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Challenges in SKA and pre-SKA era

Processing

Storage

Bandwidth

Power
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Processing

SKA processing needs are equivalent to 1 billion top range PCs 

Bandwidth

SKA aperture arrays will produce 250 times the current Global Internet traffic
» SKA Pathfinder Cubes ~ 4.4 TB which implies 7.3 min read time at 10GB/sec
» Typical survey consists of ~1000 cubes = 5 days read time
» Need:100-1000 GB/sec for on-demand processing single cubes and cube groups

Power

» SKA HPC power consumption 1EF/s ~100 MWatt

Storage

» SKA will produce in one day the annual data product of all mankind

Challenges in SKA and pre-SKA era



Use of European Grid Infrastructure

Current approach

Job submissions: June 2010 - May 2011

Obtained using EGI statistics tool http://accounting.egi.eu/

High-energy Physics 90%

Astrophysics & Astroparticle Physics 1%

http://accounting.egi.eu
http://accounting.egi.eu
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Current approach

Auger 44%

Unexisting software infrastructure to enable the use at the level required to support 

radioastronomers

Different available resources: variety of policies for usage, interfaces for access, and 

a collection of programming models 

Challenging to even the most sophisticated of users 

Existing European e-infrastructure not 

used by the SKA oriented community



THE REAL CHALLENGE STARTS 
  HERE

Extraction of scientifically relevant 
information from huge volumes of data

» Visualization of enormous catalogs into 
multidimensional parameter spaces

» Efficient packaging of scientific methodology

» Collaborative science

Transfer of knowledge to society

» Friendly visualization tools

» e-Science@school

» Citizen science

Challenges in SKA and pre-SKA era

Not only SKA, but  
EELT will face the same 

problem
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»Strategy: build on pathfinders

»e-FALCONS & eSIRA collaborations

e-FALCONS: e-Infrastructure for FAst & Large Capacity Online 
Networked Systems

Data infrastructure for Large Data Volume Science Applications

e-SIRA: e-Science Infrastructure for Radio Astronomy 

User oriented services for the SKA era

Towards e-Science solutions
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To lay the foundation for a scalable, expandable, modular, geographically distributed 
and network-connected, high-volume, high-speed data storage infrastructure that will 
address the needs of the community of LDVSAs such as LOFAR and SKA.

» Sinergies: infrastructure providers collaborate with radio astronomical organisations

EGI, PRACE, Géant, BiG Grid, Target, GRID- IAA (CSIC) + LOFAR

» To develop: federating components (FCSL) and provisioning of tools for efficient 
usage of the infrastructure and suitability for transport (RedIRIS) and archiving

» Methodology: 
To identify main bottlenecks for high data volume apps, streamed or distributed 
Benchmarking architectures using existing science projects

- Processing of raw LOFAR correlator output
- Pulsar Surveys
- GLOSTAR EVLA Survey
- Prototype for kinematical modelling of extragalactic data cubes (IAA)

e-FALCONS



e-SIRA: e-Science Pathfinder

Goal: to enable radio astronomers to do new science

»Methodology:
»Knowledge exchange across the science and infrastructure communities 

(Spain: BSC + IAA) 
»Engage with the scientific community through 

- A network of users provided by the SKA consortium + ASKAP + CyberSKA
- A set of user-driven tools that will enable astrophysicist to readily access data, 
processing and analysis. Scientific workflows.
- Training tools (adapted workflows)

» Access to both tools and data by students and citizens. Educational workflows.



Scientific Workflows
Scientific Workflows are about sharing and collaboration

e-Science tool where data access and transformations explicitly interconnected 
through web services, fully packaging the methodology of an experiment
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e-Science tool where data access and transformations explicitly interconnected 
through web services, fully packaging the methodology of an experiment

Modularity + capability to encapsulate methodologies, allow scientists 

to create, reuse, and share them, e.g. through myExperiment (http://

www.myexperiment.org/), a forum encouraging collaborative work. 

http://www.myexperiment.org
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 Paul
Fisher

 Pathways and Gene annotations for QTL region -

Mouse (v6)

Created: 19/11/09 @ 18:18:52 | Last updated: 05/04/11 @ 10:59:25

Credits:  Paul Fisher

License: Creative Commons Attribution-Share Alike 3.0 Unported License

This workflow searches for genes which reside in

a QTL (Quantitative Trait Loci) region in the

mouse, Mus musculus. The workflow requires an

input of: a chromosome name or number; a QTL

start base pair position; QTL end base pair

position. Data is then extracted from BioMart to

annotate each of the genes found in this region.

The Entrez and UniProt identifiers are then sent to

KEGG to obtain KEGG gene identifiers. The

KEGG gene identifiers are then used to searcg for

pathways in the KEGG path...

