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2003: A “sociological” study of galaxies
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2003: A “sociological” study of galaxies

 Objets in the Universe faint and complex
 Gas, stars, dust...
 Different physical conditions

Multiwavelength studies of large samples
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2003: A “sociological” study of galaxies

 Objets in the Universe faint and complex
 Gas, stars, dust...
 Different physical conditions

Multiwavelength studies of large samples

1000 ISOLATED GALAXIES

AMIGA PROJECT
Analysis of Interstellar Medium of Isolated GAlaxies

My e-Path
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MAIN AIM:    

Archive/bibliographic search was a nightmare

 To build & analyze a multi-
wavelength data base

 Special emphasis on 
radioastronomy

 To serve as a reference 
sample
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The Virtual Observatory

MAIN AIM:    

Archive/bibliographic search was a nightmare

 To build & analyze a multi-
wavelength data base

 Special emphasis in 
radioastronomy

 To serve as a reference 
sample
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Exploitation of astronomical archives:

Interoperability

 Astronomical archives built independently 

 Querying to multiple databases painful
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Exploitation of astronomical archives:

Interoperability

 Astronomical archives built independently 

 Querying to multiple databases painful

 Federation of astronomical databases 
with homogeneous access protocols
 Need to conform to specific data models
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Liberté, 
egalité, 
fraternité 

and ... Metric System 
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JUNE 2002
IVOA   International Virtual Observatory Alliance
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2001: earliest e-Science in UK?

Created by John Taylor, the DG of the UK’s 
Office of Science and Technology in 1999 

e-Precedents
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2001: earliest e-Science in UK?

Created by John Taylor, the DG of the UK’s 
Office of Science and Technology in 1999 

But... earlier?

1975. The Shockwave Rider
Story of a future world (2010) tied 
together by a universal data network, 
filled with information overload and 
corporate domination, and nearly 
everything is known about everybody 

e-Precedents
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The consequences...

 e-Science needs of 
Andalusian groups not yet 
coordinated  

 From +70 participants in 
15 research groups + 
industry to 

75 groups in 3 years

2006-2007: 
Applied for funds, got regional Excellence Project

 Pioneer regional 
+  bottom-up 
approach

My e-Path
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2007

  Spanish Network for e-Science supported by  
Spanish Ministry of Science & Education

 > 900 researchers, 97 groups, 57 institutions

 Coordinated by Vicente Hernández García

 Main mandate: to set up a National Grid 
Initiative

2008
 GRID - CSIC

My e-Path



Starlight (Cid-Fernandes et al. 2005; http://www.starlight.ufsc.br/)

e-AstronomyMy e-Path

SLGRID: Starlight code for spectral synthesis 
running in GRID

Aim: Search for supermassive BHs  in AMIGA  
galaxies

http://www.starlight.ufsc.br
http://www.starlight.ufsc.br
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SLGRID: Starlight code for spectral synthesis 
running on the GRID

Aim: Search for supermassive BHs  in AMIGA  
galaxies

Starlight (Cid-Fernandes et al. 2005; http://www.starlight.ufsc.br/)
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SLGRID: Starlight code for spectral synthesis 
running on the GRID

Aim: Search for supermassive BHs  in AMIGA  
galaxies

Starlight (Cid-Fernandes et al. 2005; http://www.starlight.ufsc.br/)

e-AstronomyMy e-Path

Database of stellar populations

Presence of active 
supermassive black hole

http://www.starlight.ufsc.br
http://www.starlight.ufsc.br


Use of European Grid Infrastructure

Job submissions: June 2010 - May 2011
Obtained using EGI statistics tool http://accounting.egi.eu/

High-energy Physics 90%

Astrophysics & 
Astroparticle Physics 1%

e-Astronomy
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Use of European Grid Infrastructure

Job submissions: June 2010 - May 2011
Obtained using EGI statistics tool http://accounting.egi.eu/

Astrophysics & 
Astroparticle Physics 14%

e-Astronomy

Infrastructure 52%

http://accounting.egi.eu
http://accounting.egi.eu


Auger 44%

European e-infrastructure not used much by the A&A community

e-Astronomy



Numerical simulations of galaxies

e-Astronomy

 AMIGA is about galaxy evolution and 
environment

 Numerical simulations help to identify features 
produced by interactions

 Particles representing gas+stars+etc 

 Evolving with time

 Under physical laws

My e-Path
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VO Desktop
Astrogrid

My e-Path

2006: 
From publication...
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2006: 
From publication... to the design of Virtual 
Observatory standards for radioastronomy

MOST VO EFFORTS SO FAR IN 
OPTICAL ASTRONOMY
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1st VO compliant data model for radio

 Implemented at IRAM-30m, one of today's 
largest and most sensitive mm telescopes
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PhD 2009

1st VO compliant data model for radio

 Implemented at IRAM-30m, one of today's 
largest and most sensitive mm telescopes

My e-Path

2006: 
From publication... to design of VO standards 
for radioastronomy



Users of tools

TOPCAT
Astrogrid

UK e-Science



PathGRID: VO Tools used beyond Astronomy!

