sasas bt aasnnstbatnnassaatsesnaasncassaasnnsssssss SYTDAISEVVAEELELELISYD--5RFSL. ..
e e esE e e eseraas kst aaas b E Rt st aasas o asnssrtatnnersaatsessaasnnssaannnsssssss SIPDLLIARTAELSGLTVLEVD--KDFDA. ..
« «+ + ADPKTEIMVLLG-——--ANQAFLMGLSAFLKDGEE-VLIPTPAFVSYADEFRLNVDELEKYVIDKALTI INSPCHNPTGAVLTREDLEEIADFVVEHDLIVISDEVYEHFIYDDA!
ceitansssarsessesss FLTDDLVEKTWDALKKIGMR-FMTAPPDYYEMEGRLPDHGEPVDQLOARGILLDGESV:

.................... FNSNDAVRAVKALSERGVE-FLKTPGAYYDLGERT TLOTHSLDDLRATHVLA . « « « v v s e et e s esaneesnnnneenneesnnnaannnsenns

.« . ..IQTDWIINTAG-~~~-VVPAVFNAVREF TKPGDG-VI I ITPVYYPFFGY YT IDFQKLEKLSKDKALLFCSPHNPVGRVWKKDELQKIKDIVLKSDLMLWSDEIHFDLIMPGY,

..... VKPEQVLVSRG-----ADEGIELLIRAFCEPGKDAILYCPPTYGMY SDNWQLDLQGI S DKLDGVKVVYVCSPNNPTGQLINPQDFRTLLELTRGKATIVVADEAY IEFCPQLAI

..................................................................................... GNNDLLIASHATAENATLVTNN. ... ......
NATDT AUPHT AT ARA_NTAT.TAADT QEUVSA DT BT.ACWHE VI TDNATAD T el VTRAMT MR TITDT A MT I AKI M

feedback

©20130 % HEAR(KIRAKE) licensed under CCEKR2.1H A

Actions

View | Build

View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build
View | Build

—————y
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3D Alignment View

Structure & Function Prediction Pipeline

This web service is currently in *BETA* testing, your feedback is important

Input Progress 2D Predictions Alignments m

[[sp|Q6A037|N4BP1_MOUSE NEDD4-bindin

0S=Mus musculus GN=N4bp1l PE=1 SV=2:615-778] FFAS Alignment calculation ][3v33_A][Alignment]

switch to Preview Build medel with Spanner
>3v33A
SDGIVVSNDTYRDLQGERQEWKRFIEERLLMYSFVNDKFMP----==--ccocomcauan-
>sp|Q6A@37 |N4BP1_MOUSE
LKHIVIDGSNVAITHGLKKFFSCRGIAIAVEYFWKLGNRNITVFVPQWRTRRDP---

RKEA

Download template file

©2013FFF FEAR(KRKE) licensed under CCERR2.1A K

LRPVVIDGSNVAMSHGNKEVFSCRGILLAVNWFLERGHTDITVFVPSWRKEQPRPDVPITDQHILRELEKKKILVFTPSRRVGGKRVVCYDDRFIVKLAYE

NITEQHFLTQLQELGILSLTPARMVFGERIASHDDRFLLHLADKTGGIIVTNDNFREFVTESVSWREIITKRLLQYTFVGDIFMYVPDDPLGRNGPRLEEFL

20
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3D Model View

Structure & Function Prediction Pipeline

This web service is currently in *BETA* testing, your feedback is important

Input Progress 2D Predictions Alignments View Structure m Summary About

[sp|Q6A037|N4BP1_MOUSE NEDD4-binding protein 1 OS=Mus musculus GN=N4bp1l PE=1 SV=2][ffas]
[3v33A] Model Creation

Close Interactive Applet
Download
* alignment
» template pdb

» computed electrostatic surface
(o) R .20 L3 5P Ak B AR CRTR K ) Iicenst—oade(—GG%iZ.—‘-EJﬁ—

21
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Structure & Function Prediction Pipeline

This web service is currently in *BETA* testing, your feedback is important

Input Progress

[616-779] [sp|Q6A037|N4BP1_MOUSE NEDD4-binding protein 1 0S=Mus musculus GN=N4bp1 PE:jI load |

template
3v33A_PDP_A
3v33B_PDP_A
3v34B_PDP_A
3v34A_PDP_A
3v32B_PDP_A
3v32A_PDP_A
ltauA_SCOP_B
ltagA_SCOP_B
1xolA_SCOP_B
1xolB_SCOP_B
lo4wA_SCOP_A
3r5hB_PDP_A
1ut5B_SCOP_B
2goyC_PDP_A
lexnA_SCOP B
3dfzB_PDP_A
3fcaA_PDP_B
3qffA_PDP_A
lut5A SCOP_B

)

score
617.942
617.614
591.746
588.199
583.877
583.841
114.599
92.843
90.241
90.005
86.553
77.799
75.760
75.568
74.332
73.891
71.523
71.137
71.133

identity
49
49
49
49
50
50
17
16
a
9
19
17
10
20
11
14
19
17

SeSAW Results

coverage
100
99
96
96
95
95
73
72
70
71
66
54
71
59
70
56
52
56
69

m Summary About

domain

SCOP:c.120.1.2
SCOP:c.120.1.2
SCOP:c.120.1.2
SCOP:c.120.1.2
SCOP:c.120.1.1

SCOP:c.120.1.2

SCOP:c.120.1.2

SCOP:c.120.1.2

©20135h % %K(j{lﬁj(%) licensed under CCERR2.1HAK
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(4-4) A B DR
- T—ARR-BREICHTIBREDT—ARELEZITOVTOEE #BEEME
OHRE-FEIIHL, T—2OHEEBICOVWTEE SO —THBNT 5.