Rating: 4.5 / 5 (2 ratings) | Versions: 6 | Reviews: 0 | Comments: 4 |

Citations: 1

Viewed: 1916 times | Downloaded:  400 times

Tags (13):

data-driven | disease | genotype | kegg | mouse | nbiconworkflows | pathway

| pathway-driven | pathways | phenotype | qtl | shim | subworkflow

 View

 Download (v6)
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Original

Uploader

 Marco
Roos

BioAID_DiseaseDiscovery_RatHumanMouseUniprotFilter

(v4)

Created: 15/12/08 @ 20:46:09 | Last updated: 26/01/11 @ 14:43:31

Credits:  Marco Roos  AID

License: Creative Commons Attribution-Share Alike 3.0 Unported License

This workflow finds disease relevant to the query

string via the following steps: 1. A user query: a

list of terms or boolean query - look at the Apache

Lucene project for all  details. E.g.: (EZH2 OR

"Enhancer of Zeste" +(mutation chromatin) -

clinical); consider adding

'ProteinSynonymsToQuery' in front of the input if

your query is a protein. 2. Retrieve documents:

finds 'maximumNumberOfHits' relevant documents

(abstract+title) based on query (the AIDA service

inside is based on Apache's Luce...

Rating: 4.0 / 5 (2 ratings) | Versions: 4 | Reviews: 0 | Comments: 2 |

Citations: 0

Viewed: 3390 times | Downloaded:  483 times

Tags (9):

AIDA | BioAID | biorange_nl | disease | pkna | protein | text_mining |

text_mining_network | VL-e

 View
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Uploader

Hamish
McWilliam

 EBI_InterProScan (v3)

Created: 26/10/08 @ 20:33:34 | Last updated: 01/04/11 @ 08:52:28

Credits:  Hamish McWilliam

License: Creative Commons Attribution 3.0 Unported License

Note: the WSInterProScan web service used by

this workflow is no longer available haveing been

replaced by the EMBL-EBI's InterProScan (REST)

(http://www.ebi.ac.uk/Tools/webservices/services/p

fa/iprscan_rest) and InterProScan (SOAP)

(http://www.ebi.ac.uk/Tools/webservices/services/p

fa/iprscan_soap) web services. Thus the workflow

described here no longer works, see the

alternative workflows for the InterProScan (SOAP)

service for workflows which use the new services.

Perform an InterProScan ...

Rating: 0.0 / 5 (0 ratings) | Versions: 3 | Reviews: 0 | Comments: 1 |

Citations: 0

Viewed: 716 times | Downloaded:  286 times
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 HUMAN Microarray CEL file to candidate pathways

(v4)

Created: 03/10/07 @ 18:35:55 | Last updated: 26/11/09 @ 17:34:24

License: Creative Commons Attribution-No Derivative Works 3.0 Unported

License

This workflow takes in a CEL file and a

normalisation method then returns a series of

images/graphs which represent the same output

obtained using the MADAT software package

(MicroArray Data Analysis Tool)

[http://www.bioinf.manchester.ac.uk/MADAT/index.

html]. Also returned by this workflow are a list of

the top differentialy expressed genes (size

dependant on the number specified as input -

geneNumber), which are then used to find the

candidate pathways which may be influencing the

observed ...

Rating: 5.0 / 5 (1 rating) | Versions: 4 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 951 times | Downloaded:  310 times
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 QR code (matrix code) generator (v4)

Created: 07/10/07 @ 17:17:03 | Last updated: 16/07/08 @ 01:46:13

License: Creative Commons Attribution-Share Alike 3.0 Unported License

The latest (and greatest) version of the QR code

generator workflow. This workflow uses the QR

code service provided by the ChemTools project.

Rating: 1.0 / 5 (1 rating) | Versions: 4 | Reviews: 0 | Comments: 0 |

Citations: 1

Viewed: 516 times | Downloaded:  252 times

Tags (4):
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 View

 Download (v4)
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Uploader
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 Entrez Gene to KEGG Pathway (v5)

Created: 04/12/09 @ 16:04:38 | Last updated: 30/11/10 @ 12:18:53

Credits:  Paul Fisher

License: Creative Commons Attribution 3.0 Unported License

This workflow takes in Entrez gene ids then adds

the string "ncbi-geneid:" to the start of each gene

id. These gene ids are then cross-referenced to

KEGG gene ids. Each KEGG gene id is then sent

to the KEGG pathway database and its relevant

pathways returned.

Rating: 4.8 / 5 (4 ratings) | Versions: 5 | Reviews: 0 | Comments: 2 |

Citations: 0

Viewed: 827 times | Downloaded:  369 times
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 View
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Uploader
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 BiomartAndEMBOSSAnalysis (v4)

Created: 15/09/09 @ 15:11:11

License: Creative Commons Attribution 3.0 Unported License

Using Biomart and EMBOSS soaplab services,

This workflow retrieves a number of sequences

from 3 species: mouse, human, rat; align them,

and returns a plot of the alignment result.

Corresponding sequence ids are also returned.

Rating: 0.0 / 5 (0 ratings) | Versions: 4 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 874 times | Downloaded:  320 times

Tags (6):

bioinformatics | biomart | emboss | example | mygrid | taverna

 View

 Download (v4)
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Original

Uploader
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 Workflow for Protein Sequence Analysis (v1)

Created: 09/01/08 @ 12:03:03 | Last updated: 09/01/08 @ 12:31:27

Credits:  M.B.Monteiro

Attributions:  BLAST using DDBJ service  Simplify a BLAST text

file  conditional branch

License: Creative Commons Attribution-Share Alike 3.0 Unported License

This workflow performs a generic protein

sequence analysis. In order to do that a novel

protein sequence enters into the software along

with a list of known protein identifiers chosen by

the biologist to perform a homology search,

followed by a multiple sequence alignment and

finally a phylogenetic analysis.