Analysis of Tissue Micro Array histopathology 
image data

UK e-Science

AstroGrid:

 image analysis pipeline 

 graphical workflows via 
Astro-Taverna

 scripting via Python

From Nic’s Walton talk at UK All 
hands 2009 My e-Path



2009: 
 Astronomical data frequently 3D
 No VO standards for 3D data
 No VO tools for 3D data

 Kinematical modeling 
tools for cubes being 
integrated in the VO

 3D data services
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Astronomical data growing exponentially
 Public data (after short proprietary period)

 Large area surveys: full sky

e-Astronomy
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 Large area surveys: full sky
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•1000 -1500 antenaes x15m in 5km
•1000 -1500 antenaes x15m up to 3000 km

interferometer can be built incrementally

•1000 -1500 antenaes x15m in 5km
•1000 -1500 antenaes x15m up to 3000 km

interferometer can be built incrementally

1000 -1500 antennas x15m in 5km
1000 -1500 antennas x15m up to 3000 km

 New generation of radiointerferometers 

will culminate with SKA

VLA, USA
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e-Astronomy

 Processing needs = 
10*9 top range PCs 

 Aperture arrays = 
250 times the current 
Global Internet traffic

 1 day = annual data 
product of all mankind

 Typical survey 
1000 cubes = 5 days 
read time @ 10GB/sec



e-Astronomy
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Extraction of scientifically 
relevant information from huge 
data volumes

 Visualization of enormous 
catalogs into multiD 
parameter spaces

 Efficient packaging of 
scientific methodology

 Collaborative science
Transfer of knowledge to society



BUT A NEW CHALLENGE 
STARTS HERE

e-Astronomy

Extraction of scientifically 
relevant information from huge 
data volumes

 Visualization of enormous 
catalogs into multiD 
parameter spaces

 Efficient packaging of 
scientific methodology

 Collaborative science
Transfer of knowledge to society

A disruptive change in the methodology 

required



An e-Science solution for the SKA
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R Dimensions

 Repeatable and reproducible

 Replayable, refreshable and roll-backable

 Reusable and Reliable

 Retrievable and referenceable

 Repurposeable

e-Astronomy



R Dimensions

 Repeatable and reproducible

 Replayable, refreshable and roll-backable

 Reusable and Reliable

 Retrievable and referenceable

 Repurposeable

Scientific workflows, collaborative tools

Publication beyond the PDF, preservation

e-Astronomy



Workflows for ever Project (started December 2010) 

      Advanced Workflow Preservation Technologies for 
Enhanced Science

Funded under FP7 ICT-2009-6  
Participants: 

iSOCO (PI), UPMadrid, U. Manchester, Poznan PSNC, 
U. Oxford, Leiden U. Medical Center, IAA-CSIC  

  
Development of standards for workflow preservation, 
which will enable workflow’ Rs dimensions

e-AstronomyMy e-PathUK e-Science



Workflows for ever Project (started December 2010) 

      Advanced Workflow Preservation Technologies for 
Enhanced Science

Funded under FP7 ICT-2009-6  
Participants: 

iSOCO (PI), UPMadrid, U. Manchester, Poznan PSNC, 
U. Oxford, Leiden U. Medical Center, IAA-CSIC  

  
Development of standards for workflow preservation, 
which will enable workflow’ Rs dimensions

Use cases: Astronomy and Biomedicine

e-AstronomyMy e-PathUK e-Science



Wf4ever:  Preservation of Scientific Workflows

 Research Object: 

packages workflow descriptions, provenance of their 

executions, and links to all the related resources

 Models for workflow abstraction -->  classification, indexing

 Strategies for sharing and reusing workflows or fragments (from 

different sources)

 Mechanisms for personalized workflow recommendation

 Methods and tools to proactively evaluate workflow information 

quality

Cross-fertilization

e-AstronomyMy e-PathUK e-Science
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Key issues in Wf4ever:

Provenance 

Needs to track it for data, services, tools

UK e-Science

Semantic Web
“I have a dream for the Web [in which computers] become 
capable of analyzing all the data on the Web – the content, 
links, and transactions between people and computers. A 
‘Semantic Web’, which should make this possible, has yet to 
emerge, but when it does, the day-to-day mechanisms of 
trade, bureaucracy and our daily lives will be handled by 
machines talking to machines.”

