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ERFY-

Unnamed history
0 bytes

7

O -t TET. SRzl
4. £ L0 T —SUE b

UTProt Galaxy & ¥ (2)

| search tools

Bilab
Get Data

» Upload File from your computer

» UCSC Main
» UCSC Test table bro

= UCSC Archaea table browser
» BX table browser

= EBISRA ENA SRA

m

+ LBP Predictor
S —

[Upload File |Z &R

UTProt Galaxy

UTProt Galaxy 1384712247 T+ 020 TR/ By —LDHaRETT. B8

T34 wu—I Galaxy® I EES2—ILELT, BETRO Y —/ILEarThTOET,

* SBR Predictor
* SBP Predictor
+ LBR Predictor (now developing ...)

EARY— = o

==
(3

=LAV S

Unnamed history
0 bytes

O b2yt eT, RiRE L DAL
I3, i ILm TR w0

$EWNT, PRI RELE BRI\ E% UTProt LIZ7vy7O—F 9

%)

DataZ:#RI B,

L E¥Analyze Data M A= —%EFIRL, ERIA=2—D. Get



UTProt Galaxy @ F|fH (3)

=3l

Analyze Data

(searchtos @
- File Format:
Bilab Auto-detect v |
Get Data £ Which format? See help below
» Upload File from your computer Fil
ile:
= UCSC Main table browser T LR L4 ThEEA

UCSC Test table browser i

UCSC Archaes table browser by the site administratar).

BX table browser URL/Text:

>148L:E | PDBID| CHAIN|SEQUENCE 2l
MNIFEMLRIDEGLRLKIYKDTEGYYEL
KSPSLNAAKSELDKAIGRNTNGVITKDEAEKL
FNQDVDAAVRGILR i
NAKLKPVYDSLDAVRRAALINWVFQMGETGY

Here you may specify a list of URLs (one per line) or paste tf
file.

EBI SRA ENA SRA

Get Microbial Data

BioMart Central server

BioMart Test server

CBI Rice Mart rice mart
Convert spaces to tabs:

Yes
Use this option if you are entering intervals by hand.

GrameneMart Central server

modENCODE fly server

= Flymine server Genome;

Flymine test server unspecified (7)

modENCODE modMine server

TIP: Due to browser limitations, uploading files larger than 2GB is guaranteed
ta fail. To upload large files, use the URL method (below) or FTP (if enabled

S

J74ILT7vIO—K3 515

230 bytes

~ Upload File (version 1.1.3) ﬁ N 77 /r ) [/ig*ﬁ%ig/Si

O atu-tezer, mEIUGBI
3. L0 PSS Y

|

747 yTO—kHh
OE—&R—XFDLY
ITNHODAEET
FASTAZ7AILINT v T
O—KMNTES,

O —&R—X T BEE L.
URL/Text: DI7A—LIZBEYF TS,

2l Execute

7yIO—ERET TS

S=lk

Analyze Data

N

ELHFRICAYE—DH
— Bilab
% m é*l' N Get Data
= Upload File from your computer

E{E\Iu:s rPaSted Entry ] - uoscmai tabie browser
&L\a% _ﬁ‘-ﬁb§OL\'t » UCSC Test table browser
Galaxy EIZRTFEENS,

= UCSC Archaea table browser

search tools [x]

m

2: Pasted Entry

You can check the status of queued jobs and view the resulting data
by refreshing the History pane. When the job has been run the
status will change from 'running’ to finished' if completed

uccesstul or e r fproblem

o The following job has been successfully added to the queue:

Galaxy LICREFESIN=T—4
[EIIBELIZRTREND,

LAY = F

Unnamed history
230 bytes

2: Pasted Entry ® [ %

10



UTProt Galaxy D F|F (4)

[ utprot.net:8080/workflow

Your workflows

Name

| @ Craate new workfow | | 4 Upload or import workflow |

# of Steps

| imported: Predict Ligand Binding Residue _

Workflows shared with you by others

No warkflows have been shared with you.

