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TREC Genomics 2006
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UCHSC results and conclusions

Above mean on each
performance metric

Performed well where

median was low

Run
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MAP

Document

MAP
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MAP

uchsc1

0.250

0.406

0.055

uchsc2

0.247

0.419

0.056

uchsc3

0.247

0.404

0.054

overall mean

0.161

0.289

0.039
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Genomics track results and conclusions

Best systems:
iIndexed paragraphs,
expanded queries,
selected sentences

Successful techniques
iIncluded concept-based
guery expansion, acronym
expansion

Unsuccessful techniques
iIncluded cluster-based
reranking
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Graph modified from: TREC 2006 Genomics Track Overview, W. He
Cohen, P. Roberts, H.K. Rekapalli, TREC 2006 Notebook (68), Noven
2006.



Future Directions

TREC Genomics 2007: same corpus, very similar or identical task

Gold-standard will be released allowing for in-depth comparison of methods
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