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Protein Structure Information Workflow
Protein Annotation Workflow

Protein Comparative Information Workflow



Protein Structure Information Workflow

Sequence
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1/5

-Secondary structure prediction
Psipred, Jnet, Sable, Coils

-Buried residue prediction
Jnet, Sable

-Fold recognition
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-Disorder prediction
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Protein Annotation Workflow
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Protein Annotation Workflow

Sequence Check Uniprot £ Uniprot >
Exist \_entry
Not exist (Uniprot, PDB) Not exist

- Secondary structure prediction Check InterProScan

- Buried residue prediction - All B prediction

- Fold recognition l TMI [3-sheet region

- Disorder prediction Check prediction

TransMembrane - Cellular localization
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< Results >
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-Cellular localization
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Protein Annotation Workflow
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Protein Comparative Information Workflow
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Protein Comparative Information Workflow

Sequence

Genomes selected by
the user

v

Multiple alignment
(ClustalW/PRIME/T-Coffee)

n\ BLAST/PSI-BLAST
!

Secondary structure prediction
Secondary structure alignment

Conserved regions

Phylogenetic tree
Emboss

!

Show conserved regions (in
3D if the structure is known)
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Protein Structure Modelling Workflow
2008

Active Workflow



Protein Structure Modelling Workflow

BLAST/PSI-BLAST/

(Modeller)
POODLE/TMHMM
S equence
\’ \’
2009 12 BLAST/PSI-BLAST POODLE /TMHMM
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— | _ 4

Fold Recognition

|
E——
Modelle || Modelle Modeller _‘ e —
L 3

S how Models > S how Annotation >
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CBRC:

TOP-DOWN

BOTTOM-UP Power/Active User




e Taverna (http://taverna.sourceforge.net)
e Kepler (https://kepler-project.org)
e KNIME (http://www.knime.org)
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KNIME

Taverna

Kepler

KNIME > Kepler > Taverna

Taverna > Kepler

KNIME



GUI

KNIME




KNIME (Konstanz Information Miner)

IDE

Eclipse

T

[ [ Ju= Gageh B ol few

s ! g
o it Pramen

& A o poe

i Vs S \ H
W ol beceie e

R L T,
) e e

2 tice Popmntary

g !

» ) Datatass

& 5§ tuts Marguaren

§ o, Tt ey

& I Semins

& i M

e

—d

Bcalter Flai

7} e Dmacrgian

k-Means

T e s B chaie
L o 3 peiefred
ey of L (e
Beribent funber of Catery
Commarn parkema & e
Lastaring That s & dats
FEF U Eas Ty e A A
The skxr@®m et
ter f- ot
mEGrTe @ ot g

L]
erdgae

Dialog Cptions

ke of chater

o Fusstas of
Claiery (KAt
oy b T b
[=L =l

i imenlwr ol Berateen

S p——
T
T aigor
e
ket of T
-
mgrssman of P

chaier conaery,



o
o
Scatter Plot
i Color Manaeer
File Reader k-Means
:
)_T'\ MHode 9
|
Mode 11 Mode 7 MNode & Interactive Table

Mode 10

K-Means



ASIAN
KNIME

Autamatic System for Inferring & MNetwork version 33
Japanese | AIST HP | GERC HP

| Procedure | NewsRUpdate
1/Junf2007  Wer33 Cotumn Fiiter Fartitioning S0 FlITer
MHew export fo_rmats are added. Trarspose Missing Yalue Furzy c-Mesns v Filiter Fartitiening "
In ASIAMN , the following analyses will be performed * Treeliew format o b ol :
after inputting the raw data. * Cytoscape format )
MHeww network. viewer which has some layouters is Ty
. . ) available. Mode 2
1. Galculate a correlation coefficient matrix S0TA Predicler
2. Perform zeveral types of hisrarchical 5 May /2005 Wer 22
cluztering . Functions of anonymous use and of continuous
3. Estimate the cluster boundaries } steps of analysis were added. E‘
4. Perform the eraphical Gauszisn maodeling Labelz were included to result of caluclation
correlation coefficient. &
Expand the term of keeping result. o
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