VI—D% &
R

10

LRl Wl [ utprot.net:8080/workflow

Other options

| Configure yaur workflow menu

Your workflows

Name

| imported: Predict Ligand Bineine Raciduaw|

Workflows sharec

No workflows have been share
Other options

| Configure your workflow me

Edit
Run

Share or Pu
Download or Export
Copy

Rename

View

Delete

| @ Create new workflow | ‘ 4 Upload or import workflow |

# of Steps

10

hers

Aa—hEhh
5@ Tl Run |1Z#H#
9,

D—IA— A2 —%RTEERIFEERLI-T7—VT70—D KT
SNd, TIh B, VI—UZHL ., Run ZIRT EEITEIE A B,

11



UTProt Galaxy M,

) o x |1

8 [ utprot.net:8080/roct?workflow_id=3f58304(

R

Step2 (DSource
Data [ZSEIZETY
JOo—kL7=
FASTAD 74 L% &

| Running workflow “imported: Predict Ligand Binding Residue”

) | Step 1: GET ligand binding oroteins. {version 1.0.0)

HETATOM cade

|man |

Source Data _
2 Pasted Entry El

asta using UniProf . (version 1.0, /
eguance Redunduncy using CO-HI
r from Fasta file. [version
erator uzing psi

L ETEEDHETATM

Code IZFHIXZRET

B2 FDOHETATM
O—k%xA B

Ltput' from step 3

NGS5: GATK Tools (beta

NGS5: Peak Calling

NGS: Simulation
SNP/WGA: Data; Filters
SNP/WGA: OC; LD; Plots

SNP/WGA: Statistical
Model
Phenotype

Association
VCF Tools

Workflows
o All workflows

Step &: Fit Prediction Mode| using Support Vector machine and Genatic Algorithm. (version 1.0.0]

Step 91 Create Prediction Model. (version 1.0.0)

Step 10: Predict Binding Residus using generated Prediction model. (version 1.0.0)

Send results to 3 new history

Run workflow

Unnamed history
4E0 hytes

2: Pasted Entry LS

Step1, Step7 DHETATMO—RIZIEX TR R ELGE D) AU RFDHETATMO—FE A T
Step2 THIZFETYTO—RLI=FASTATZ 74 )LZEIRL . [Run Workflow J7RE %
METEINS, X FEAM—BHTFREY—ILBE/REINS,

¥ ET—70—

12



UTProt Galaxy @ #|f (6)

7107.22.182.227

search tools Q)

Bilab

= (et header from Fasta file.

PSSM generator using psi-blast

= Remove Sequance Redunduncy
using CD-HIT.

GET ligand binding proteins.

= GET fasta using UniProt URL

= (GET binding residue using
UniprotURI and HETATM ID.

Fit Prediction Model using
Suppart Vector machine and

Genetic Algorithm.

Predict Binding Residue using
generated Prediction model.

Create Prediction Model.

Sugar Binding Residue Predictor

Sugar Binding Protein Predictor

Acid Sugar Binding Protein

BUNER, REES.GEE

‘HH H

nd.

.orgfuniprot /P12337
aorgfuniprot /P12337
orgfuniprot /P12337
argfuniprot /P12337
orgfuniprot /P12337
.orgfuniprot /P12337
orgfuniprot /P12337
aorgfuniprot /P12337
orgfuniprot /P12337
aorgfuniprot /P12337
corgfuniprot /P12337
aorgfuniprot /P12337
.orgfuniprot /P12337
aorgfuniprot /P12337
orgfuniprot /P12337
corgfuniprot /P12337
orgfuniprot /P12337
orgfuniprot/P12337
orgfuniprot /P12337
aorgfuniprot /P12337
.orgfuniprot /P12337
aorgfuniprot /P12337
.orgfuniprot/P12337
aorgfuniprot /P12337
.orgfuniprot /P12337