Rating: 3.0 / 5 (1 rating) | Versions: 1 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 1186 times | Downloaded:  337 times

Tags (10):
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 View

 Download (v1)
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Uploader
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 Success-Abandonment-Classification (v3)

Created: 06/02/08 @ 14:35:41 | Last updated: 02/07/08 @ 17:15:25

Credits:  Andrea Wiggins  James Howison

License: Creative Commons Attribution-Share Alike 3.0 Unported License

Retrieves data from FLOSSmole and from the

Notre Dame SourceForge repository to compute

project statistics based on releases, downloads

and project lifespan. Project statistics are then

used to classify projects according to the criteria

set up in English & Schweik, but comparison

criteria are parameterized so that a different set of

criterion thresholds can be used to evaluate the

project characteristics.

Rating: 0.0 / 5 (0 ratings) | Versions: 3 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 990 times | Downloaded:  6495 times
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 Example of a conditional execution workflow (v1)

Created: 05/03/08 @ 13:55:45 | Last updated: 25/03/08 @ 14:46:12

Credits:  Tomoinn

License: Creative Commons Attribution 3.0 Unported License

If the input is true then the string 'foo' is emited, if

false then 'bar'. Just a simple example to show

how the monster works, so to speak.

Rating: 0.0 / 5 (0 ratings) | Versions: 1 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 1215 times | Downloaded:  365 times
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 View

 Download (v6)

Taverna 1

Original

Uploader

 Marco
Roos

BioAID_DiseaseDiscovery_RatHumanMouseUniprotFilter

(v4)

Created: 15/12/08 @ 20:46:09 | Last updated: 26/01/11 @ 14:43:31

Credits:  Marco Roos  AID

License: Creative Commons Attribution-Share Alike 3.0 Unported License

This workflow finds disease relevant to the query

string via the following steps: 1. A user query: a

list of terms or boolean query - look at the Apache

Lucene project for all  details. E.g.: (EZH2 OR

"Enhancer of Zeste" +(mutation chromatin) -

clinical); consider adding

'ProteinSynonymsToQuery' in front of the input if

your query is a protein. 2. Retrieve documents:

finds 'maximumNumberOfHits' relevant documents

(abstract+title) based on query (the AIDA service

inside is based on Apache's Luce...

Rating: 4.0 / 5 (2 ratings) | Versions: 4 | Reviews: 0 | Comments: 2 |

Citations: 0

Viewed: 3390 times | Downloaded:  483 times

Tags (9):

AIDA | BioAID | biorange_nl | disease | pkna | protein | text_mining |

text_mining_network | VL-e

 View

 Download (v4)

Taverna 1

Original

Uploader

Hamish
McWilliam

 EBI_InterProScan (v3)

Created: 26/10/08 @ 20:33:34 | Last updated: 01/04/11 @ 08:52:28

Credits:  Hamish McWilliam

License: Creative Commons Attribution 3.0 Unported License

Note: the WSInterProScan web service used by

this workflow is no longer available haveing been

replaced by the EMBL-EBI's InterProScan (REST)

(http://www.ebi.ac.uk/Tools/webservices/services/p

fa/iprscan_rest) and InterProScan (SOAP)

(http://www.ebi.ac.uk/Tools/webservices/services/p

fa/iprscan_soap) web services. Thus the workflow

described here no longer works, see the

alternative workflows for the InterProScan (SOAP)

service for workflows which use the new services.

Perform an InterProScan ...

Rating: 0.0 / 5 (0 ratings) | Versions: 3 | Reviews: 0 | Comments: 1 |

Citations: 0

Viewed: 716 times | Downloaded:  286 times

Tags (10):

bioinformatics | ebi | gff | go terms | interpro | interproscan | protein

annotation | protein domain | protein family | protein motif

 View

 Download (v3)

Taverna 1

Original

Uploader

 Paul
Fisher

 HUMAN Microarray CEL file to candidate pathways

(v4)

Created: 03/10/07 @ 18:35:55 | Last updated: 26/11/09 @ 17:34:24

License: Creative Commons Attribution-No Derivative Works 3.0 Unported

License

This workflow takes in a CEL file and a

normalisation method then returns a series of

images/graphs which represent the same output

obtained using the MADAT software package

(MicroArray Data Analysis Tool)

[http://www.bioinf.manchester.ac.uk/MADAT/index.

html]. Also returned by this workflow are a list of

the top differentialy expressed genes (size

dependant on the number specified as input -

geneNumber), which are then used to find the

candidate pathways which may be influencing the

observed ...

Rating: 5.0 / 5 (1 rating) | Versions: 4 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 951 times | Downloaded:  310 times

Tags (12):

affymetrix | cel | file | genotype | kegg | microarray | nbiconworkflows |

pathway-driven | pathways | phenotype | shim

 View

 Download (v4)

Taverna 1

Original

Uploader

 Mark
Borkum

 QR code (matrix code) generator (v4)

Created: 07/10/07 @ 17:17:03 | Last updated: 16/07/08 @ 01:46:13

License: Creative Commons Attribution-Share Alike 3.0 Unported License

The latest (and greatest) version of the QR code

generator workflow. This workflow uses the QR

code service provided by the ChemTools project.