02 BAERPEFE FVFaAVEIT—

(20125 10A26H (). WALKEFE FEF v /\R)

[PDBj (PDB Japan) M;E&iwwPDB ] BAR: st HF K

[PDB (Protein Data Bank) ~MD&FKIZDLNT] FEER: Il FHE

T—AFBEIHTH5AFHNELVEELZRAEICOVTORE  ISHNEFHELE.
mf“t;.web serviceDF|FZEDONEIZDONT, BELOESFT—TRBNT 5,

FLEBAAEREHZESRERIVFavEIT—

(201256 H20H (K). B EEEEES)

[PDBj DT —A~R—XEEL-#HEILIZDLNT) B3 FR
[PDBj DOz H—EX] EEI:- £ I

FE0EEPYEEEFE SVFavEIF—

(201249A23H(H). A GEBEXRERILUFv>/\R)

[Big DataBf{X ~ [l (+/-wwPDBLPDBjD & E| | & : b4t HF K
MREBIEHEMZEAVNMRT—2DMEHIETIRIE] B ./ Mk BER
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5. A RBARREEDH25FEE D EEEE
(5-1) PDBT -4 LUNMRERFH D E - MR OEFEEICLS

E i &T —FHREEE DB F
*Primary Annotators|Z &k Bk ED M AL =T —2Z DM FIER,
- B BREHDIEL{L - HEI{E (Common Annotation & Deposition ) & AT LBF D
Bk H (TSR aEHEH),
-wwPDBEEIZHEHE . (2013FICWwWPDBACZ K E TR, )
-5 9RAVE Aa—TFAU T EfERAVENVMRER T —ADHSHEER L AT LEEE,
‘NBDCED#A T —IR—EE QA ERFIZERE,

(5-2) MEIEICAIF =T —3R—XADEEIL
EOEEET —SDOEE-IEHAVATLDOEEIL: RDF{ELT-PDBT—4%E5(Z
BEIEL. ttORDFEMLEINI-DBEDHH S {LIREL X,
-WWPDBEL T D -5 74—V REFEEZ D REBIREEE DB
s A—HF A A—Tz—ZADUER #BERICR—R2IL DR B EITLN, ZEETDweb page
BRiET STV IREA—TIZLKBGUINEELEEE,
‘NMREERT—4NER - A ATLOEEL Ao AP—TIT R (CEIIEENL
XMLEGEREZBAFEL . HEDBEDHEWFIAEZARELL T, ERCELEROEE
EA. I HERBIT—IEDEBREIETHILEEAZHHR, HUEEEITANMAT

E1Em
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(5-3) BEETF IR LB EFHREDHMEIL I AT LDEFE
-EAEHREERBAT—IRN—ADHN B EPDBT—2ED#EL : EAEBERITH
DFERZ DY —E R Y— LIz L THSemantic WebE fiiE#EALE=—E X &L,
FRFLARINSBELRILSGFLRILSDFEESELRILADGITT, BRE®R
BEEFRA. RFLRILDBEBREREILTEZLIRIBEZERS,

-ERHEHREANEL- BEFRICEIBEEDBIT-HEE/ XM TSAODOHEE:
) LBFEICE->TEON-BRIERHID . BEFRHAVIEESHREESTLETIL
BEFREZEHL. BREGBEEREHEETEIRELGNNITI/ZUR BRHET S,

(5-4) A# E R DOBGERIERE
- T—ARR-BREICHTIBREDT—ARELEZITOVTOEE #BEEME
@Ef:"u% 2EIZHL. T30 REBEEBICOLWTEE S OIS FT—TRlBNT 5.
T—ARAEICHT HHASHEIUEELZRAEICOVWTOHRE S HEF BiE
& BELZweb serviceDFFEDONAIZDONT, BEEOEIF—THRNT 5.
-‘\'—:Ll/—’)'l 7/ T—30O AN ER : EBRMERon-the-job trainingZE£HEL . EERE%S
B2 =Xl —4. 7/T7—3EBHT 5,
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5. R

NBDC

BRAREZEOH HRAFMAXRARRERESR:
ERRIKEET 3N—XEMH=

wwPDB (ENBHEEES
M$$5E$;3% (FR#, IR, Fif)
i XEHBFOEMR(FLE)
KEHARE NMREEEMRITEDEMR (B2 E)
P EAR BENATAVITHADEFR (A B
(lRXEBH) PhotonFactory M E AR (F#EH)
SPring-8MER R E®)
MEF—LEKE
(X EH) PDBj-BMRBDB& - £ - EE -FAR -H &t

PDBj DBEf-EE-EE -FAR-AS1t
HiE PHER RAZEA/)

X#RFERMEDBE & - T fJI 2L (BiR)
T/T—5(448),. 70752 (148) .. BRE (14)
EFEMEDBE G- FHE R SRES CEBIR)

WMEE(14A)
HEkICRITT-DBEEIL : £ (&%)
70757 (B4A). RE(UR)
BEEEREIEEFREOHESIEVATADRR &R CEHIB)
70553 (24*)
BRI DBEREHETEN 1774V DFFE : Standley, DM(IFRECH###2)
70757 (24)

AMBER: PFRER (BR)
IR, SBEE. R, BiRE (GR)

R BRIRBOE (RAEB B)

BMRB ESVEIDBEDHEE L : BRIRBUE (Fi%)
RIB R ER CESR), 7/T7—2(14),
TRI57(148). RE(R)

BMRB DB % - &2 - B 5 : BRI 80E (£14D)
RIB R ER CESIR), 7/T—2(1487%),
TRTST(148*), HREF (24*)

£ HERNMRO ERRL S EL : BERE0E (%)
RIB R ER CESIR), 7/T—2(1487%),
TRTST(148*), HREF (24*)

(*IXEH)

)
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