This dataset is large and only the first megabyte is shown below,

-0. 120607500021
-1.56937006727
0.663495163866
1.33442574154
0516701448274
0192014891173
-1.20849927118
0.701368569129
0.600251679134
0.0636158752308
01 -0.297020386832
11 -0.820210859063
12 1 -0.656340877844
13 1 -0.2616746983568
14 1 -0.722041505063
15 0 0.548536322664
16 1 -0.475266426206
170 0.783543686301
18 1 -0.134231408052
190 0.740765535453
20 0 0.871240883477
21 0 0.767510308493
22 0 0.615681004552
23 0 0.828590742248
24 1 -0.377660385728

0
|
2
3
4
5
f
1
g
g
|
|

B F

g ERFY- c B

Unnamed history
16.4 MB 4

39: Predict Binding ® R

Residue using generated
Prediction model. on data 38

data 36, and data 23
30,388 lines
format: txt, databasa: ?

HOU

http://purl.uniprot,org/uniprot/P

/B

http://purl.uniprot.

org/unipz

http://purl.uniprot.org/uniprot/Pl

nttp: ri.uniprot. prot/El
nhttp://purl.uniprot,org/uniprot/pl
http 1.uniprot.org/uniprot/Pl
| i " +

38: Create Prediction @ §
Model. on data 24, data 36, and

data 23

37: Fit Prediction Model ® { &

Al REER AV 4
SIXFEEERALETRILI=EHIBRT) | decision value (§&
ERESLIORI7) KA THFAMEA THEINRS

m,



UTProt Galaxy @& (1)

UTProt Galaxy [IRDKS%ET—H7O0—MNERESN TS,

Predict Ligand
Binding Residue

Get Non Redundant
Ligand Binding Protein
With Ligand Binding
Residue

Get Non Redundant
Ligand Binding Protein

PRI RELLBZINIBED T /EEECHIDFASTAT 7
AILE. R ELB)HUREOHETATMA—RZA AT
BE SYVMEFRANWTYHURES ST AY—ILEE
L. ERED)AUEEEEOLIERLIZROT
#RY,

WRELDB)HURDOHETATMO—RKZ A DT B E
T AV ERET —AR—ZAMDAAUHURE
BRI BANVEDVAVREEBRELEN TR
NRESINE=TI/EEINEIREGT 5,

WRELEDB)HURDOHETATMO—RZA DT BT E
T IHURHEERET —AIR—IAMBIEEIAURE
HETHINNVEDERITRENBRESNI=TS/
FEECHIE G T D,

EEEMIZE FRILI=LV\VE /N
A=)

FASTAD7A )L,

X&) H K DHETATM Code

HRELDBVAVED
HETATMO—R

HREED)HED
HETATMO—K

LEREDFEESERELSLIEZRL
1=
FARa7

ANALFVAUREEERTHEY
NIBEDEITRENBRESN
T=FASTADZ 74 )L,
RUOVAVKEEERED—&E

AALIUAVREREETE5Y
NIBEDEIITREMIBRESN
T=FASTAZ7A )L




UTProt Galaxy M ;&R (2)

|T'Predi Licand Binding Residuel ® A A EIE

Analyze Data

sy | Running workflow "Predict Ligand Binding Residue" [ Expand Al |( collapse | | EARY= S8

searchibools ™~ € Unnamed hist

ssa¥c taols L/ Step 1: GET ligand binding proteins from HETATM Code. (version 1.0.0) o:::es ==y
Bilab -
Get Data HETATON Gole O LRt -3E T RIFAUE:
Send Data VMAN 14 PO F-50E s
ENCODE Tools
Lift-Over (version 1.0.0)
Text Manipulation
Filter and Sort Source Data
Join, Subtract and Group 5: Remove Sequance R... ondatad v
Convert Formats Times of iterator
Extract Features 2
Fetch Sequences
Fetch Alignments Step 3: GET fasta using UniProt URL (version 1% % :EI] L,T’ L \ 9 -~ / {7 E
Get Genomic Scores I~ - -~
Operate on Genomic Intervals ) -