Rating: 1.0 / 5 (1 rating) | Versions: 4 | Reviews: 0 | Comments: 0 |

Citations: 1

Viewed: 516 times | Downloaded:  252 times

Tags (4):

barcode | chemtools | qr | qrcode

 View

 Download (v4)

Taverna 1

Original

Uploader

 Paul
Fisher

 Entrez Gene to KEGG Pathway (v5)

Created: 04/12/09 @ 16:04:38 | Last updated: 30/11/10 @ 12:18:53

Credits:  Paul Fisher

License: Creative Commons Attribution 3.0 Unported License

This workflow takes in Entrez gene ids then adds

the string "ncbi-geneid:" to the start of each gene

id. These gene ids are then cross-referenced to

KEGG gene ids. Each KEGG gene id is then sent

to the KEGG pathway database and its relevant

pathways returned.

Rating: 4.8 / 5 (4 ratings) | Versions: 5 | Reviews: 0 | Comments: 2 |

Citations: 0

Viewed: 827 times | Downloaded:  369 times

Tags (9):

entrez | genotype | kegg | ncbi | pathway | pathway-driven | pathways |

phenotype | shim

 View

 Download (v5)

Taverna 1

Original

Uploader

 Alan
Williams

 BiomartAndEMBOSSAnalysis (v4)

Created: 15/09/09 @ 15:11:11

License: Creative Commons Attribution 3.0 Unported License

Using Biomart and EMBOSS soaplab services,

This workflow retrieves a number of sequences

from 3 species: mouse, human, rat; align them,

and returns a plot of the alignment result.

Corresponding sequence ids are also returned.

Rating: 0.0 / 5 (0 ratings) | Versions: 4 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 874 times | Downloaded:  320 times

Tags (6):

bioinformatics | biomart | emboss | example | mygrid | taverna

 View

 Download (v4)

Taverna 1

Original

Uploader

M.B.Mon...

 Workflow for Protein Sequence Analysis (v1)

Created: 09/01/08 @ 12:03:03 | Last updated: 09/01/08 @ 12:31:27

Credits:  M.B.Monteiro

Attributions:  BLAST using DDBJ service  Simplify a BLAST text

file  conditional branch

License: Creative Commons Attribution-Share Alike 3.0 Unported License

This workflow performs a generic protein

sequence analysis. In order to do that a novel

protein sequence enters into the software along

with a list of known protein identifiers chosen by

the biologist to perform a homology search,

followed by a multiple sequence alignment and

finally a phylogenetic analysis.

Rating: 3.0 / 5 (1 rating) | Versions: 1 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 1186 times | Downloaded:  337 times

Tags (10):

analysis | BLAST | homology | multiple sequence alignment | phylogenetic

tree | protein | sequence | tree | wpsa

 View

 Download (v1)

Taverna 1

Original

Uploader

 Andrea
Wiggins

 Success-Abandonment-Classification (v3)

Created: 06/02/08 @ 14:35:41 | Last updated: 02/07/08 @ 17:15:25

Credits:  Andrea Wiggins  James Howison

License: Creative Commons Attribution-Share Alike 3.0 Unported License

Retrieves data from FLOSSmole and from the

Notre Dame SourceForge repository to compute

project statistics based on releases, downloads

and project lifespan. Project statistics are then

used to classify projects according to the criteria

set up in English & Schweik, but comparison

criteria are parameterized so that a different set of

criterion thresholds can be used to evaluate the

project characteristics.

Rating: 0.0 / 5 (0 ratings) | Versions: 3 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 990 times | Downloaded:  6495 times

Tags (6):

classification | draft | floss | open source software | oss | social sciences

 View

 Download (v3)

Taverna 1

Original

Uploader

 Alan
Williams

 Example of a conditional execution workflow (v1)

Created: 05/03/08 @ 13:55:45 | Last updated: 25/03/08 @ 14:46:12

Credits:  Tomoinn

License: Creative Commons Attribution 3.0 Unported License

If the input is true then the string 'foo' is emited, if

false then 'bar'. Just a simple example to show

how the monster works, so to speak.

Rating: 0.0 / 5 (0 ratings) | Versions: 1 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 1215 times | Downloaded:  365 times

Tags (5):

condition | design pattern | example | mygrid | taverna

 View

 Download (v1)
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Uploader

 Paul
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 Pathways and Gene annotations for QTL region -

Mouse (v6)

Created: 19/11/09 @ 18:18:52 | Last updated: 05/04/11 @ 10:59:25

Credits:  Paul Fisher

License: Creative Commons Attribution-Share Alike 3.0 Unported License

This workflow searches for genes which reside in

a QTL (Quantitative Trait Loci) region in the

mouse, Mus musculus. The workflow requires an

input of: a chromosome name or number; a QTL

start base pair position; QTL end base pair

position. Data is then extracted from BioMart to

annotate each of the genes found in this region.

The Entrez and UniProt identifiers are then sent to

KEGG to obtain KEGG gene identifiers. The

KEGG gene identifiers are then used to searcg for

pathways in the KEGG path...

