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Protein Interaction Databases
(July 2004, figures rounded)

DIP BIND |IntAct |MINT |GRID
# proteins 17 277 18 56
(x1000)
# interactions | 44 06 30 43 57
(x1000)
# organisms | 1()() Q70 18 3
# experiments | 50)()()() 570
# articles 3 10
(x1000)
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Thas graph produced by BioTrawler Development Version,

a BioMOBY (web-service)-based application for viewing distnibuted gene/protein interaction data,
part of the BioGrapliiet imtiative at the Foth Lab, Harvard Medical School.

How to use the figure

Depending on the number of interaction partners your query genes (zhownin red) have, it may not be possible to read the names. Mouse over & gene to see atternative names . Click on
a gene open a newy browser window containing ts SG0 page. If you click on a blank part of the figure, youw'l get the ertire image loaded in a page.
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required is that the names be separated by whitezpace. Upper and lower caze are conzidered the same.
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Motivation

» Heterogeneous biological networks

 protein interaction

 genetic interaction (sensu synthetic lethality)
* transcriptional regulation

* sequence homology

 correlated expression

» Unlikely to belong in same database

* Experiments/predictions by distributed groups,
best able to maintain.

* Value lies 1n integration, visualization of multiple
data sets
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Web services

Platform-independent standard format

Standard discovery mechanism to find services

XML allows semantic tagging of data
— addition of new data does not break old code
— aesthetic changes do not break understanding

Service/data ontologies

— allow computer-computer negotiation of
services
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BioMOBY 1s the ‘playground’

e Web services for bioinformatics

* Services register at MOBY Central with
‘signature’ triple: input/service/output

« MOBY Central knows about all service &
object types

» Service discovery through signature

* Open: anyone can register any service,
create new objects
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BioGraphNet 1s a ‘sandbox’

* Serves up biological graphs from a network
of distributed computers.

— Common standard for sharing distributed
network information (‘SimpleServices’)

— Small ‘starter’ collection of services

— Sample application: BioTrawler viewer/\
U

» Tools to ‘play with interaction data’ Jg]
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SimpleServices.pm
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This graph produced by BioTrawler Development Version,

a BioMOBY (web-service)-based application for viewing distiibuted gene/protein interaction data,
part of the BioGraphllet initiative at the Foth Lab, Harvard Medical School.

How to use the figure
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How BioTrawler works
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The future

» Solicit community needs

* Find volunteers with data/algorithms
(GRID/Tyers’ group already signed on)

* Encourage established interaction browsers
to support this web-service-style input

» Extend interaction ontology to deeper levels
of PSI-MI?

 Introduce ‘evidence types’
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