Step 4: Remove Sequance Redunduncy using CD-HIT -~

Satais S femove Sequance Redunduncy sng CO-AIT S/ER Ij CFASTA
Wavelet Analysi % :

avae N S Step 5: Get header from Fasta file. (version 1.0.0)
Regional Variation _ » _
Multiple rearession Step 6: PSSM generator using psi-blast (version 1.0.0)

ultiple reqressi .
Multivariate Analysis p o . ) ; o ' Get Data > Upload Flle
Evolution tep 7: inding resi ing Uni n (version . ° D o
Motif Tools é{i O z F A% 7 — I\
Multiple Alignments e S J

. MAN

Metagenomic analyses
FASTA manipulation Source Data
NGS: QC and manipulation OQutput dataset ‘output’ from step 5
NGS: Mapping

NGS: Indel Analysis
NGS: RNA Analysis

e Step 9: Create Prediction Model. (version 1.0.0)

NGS: GATK Tools (beta) - -

HGS: Peak Calling Step 10: Predict Binding Residue using generated Prediction model. (ve I E I: E 0)

NGS: Simulation ( x x H ETAT M

SNP/WGA: Data; Filters
SNP/WGA: QC; LD; Plots

SNP/WGA: Statistical Models Run workflow COd e ' : % 5E‘II ﬁ % & ‘j_
e | BUYAUKDHETATM
O—kZ#= AR

Send results to a new history




UTProt Galaxy @ ;&R (3)

[Get Non Redundant Ligand Binding Protein With Ligand Binding Residue/]
D A FE

« CH Qutprot.net:

b Galaxy Analyze Data

e, _ Running workflow "Get Non Redudunt Ligand Binding Protein With Ligand Binding Residue" Expand All || Collapse | | EAMY i

U ed hist
gesis: o >/ Step 1: GET ligand binding proteins from HETATM Code. (version 1.0.0) 0;:::: -

Bilab
Get Data HETATOM code . O LAy -1 T, R
Send Data 13 RO T =30 F Ay
ENCODE Tools
Lift-Over

Text Manipulation
Filter and Sort

Join, Subtract and Group
Con ats

Extract Features
Fetch Sequences
Fetch Alignments
Get Genomic Scores HETATOM code
Operate on Genomic Intervals .MAN
Statistics
Wavelet Analysis
Graph/Display Data
Regional Variation
ulti ression
Multivariate Analysis Run workflow

(version 1.0.0)

(version 1.0.0)

Source Data
Qutput dataset 'output’ from step 4

| Send results to a new history

L ETEDHETATM

Code [ZFBIxI&RET

B)HUKDOHETATM
O—kF&E AR

16




UTProt Galaxy @ ;& (4)

[Get Non Redundant Ligand Binding Proteinl® A JJ{&/m

/s \

LRl () utprot.net:

Galaxy

o=

[ search tools Q

Bilab

Get Data

Send Data

ENCODE Tools

Lift-Over

Text Manipulation

Filter and Sort

Join, Subtract and Group
For|

Extract Features

Fetch Sequences

Fetch Alignments

8080/root?workflow_id=ebfb8f50c6abdebd

Analyze Data

' Running workflow "Get Non Redudunt Ligand Binding Protein"

Step 1: GET ligand binding proteins from HETATM Code. (version 1.0.0)

HETATOM code /
MAN

tep 2: fasta using UniPr . (version 1.0.0)

Step 3: Remove Sequance Redunduncy using CD-HIT. (version 1.0.0)

HETATM Code [Z% A
MNRETBIHED
HETATM O—KZ# A B

Send results to a new history

Run workflow

| Expand Al | Eoﬁap_s

17



PLBSPResidueT—A3R—XDEE

BT ORER

PDBEPO)é@//\’Jﬁd)'m/FFHEJJ?%FHEJEE%%%E%ELT— - —RAR—R
(PLBSP)[CT—2BILNEHEZITo-M. T—FWMENIEEITEIST-,
- PDBHRDEETBSLFASTAT7AIL LD TI/EEFRESIE DX ISFT(TH
HLWMEELH D,