Rating: 4.5 / 5 (2 ratings) | Versions: 6 | Reviews: 0 | Comments: 4 |

Citations: 1

Viewed: 1916 times | Downloaded:  400 times

Tags (13):

data-driven | disease | genotype | kegg | mouse | nbiconworkflows | pathway

| pathway-driven | pathways | phenotype | qtl | shim | subworkflow

 View

 Download (v6)

Taverna 1

Original

Uploader

 Marco
Roos

BioAID_DiseaseDiscovery_RatHumanMouseUniprotFilter

(v4)

Created: 15/12/08 @ 20:46:09 | Last updated: 26/01/11 @ 14:43:31

Credits:  Marco Roos  AID

License: Creative Commons Attribution-Share Alike 3.0 Unported License

This workflow finds disease relevant to the query

string via the following steps: 1. A user query: a

list of terms or boolean query - look at the Apache

Lucene project for all  details. E.g.: (EZH2 OR

"Enhancer of Zeste" +(mutation chromatin) -

clinical); consider adding

'ProteinSynonymsToQuery' in front of the input if

your query is a protein. 2. Retrieve documents:

finds 'maximumNumberOfHits' relevant documents

(abstract+title) based on query (the AIDA service

inside is based on Apache's Luce...

Rating: 4.0 / 5 (2 ratings) | Versions: 4 | Reviews: 0 | Comments: 2 |

Citations: 0

Viewed: 3390 times | Downloaded:  483 times

Tags (9):

AIDA | BioAID | biorange_nl | disease | pkna | protein | text_mining |

text_mining_network | VL-e

 View

 Download (v4)

Taverna 1

Original

Uploader

Hamish
McWilliam

 EBI_InterProScan (v3)

Created: 26/10/08 @ 20:33:34 | Last updated: 01/04/11 @ 08:52:28

Credits:  Hamish McWilliam

License: Creative Commons Attribution 3.0 Unported License

Note: the WSInterProScan web service used by

this workflow is no longer available haveing been

replaced by the EMBL-EBI's InterProScan (REST)

(http://www.ebi.ac.uk/Tools/webservices/services/p

fa/iprscan_rest) and InterProScan (SOAP)

(http://www.ebi.ac.uk/Tools/webservices/services/p

fa/iprscan_soap) web services. Thus the workflow

described here no longer works, see the

alternative workflows for the InterProScan (SOAP)

service for workflows which use the new services.

Perform an InterProScan ...

Rating: 0.0 / 5 (0 ratings) | Versions: 3 | Reviews: 0 | Comments: 1 |

Citations: 0

Viewed: 716 times | Downloaded:  286 times

Tags (10):

bioinformatics | ebi | gff | go terms | interpro | interproscan | protein

annotation | protein domain | protein family | protein motif

 View

 Download (v3)

Taverna 1

Original

Uploader

 Paul
Fisher

 HUMAN Microarray CEL file to candidate pathways

(v4)

Created: 03/10/07 @ 18:35:55 | Last updated: 26/11/09 @ 17:34:24

License: Creative Commons Attribution-No Derivative Works 3.0 Unported

License

This workflow takes in a CEL file and a

normalisation method then returns a series of

images/graphs which represent the same output

obtained using the MADAT software package

(MicroArray Data Analysis Tool)

[http://www.bioinf.manchester.ac.uk/MADAT/index.

html]. Also returned by this workflow are a list of

the top differentialy expressed genes (size

dependant on the number specified as input -

geneNumber), which are then used to find the

candidate pathways which may be influencing the

observed ...

Rating: 5.0 / 5 (1 rating) | Versions: 4 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 951 times | Downloaded:  310 times

Tags (12):

affymetrix | cel | file | genotype | kegg | microarray | nbiconworkflows |

pathway-driven | pathways | phenotype | shim

 View

 Download (v4)

Taverna 1

Original

Uploader

 Mark
Borkum

 QR code (matrix code) generator (v4)

Created: 07/10/07 @ 17:17:03 | Last updated: 16/07/08 @ 01:46:13

License: Creative Commons Attribution-Share Alike 3.0 Unported License

The latest (and greatest) version of the QR code

generator workflow. This workflow uses the QR

code service provided by the ChemTools project.

Rating: 1.0 / 5 (1 rating) | Versions: 4 | Reviews: 0 | Comments: 0 |

Citations: 1

Viewed: 516 times | Downloaded:  252 times

Tags (4):

barcode | chemtools | qr | qrcode

 View

 Download (v4)

Taverna 1

Original

Uploader

 Paul
Fisher

 Entrez Gene to KEGG Pathway (v5)

Created: 04/12/09 @ 16:04:38 | Last updated: 30/11/10 @ 12:18:53

Credits:  Paul Fisher

License: Creative Commons Attribution 3.0 Unported License

This workflow takes in Entrez gene ids then adds

the string "ncbi-geneid:" to the start of each gene

id. These gene ids are then cross-referenced to

KEGG gene ids. Each KEGG gene id is then sent

to the KEGG pathway database and its relevant

pathways returned.

