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Scientists from the RAND Corporation bave created this model to illusirate bow a “bome computer” could look like in the
year 2004, Flowever the needed techaology will not be ecomomically feasrible for the average bome. Also the scientists readily
admit that the computer will require not yet invented technology to actually work, but 50 years from now scientific progress is
expected to solve these problems. With teletype interface and the Fortran language, the computer will be casy to use.
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1. Proteomics, as currently practiced, works surprisingly
well.
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Usage pattern for a public proteomics resource
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Examples of measured and modelled ion intensities for fragmentation
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1. Array spectra in computer memory

2. Compare with observed data
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Things that haven’t warked out so well



1. Laboratory automation

It had been anticipated that proteomics would
follow the same model as genome sequencing,
where a small number of highly automated
pipeline-style laboratories would produce all of
the necessary proteomics information.

Laboratory information handling systems

proved very difficult to write and customize.




2. Informatics Standardization

Based on the original aspirations of HUPO-PSI,
there should be standard XML formats allowing
the interchange of both raw and processed
experimental data and conditions. The output
for informatics analysis should also be in a
consistent format.

Standards committees have proven to be too
slow (and easily distracted) to generate file

formats that effectively capture domain-
specific information




3. Accession number rot

Protein accession numbers should provide a

stable method of reporting protein identification
experimental results. Publications have relied on

the long-term maintenance of sequence
databases for this purpose.

Examination of a 2003 paper on platelet
proteomics showed that fully 1/3 of the

accession numbers corresponded to protein
sequences that were no longer available.




4. The identification numbers game.

In an effort to demonstrate the effectiveness of

proteomics techniques, the quality of an
analysis is often measured by the number of
identifications, rather than the statistical
significance of the results.

Competition with cDNA chip technologies and

initial over optimism about the useful dynamic
range of protein identification experiments.




Things that we will need over
the next 5 years



PRIDE Repository of published
(EBI) identifications:
PRIDE XML

Peptid@ANALESHIEE SF58RHLE 1R thPhave

(T6B)Y° BElsNPbleFommunity
mzXML,pepldent

GPMDB Bioinformatics resource for ID
validation and research:
BIOML, mzData, mzXML, GAML



P41 - a relatively large, stable resource for
algorithm development, implementation and data
storage

Coordinated funding programs that reflect
'iﬁé 11?@%?@[@5 Shdatpt (R dRRBTISHI M dhe
Brovide/ 2 sEaBIE PR S IRACVARTAA to the

roteomics blOln orma 1CS
prwa e sector

SBIR/STIR - the lesson of existing informatics in this
area 1s that without the active participation of
small-to-medium sized private sector partners,
good ideas may not be widely accepted by the
experimental community.
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