« PDBI7AILEEITTIE VAR THANERREETHLSIHIBTAEEL
LY,

fRIRE

* PDBI7AILHTSA LIRIZHFEETAEEEVAVFOBEERFELHRLT,
BRELTEEERAT —2AXN—XZFEELI-,

e UniProt&EPDBDERE DX GEFZRMN T L — a0 SN T=EBISIFTS%H
RDFELART—IR—XI[ZHAARAAT,

c YUAVKDOHREFHEESIFHIL. PDBT7AJ/LHDCONNECTLO—KHM S H
LT:(&X%’(P) o



JAUREHAEEEIHEHRORDFE

1 2

PDBI77A /LML IL—TeEh
f=HETATML O—FZiREHL., —D

MDPDBI77AILELTIRETF,
PDBOCONNECTLO—KASEEA i“
/—k. £FHFEEBEFREIYIEL Ij\ N
=957 —3%% /. BRIEERT AAA A
JLOYXLEZRHWNT, —DDHF% - o

RS SHETATML O—F DA & Open Babel ZFL\T., PDBT7 71 JLH
HheEETIL—TIET 5, i5 InChiKey GFERBE N IFHRICEHE,
19



S 4 N 2N IIF UniProt URI

T4 UR 4> UR

/H‘ﬁ UniProt 5%
(PDB77'f JL =

Cncnieyon >

PDBOHETATMO—FZIEEL T GBIV /\IEZRILWEaHhESHIZLE->TLNVS,
#E B E D ER{RE AOGene Ontology, Family 1B ELREA T3> TIEETES
ﬁ/‘ L/—CL\%T:L\O 20




 PLBSPResidue® | (1)

U ¢l B [ tabiteuea.lodac.nii.ac.jp: 10035/repositories/PLBSP_residue#query

—r

AllegroGraph WebView 4.11  repository PLBSP residue

« | Overview | Queries | User anonymous

Edit query

show my namespaces, add a namespace

« JOVTIRD YT R— (http://utprot.net/) M5 “TOP
> PLBSP Residue” &) 9% -E4HZET, SH., BELT-
T—RIR—ADIVRRAIATICATES, KAT—4
?—Z’GEM’F'@'%WIU [X. BWebHS A +TIEXRARLLY

] 21




PLBSPResidueD#| A (2)

) tabiteuea.lodac.nii.ac.jp:1

Edit query

show my namespaces, add a namespace link to query

PREFIX pdbo:<http://rdf . wwodb.org/schema/pdbx-v40. owl 4>
PREFIX dcterms:<http://purl.org/dc/terms/>

PREFIX edam: <http: //edamontology org/>

PREFIX sio:<http://semant icscience.org/resource/>

select distinct Zuniprot 7sgno

where{
Phet res pdbo:atom site.chem comp.id “MAN".
Phet asym dcterms: isPart0f Phet res;
rdf:type sio:SI0 010432;
rdfs:seehlso 7pdb res.
Ppdb_res rdf:type edam:data_T756;
rdfs:seedlso Yunpres,
Zunpres rdf:type edam: datafl 796.
%unpres dcterms: isPartOf Zuniprot.
2unpres rdfs: label 7sgno.

} order by Zuniprot ?sgno

Execute

Result

Download as |SPARQL JSON

uniprot sqno

061363 "2551"
061363 "2553"
061363 "2555"
061363 '2802"
061363 "2803"
061363 "2804"

NA12A2 mang!

ANTA—LIZEFTTS
J9IT)&xAHNLT
ExecuterfRZZ 9 &
BE D ResultLL NIZH
IT)DETHEEMNRKRRS
nad,

22



PLBSPResidue® | A (3)

[ tabiteuea.lodac.nii.ac.jp: 10035

Edit query

show my namespaces, add a namespace link to query A Reasoning ) Long parts ( Contexts

PREFIX pdbo:<http://rdf .wwodb.org/schema/pdbx-v40. owl
PREFIX dcterms:<http://purl.org/dc/terms/>

PREFIX edam: <http://edamontology.org/>

PREFIX sio:<http://semanticscience.org/resource/>

select distinct Zuniprot ?sgno
where{ )

%het“asym determs?isPartOf Zhet res;

rdf:type sio:SI0 01
rdfs:seehlzo 7pdb rd

pdb_res rdf:type edam:data_T74
rdfs:seehlso Tunpres.