Rating: 4.8 / 5 (4 ratings) | Versions: 5 | Reviews: 0 | Comments: 2 |

Citations: 0

Viewed: 827 times | Downloaded:  369 times

Tags (9):

entrez | genotype | kegg | ncbi | pathway | pathway-driven | pathways |

phenotype | shim

 View

 Download (v5)

Taverna 1

Original

Uploader

 Alan
Williams

 BiomartAndEMBOSSAnalysis (v4)

Created: 15/09/09 @ 15:11:11

License: Creative Commons Attribution 3.0 Unported License

Using Biomart and EMBOSS soaplab services,

This workflow retrieves a number of sequences

from 3 species: mouse, human, rat; align them,

and returns a plot of the alignment result.

Corresponding sequence ids are also returned.

Rating: 0.0 / 5 (0 ratings) | Versions: 4 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 874 times | Downloaded:  320 times

Tags (6):

bioinformatics | biomart | emboss | example | mygrid | taverna

 View

 Download (v4)

Taverna 1

Original

Uploader

M.B.Mon...

 Workflow for Protein Sequence Analysis (v1)

Created: 09/01/08 @ 12:03:03 | Last updated: 09/01/08 @ 12:31:27

Credits:  M.B.Monteiro

Attributions:  BLAST using DDBJ service  Simplify a BLAST text

file  conditional branch

License: Creative Commons Attribution-Share Alike 3.0 Unported License

This workflow performs a generic protein

sequence analysis. In order to do that a novel

protein sequence enters into the software along

with a list of known protein identifiers chosen by

the biologist to perform a homology search,

followed by a multiple sequence alignment and

finally a phylogenetic analysis.

Rating: 3.0 / 5 (1 rating) | Versions: 1 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 1186 times | Downloaded:  337 times

Tags (10):

analysis | BLAST | homology | multiple sequence alignment | phylogenetic

tree | protein | sequence | tree | wpsa

 View

 Download (v1)

Taverna 1

Original

Uploader

 Andrea
Wiggins

 Success-Abandonment-Classification (v3)

Created: 06/02/08 @ 14:35:41 | Last updated: 02/07/08 @ 17:15:25

Credits:  Andrea Wiggins  James Howison

License: Creative Commons Attribution-Share Alike 3.0 Unported License

Retrieves data from FLOSSmole and from the

Notre Dame SourceForge repository to compute

project statistics based on releases, downloads

and project lifespan. Project statistics are then

used to classify projects according to the criteria

set up in English & Schweik, but comparison

criteria are parameterized so that a different set of

criterion thresholds can be used to evaluate the

project characteristics.

Rating: 0.0 / 5 (0 ratings) | Versions: 3 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 990 times | Downloaded:  6495 times

Tags (6):

classification | draft | floss | open source software | oss | social sciences

 View

 Download (v3)

Taverna 1

Original

Uploader

 Alan
Williams

 Example of a conditional execution workflow (v1)

Created: 05/03/08 @ 13:55:45 | Last updated: 25/03/08 @ 14:46:12

Credits:  Tomoinn

License: Creative Commons Attribution 3.0 Unported License

If the input is true then the string 'foo' is emited, if

false then 'bar'. Just a simple example to show

how the monster works, so to speak.

Rating: 0.0 / 5 (0 ratings) | Versions: 1 | Reviews: 0 | Comments: 0 |

Citations: 0

Viewed: 1215 times | Downloaded:  365 times

Tags (5):

condition | design pattern | example | mygrid | taverna

 View

 Download (v1)
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What is this?Linked Data

 Version 6 (latest) (of 6) View version: 6 (latest)

Version created on: 05/04/11 @ 10:59:23 by: Paul Fisher   |   Revision comments 

Title: Pathways and Gene annotations for QTL region - Mouse

Type: Taverna 2

 Preview

(Click on the image to get the full  size)

 Download Scalable Diagram (SVG)

 Description

This workflow searches for genes which reside in a QTL (Quantitative Trait Loci)

region in the mouse, Mus musculus. The workflow requires an input of: a

chromosome name or number; a QTL start base pair position; QTL end base pair

position. Data is then extracted from BioMart to annotate each of the genes found

in this region. The Entrez and UniProt identifiers are then sent to KEGG to obtain

KEGG gene identifiers. The KEGG gene identifiers are then used to searcg for

pathways in the KEGG pathway database.

Example input:

chromosome_name: 17

start_position: 28500000

end_position: 32500000

 Download

 Download Workflow File/Package (T2FLOW)

 Download Workflow as a Galaxy tool

 Run

Run this Workflow in the Taverna Workbench...

