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quETy processes  result

JAFA Run

* Query remote servers, wait for them to finish,

- receive results.

|« Interim result are available, as soon as they

' are received

 Currently queried servers:
Gotchal3], Goblet[4], GoFigure[5], InterproScan|6],
Phydbac|[7]
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Protein Sequence:
MDGDDLIASVYRKIEREKALITA

Pr()tein Sequence: ASNMRQSTDNPLVQQRVDANIR
DGRKNIAYLEEKM .......

MDGDDLIASVYRKIEREKALITA

ASNMRQSTDNPLVQQRVDANIR

DGRKNIAYLEEKM .......

Function Prediction is difficult ...

* Biological function has different aspects: what happens, where in the cell,
which process does this function belong to.

* Each method / program has it own strengths in predicting one
or the other.
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... but many different pieces
build a picture.

* Combining the prediction of different methods / programs can provide a
better understanding of the proteins function.

* Differences in each prediction lead to a broader over all picture

 Similar or identical predictions by different programs increase prediction
confidence

Future Plans:

* A standalone version of JAFA, for use in high throughput research

* Create a standardized XML protocol for reporting function predictions

* Analysis of the different prediction programs capabilities will lead us to
better overall predictions

 Improve scoring function to weight different programs based on known
strengths and weaknesses

Gene Ontology (GO):

 Controlled vocabulary for the description of genes and
gene product attributes
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