%het_res pdbo:atom site.chem comp.id “MAN
RN DELRIZE(E.,

Punpres rdf: :da 5 H =
e gt Reasoning DF TV IRV IR

7unpres rdfs: label 7sano.

=099 %,

} order by 2uniprot ?sano

Download as MDEDSPARQL

ISONEV )Y I T D
Result 4 _~

Execute

Download as | SPARQL JSON g
. SPARQL JSON
_umiprot  'spaRqL XML

061363  |SPARQLTTL

061363 SPARQL Comma-Separated Values

Comma-Separated Values

M Comma-Separated Values (with fields in N-Triples syntax)
061363 28U,
061363 "2803"
061363 "2804"

NA12R/2 "nanc!

Download as D EED
SPARQL JSONZFV) w9
H5EEDFHETH—< v
THERZ=4HO—F9 5
W EIRTES,
JA—IINEEIRNTET
L7=5. Download 1)
N BIETAHYO—FK
MEIRINS,

23



PLBSPResidue® & I (1)

PL%E%Residue’Gliﬁw)J:'")?‘otv‘-“—’SIF'nEJL\’r:\.bﬁh“ﬂﬁ'é

(f51)

*PDB-CCDMHETATM O— h?&)\jJL’C %@'Jﬁ‘zht.‘f
AT%’S‘//\Oﬁd)UanrotACO)— ’EHR %oi
7‘:\ %_d_db%)sty/\bﬁb"Jﬁythﬁ ?‘653%30) B

ChEBIID’aE]\jJL’C fF?fmd)'UJ‘/
. EEAA . E&&)&‘f‘ 89 54
UniProt ACOD—E ’&Hﬂ 9 5,

9
*PDB-CCDDHETATM I—FZ A AL T, T.EDVAUKRERE
BT B INIED PlamR AL HEFHT 5.

"D EE(XRTLATF
\JE®D




PLBSPResidue®;EFHH (2)

PREFIX pdbo:<http://rdf.wwpdb.org/schema/pdbx-
v40.owl#>

PREFIX dcterms:<http://purl.org/dc/terms/>
PREFIX edam:<http://edamontology.org/>

PREFIX sio:<http://semanticscience.org/resource/>

select distinct ?uniprot ?sgno

where{

?het_res pdbo:atom_site.chem_comp.id
?het_asym dcterms:isPartOf ?het_res;

rdf:type sio:SIO_010432;

rdfs:seeAlso ?pdb _re{ ZZ& R ET B
?pdb_res rdf:type edam:dai > KOHETATM

rdfs:seeAlso ?unpres. Code [ZEZEHaZ

?unpres rdf:type edam:date A,

?unpres dcterms:isPartOf ?uniprot.
?unpres rdfs:label ?sgno.

} order by ?uniprot ?sgno

(1511)

[PDB-CCDOHETATM O—FKZ A B
LT.ZFDUAURERET SR/
HE DUniProt ACO—EZISET
B EFl-. FDRUINGBENYHUR
LIERTABRED—EZET A

Xt ELTULNSD)HUEDHETATM Code %
SFIRFE=WMEERIE. TiLxSHE,
PDBeChem: http://www.ebi.ac.uk/pdbe-
srv/pdbechem/

LigandEXpo : http://ligand-expo.rcsb.org/




PLBSPResidue® ;& 1 (3)

PREFIX pdbo:<http://rdf.wwpdb.org/schema/pdbx-
v40.owl#>

PREFIX dcterms:<http://purl.org/dc/terms/>
PREFIX edam:<http://edamontology.org/>

PREFIX sio:<http://semanticscience.org/resource/>
PREFIX up:<http://purl.uniprot.org/core/>

prefix obo:<http://purl.obolibrary.org/obo/>

select distinct ?uniprot ?cc {

?het_asym dcterms:isPartOf ?het res;
rdf:type sio:SIO_010432;
rdfs:seeAlso ?pdb_res;
rdfs:seeAlso ?chem_comp.