Option 1:

Copy and paste this link into File > 'Open workflow location...'

http://www.myexperiment.org/workflows/16/download?version=6
[ More Info  ]

 Workflow Components

 Authors (1)

 Titles (1)

 Descriptions (1)

Inputs (3)

Processors (40)

Beanshells (11)

Outputs (8)

Datalinks (61)

Coordinations (0)

 Workflow Type

Taverna 2

 Original Uploader

 Paul
Fisher

 License

All versions of this Workflow

are licensed under: 

 Credits (1)

(People/Groups)

 Paul Fisher

 Attributions (0)

(Workflows/Files)

None

 Tags (13)

Original Uploader tags

data-driven | disease |

genotype | kegg | mouse |

nbiconworkflows | pathway |

pathway-driven |

pathways | phenotype

| qtl | shim | subworkflow

Log in to add Tags

 Shared with Groups (0)

None

 Featured In Packs (2)

 Towards Genotype-

Phenotype Correlations

 Genotype to Pathway

Log in to add to one of your

Packs

 Ratings (2)

Current:

4.5 / 5
(2 ratings)

Log in to rate and see breakdown

of ratings

 Attributed By (6)

(Workflows/Files)

 The impact of workflow

tools on data-centric research

 Pathways and Gene

annotations for QTL region

 microRNA to KEGG

Pathways and Abstracts

 Pathways and Gene

annotations for QTL region

 KEGG Gene IDs to KEGG

Pathways

 Pathways and Gene

annotations for Arabidopsis

affy data

 Favourited By (5)

 Katy Wolstencroft

 David Withers

 Taverna

 Xiaoliang

 Kawther

 Statistics

7515 viewings

3104 downloads

[ see breakdown ]

More

Home » Workflows » Pathways and Gene annotations for QTL region - Mouse

Workflow Entry: Pathways and Gene annotations for QTL region - Mouse

Created at: 19/11/09 @ 18:18:52      Last updated: 05/04/11 @ 10:59:25

| License | Credits (1) | Attributions (0) | Tags (13) | Featured in Packs (2) | Ratings (2) | Attributed By (6) | Favourited By (5) | 

| Citations (1) | Version History | Reviews (0) | Comments (4) |

 

1. Fisher P, Hedeler C, Wolstencroft K, Hulme H, Noyes H, Kemp S, Stevens R, Brass A, A systematic strategy for

large-scale analysis of genotype phenotype correlations: identification of candidate genes involved in African

trypanosomiasis, Nucleic Acids Research, 20 August 2007, http://nar.oxfordjournals.org/cgi/content/full/35/16/5625

 Reviews (0)

No reviews yet

Be the first to review!

 Comments (4)

 View Timeline

Log in to make a comment

 Stian
Soiland-
Reyes

Friday 20 June 2008 @ 15:14:48 (BST)

Do you have any example inputs for this workflow..?

 Paul
Fisher

Thursday 31 July 2008 @ 13:19:07 (BST)

Yes:

chromosome_name = 17

start_position = 28500000

end position = 29500000

Taverna

Monday 25 October 2010 @ 16:23:46 (BST)

I like this workflow

Kawther

Thursday 14 April  2011 @ 18:00:32 (BST)

I could not run this workflow in Taverna, the error message Faile to oppen workflow name: doesn't

appear to be a workflow!

Other workflows work fine 

Where do u think the problem?

Non-Information Resource URI: http://www.myexperiment.org/workflows/16

Alternative Formats
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What is this?Linked Data

 Version 6 (latest) (of 6) View version: 6 (latest)

Version created on: 05/04/11 @ 10:59:23 by: Paul Fisher   |   Revision comments 

Title: Pathways and Gene annotations for QTL region - Mouse

Type: Taverna 2

 Preview

(Click on the image to get the full  size)

 Download Scalable Diagram (SVG)

 Description

This workflow searches for genes which reside in a QTL (Quantitative Trait Loci)

region in the mouse, Mus musculus. The workflow requires an input of: a

chromosome name or number; a QTL start base pair position; QTL end base pair

position. Data is then extracted from BioMart to annotate each of the genes found

in this region. The Entrez and UniProt identifiers are then sent to KEGG to obtain

KEGG gene identifiers. The KEGG gene identifiers are then used to searcg for

pathways in the KEGG pathway database.

Example input:

chromosome_name: 17

start_position: 28500000

end_position: 32500000

 Download

 Download Workflow File/Package (T2FLOW)

 Download Workflow as a Galaxy tool

 Run

Run this Workflow in the Taverna Workbench...

Option 1:

Copy and paste this link into File > 'Open workflow location...'

http://www.myexperiment.org/workflows/16/download?version=6
[ More Info  ]

 Workflow Components

 Authors (1)

 Titles (1)

 Descriptions (1)

Inputs (3)

Processors (40)

Beanshells (11)

Outputs (8)

Datalinks (61)

Coordinations (0)

 Workflow Type

Taverna 2

 Original Uploader

 Paul
Fisher

 License

All versions of this Workflow

are licensed under: 

 Credits (1)

(People/Groups)

 Paul Fisher

 Attributions (0)

(Workflows/Files)

None

 Tags (13)

Original Uploader tags

data-driven | disease |

genotype | kegg | mouse |

nbiconworkflows | pathway |

pathway-driven |

pathways | phenotype

| qtl | shim | subworkflow

Log in to add Tags

 Shared with Groups (0)

None

 Featured In Packs (2)

 Towards Genotype-

Phenotype Correlations

 Genotype to Pathway

Log in to add to one of your

Packs

 Ratings (2)

Current:

4.5 / 5
(2 ratings)

Log in to rate and see breakdown

of ratings

 Attributed By (6)

(Workflows/Files)