– Tim Berners-Lee, 1999

Linked data

http://en.wikipedia.org/wiki/Tim_Berners-Lee
http://en.wikipedia.org/wiki/Tim_Berners-Lee


e-Precedents
 Provenance: 1986   (Becker & John M. Chambers, cf Luc Moreau) 

 Semantic Web: 2001 (Berners-Lee, Scientific American)

 Linked data: 2006

And before in UK?

UK e-Science



Arthur C. Clarke  (1964)

              2001, A Space Odyssey 

 

 Heuristic ALgorithmic 
computer ... 9000

 Experience-based techniques 

 For problem solving, 
learning, and discovery

 Where an exhaustive search 
is impractical

e-Precedents
 Provenance: 1986   (Becker & John M. Chambers, cf Luc Moreau) 

 Semantic Web: 2001 (Berners-Lee, Scientific American)

 Linked data: 2006

And before in UK?

UK e-Science



Still we are necessary...



Where are we now? 

 Scientific workflows:

Social and life sciences, engineering, 
chemistry, music, etc: intensive use
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Helio project on-going
Virtual Observatory for solar physics

Data access + sharing + description of the 
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their processes (via workflows) 
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 Scientific workflows:

Social and life sciences, engineering, 
chemistry, music, etc: intensive use

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) 

Astronomy Pipelines

e-AstronomyUK e-Science



Where are we now? 

 Building tools: TAVERNA

Modularity + capability to encapsulate 
methodologies, allow scientists 
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Where are we now? 

 Building tools: TAVERNA

to reuse and share them
 myExperiment 

(http:/www.myexperiment.org/)

Modularity + capability to encapsulate 
methodologies, allow scientists 

UK e-Science

http://www.myexperiment.org
http://www.myexperiment.org
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Home » Workflows

Workflows

« previous  1  2  3  ... 137  next »

Showing 1367 results. Use the filters on the left and the search box below to refine the results.

 Search

Taverna 2

Original

Uploader

 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)

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):
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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.
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Mouse (v6)
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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...
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(v4)

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

Credits:  Marco Roos  AID
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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...
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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 ...
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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 ...
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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.
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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.
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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.
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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.
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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.
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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.
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Astronomy is ready: lifecycle is digital  
Submission of proposals

 Pipelines for automated data reduction:

Science Ready Data 

 Access policy: 

often public after a 

short period 

e-Astronomy



 Intensive use of databases

Numerical simulations Stellar models

Astronomical Libraries 

e-Astronomy



30000 queries/day on average in 2006

PDF publication: Bibliographical archives

 Vizier provides interlinking to Bibliographic 
Archives 

 ADS provides interlinking to Astronomical 
Objects DB

e-Astronomy



 Long term history with GRID of Instruments 

To avoid gaps in time domain observations:

      asteroseismology & search for exoplanets
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To avoid gaps in time domain observations:

      asteroseismology & search for exoplanets

Coordinated observations: a telescope network 

e-Astronomy

 Long term history with GRID of Instruments 
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How should e-Science return to citizens?

 Improving life by doing better science and 
bringing it faster to the society

 Delivering information

 Make them aware of scientific 
methodology

 Make them part of the scientific 
methodology



UK e-Science

Delivering information

  Linked Government data

 “Information should be in the public domain unless there is a good 
reason not to - not the other way around." T. Berners-Lee
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Global collaboration 
is the clue!



1900

 Frank Chapman (Ntl Audubon S) ornithologist

 Counting birds on Xmas instead of killing them!

 27 observers, 25 places (USA & Canada)

          

Make them part of the scientific methodology
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Make them part of the scientific methodology

 Still continuing
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2000: Nature’s Calendar Survey
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2000: Nature’s Calendar Survey

 50.000 people across UK

 Phenology: times of 
recurring natural 
phenomena

 Woodland Trust + Centre 
for Ecology & Hydrology

UK e-Science



UK e-Science



 2009: Twitter Meteor Watch

 3 nights around the peak of the Perseid meteor 
shower

 > 20,000 people on Twitter 

New media for the new generation.

GALAXY ZOO: NEXT TALK!
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Are there any drawbacks...?

 Improving life by doing better science and 
bringing it faster to the society

 Delivering information

 Make them aware of scientific 
methodology

 Make them part of the scientific 
methodology
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NET NEUTRALITY

“Threats to the Internet, such as 
companies or governments that interfere 

with or snoop on Internet traffic, 
compromise basic human network rights.”

Berners-Lee 
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