?chem_comp pdbo:link to_chem_comp ?cc.
?cc rdf:type obo.CH EBI_72514.

?pdb_res rdf:type edam:data_1]

(512)

[ChEBIIDZAALT. HFED)HY
FREE(XROLFAFE. €EBAA . B
BRE)EEEITHIVINIED
UniProtiDD—E&EZ 19 5 (HEFRA
WAE 7L () TReasoningaF v LT
MoEITTH) ]

XHRELTWNS)H K5 $EMDChEBI ID %57
RNE=WEEE, TR YA =S,
ChEBI : https://www.ebi.ac.uk/chebi/

rdfs:seeAlso ?unpres. :\:%s XRETDVAY
N5 ¥EMDChEBIID IZEE
?unpres rdf:type edam:data_17! Bz TIZEbY,

dcterms:isPartOf ?uniprot.



PLBSPResidue® & 15 (4)

PREFIX pdbo:<http://rdf.wwpdb.org/schema/pdbx-v40.owl#>

PREFIX dcterms:<http://purl.org/dc/terms/>

PREFIX edam:<http://edamontology.org/>

PREFIX sio:<http://semanticscience.org/resource/> (15'] 2)

up:< ://purl.uniprot.org/core/> RN
ErReEfiXosz:ﬁl;://l;urII.obc?Iib:aryg.org/obo/> |TPD B'CCD GzH EIATM 11— I\ é )\ joj L/
T EDUAVRERET BRI\
select ?pfam (count( ?uniprot ) as ?cnt ) { EG) Pfam P}’(f/é%%‘l‘#élﬂ

select distinct ?uniprot ?asym ?pfam {
?auth_asym dcterms:identifier ?sifts.
?sifts edam:has_identifier ?pfam.
?pfam rdf:type edam:data_1138.
?auth_asym pdbo:struct_asym.id ?asym.

?het_res pdbo:atom_site.chem_comp.id (MAN".)

?het_asym dcterms:isPartOf ?het_res;
rdf:type sio:SI0O_010432;
rdfs:seeAlso ?pdb_res.

?pdb_res rdf:type edam:data_175€

rdfs:seeAlso ?unpres; - - LTS, IS 2N
dcterms:isPartOf ?asym. ;'—;&‘ ﬁ%k?—% )7] { 7
FEDChEBI ID ITEEHZ 5,

?unpres rdf:type edam:data_1756;
dcterms:isPartOf ?uniprot.

}} group by ?pfam order by ?cnt
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The University of Tokyo Proteins

Products
Analytical Tools [all tools]

Prediction Tools (local tools)

SBR-Predictor. Sugar Binding Residue Predictor

SBP-Predictor: Sugar Binding Protein Predictor

LBP-Predictor: Lipid Binding Protein Predictor

GPI-Predictor: Predictor of GlycosylPhosphatidylinositol(GP!) lipid modification of a
protein

Tool Integration (web application)

« UTProt Galaxy: The pipeline integr:
Interactome. UTProt G

+ PLBSP: Protein-Ligand Binding Site Pair Graph Database

SBP: Sugar Binding Protein Graph Database
version 2014

TKIP: Tyrosine Kinase Interaction Pair Graph Database
o version 2014

RDF-SIFTS: RDFized SIFTS Graph Database
version 2014

« UTProt iImage
(suspension: 2014/02~present)

BRI

(=]
LY. (11, Sep. 2013)
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http://utprot.net/ ~\F

Database (LOD)

UTProt RDF Piatform (4)

Tools

Link

UTProt Home

The University of Tokyo

Piatform for Drug Discovery.
Informatics. and Structural Life

Science

JST NBDC

Publish

Aricles

Funding

Grants

Contact
Members
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