 The impact of workflow

tools on data-centric research

 Pathways and Gene

annotations for QTL region

 microRNA to KEGG

Pathways and Abstracts

 Pathways and Gene

annotations for QTL region

 KEGG Gene IDs to KEGG

Pathways

 Pathways and Gene

annotations for Arabidopsis

affy data

 Favourited By (5)

 Katy Wolstencroft

 David Withers

 Taverna

 Xiaoliang

 Kawther

 Statistics

7515 viewings

3104 downloads

[ see breakdown ]

More

Home » Workflows » Pathways and Gene annotations for QTL region - Mouse

Workflow Entry: Pathways and Gene annotations for QTL region - Mouse

Created at: 19/11/09 @ 18:18:52      Last updated: 05/04/11 @ 10:59:25

| License | Credits (1) | Attributions (0) | Tags (13) | Featured in Packs (2) | Ratings (2) | Attributed By (6) | Favourited By (5) | 

| Citations (1) | Version History | Reviews (0) | Comments (4) |

 

1. Fisher P, Hedeler C, Wolstencroft K, Hulme H, Noyes H, Kemp S, Stevens R, Brass A, A systematic strategy for

large-scale analysis of genotype phenotype correlations: identification of candidate genes involved in African

trypanosomiasis, Nucleic Acids Research, 20 August 2007, http://nar.oxfordjournals.org/cgi/content/full/35/16/5625

 Reviews (0)

No reviews yet

Be the first to review!

 Comments (4)

 View Timeline

Log in to make a comment

 Stian
Soiland-
Reyes

Friday 20 June 2008 @ 15:14:48 (BST)

Do you have any example inputs for this workflow..?

 Paul
Fisher

Thursday 31 July 2008 @ 13:19:07 (BST)

Yes:

chromosome_name = 17

start_position = 28500000

end position = 29500000

Taverna

Monday 25 October 2010 @ 16:23:46 (BST)

I like this workflow

Kawther

Thursday 14 April  2011 @ 18:00:32 (BST)

I could not run this workflow in Taverna, the error message Faile to oppen workflow name: doesn't

appear to be a workflow!

Other workflows work fine 

Where do u think the problem?

Non-Information Resource URI: http://www.myexperiment.org/workflows/16
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Scientific Workflows in Astronomy
»State of the art:
Most widespread methodology: 
- General-purpose software + specific tools developed within a single research group

---> reinvention and effort duplication
Does not scale with complexity level + size of upcoming data, nor with computing 
infrastructures involved.
- Very few cases of standardization of the methodology. Those existing, developed just 
for specific parts of the full discovery process (e.g pipelines).
Data:

- Digital sky 

- Data formats and access protocols standardized in astronomy via the VO

PDF publication: Bibliographical archives

» ADS provides interlinking to Astronomical Objects DB

» Vizier provides interlinking to Bibliographic Archives



»What is missing?
The astronomical workflows:

Helio project on-going:
virtual observatory for solar physics: data access + sharing + description of the 
knowledge in the field (via ontologies), and their processes (via workflows). 

Working environment: Preservation
development of standards for workflow preservation, which will enable 

workflow classification, indexing, and inspection of used and generated data

Workflows for ever Project (started December 2010) 
      Advanced Workflow Preservation Technologies for Enhanced Science
Funded under FP7 ICT-2009-6  
PI: iSOCO      

Participants: UPMadrid, U. Manchester, Poznan PSNC, U. 
Oxford, Leiden U. Medical Center, IAA-CSIC

Scientific Workflows in Astronomy



Wf4ever in one slide:    Preservation of Scientific Workflows

- novel definition of a Research Object, which packages workflow descriptions, 
provenance of their executions, and links to all the related resources

- models for repeatability and reproducibility

- models for workflow abstraction, to facilitate workflow classification and indexing, 
comparison

- strategies for sharing and reusing workflows or fragments

- mechanisms for personalized workflow recommendation

- methods and tools to proactively evaluate workflow information quality

Use cases: Astronomy and Genomics

kinematical modelling of extragalactic data cubes

Current developments of AMIGA group





Current developments of AMIGA group
AMIGA4GAS: AMIGA for GTC, ALMA, and SKA pathfinders 

Proposed to AYA National funding (2012-2014), coordinated with FCSCL

Science goal: 
driving mechanisms of secular evolution via high resolution 3D studies of isolated galaxies 

Technological e-Science developments:
- Migration to the GRID and Cloud Computing of tools for modelling datacubes

- Development of IVOA standards for VO services on 3D data

- Deployment of workflows on distributed infrastructure of heterogeneous resources

Collaboration with: 

»CATON private company

»Barcelona Supercomputing Center

» IberGrid initiative: Instituto de Telecomunicaçoes in Portugal  

» IAA-CSIC Grid technical group

»TarGet project, which covers the data processing needs for the LOFAR array 

Integrated into the umbrella of PrepSKA 



The time is NOW since:

- LOFAR and EVLA working now

- ASKAP: expected to be completed by 2013 (coll. with “WALLABY” project)

- MeerKAT: expected to start operations in 2014 (particip. in “MHONGOOSE”)

- Apertif@WSRT: 2013 commissioning and 2014-2017 scientific exploitation      

(member of Science Team)

Contracts to be placed soon

2012-2015 Pre-construcion Phase




