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Proof of Performance

The performance of ProMiner™
recognition of gene and protein names
was tested in the »critical assessment
of text mining in biology« (BioCreAtIvE
I and II). ProMiner™, was benchmarked
against other industrial and academic
name entity recognition tools and scored
in BioCreAtIVE | highest in text dealing
with the two multicellular organisms
(cf. Table 1).

BioCreAtlvE evaluation

Mouse
BioCreAtIvE | (2004)

best automatic ProMiner™
system system
F-Measure 0,79 0,79

Available dictionaries
e Gene and protein name dictionaries
for various organisms
—Human
— Mouse
— Rat
— On request: Yeast, Fly, Arabidopsis,
Bacterial organisms
* Gene ontology dictionary
® Mesh term dictionary
e Organism name dictionary
* Disease name dictionary
e Drug name dictionary

Fly Yeast

1 (2004) 1 (2004)

best automatic ProMiner™ best automatic
system system system

0,82 0,82 0,92

Technical Performance

ProMiner™ is available for UNIX™/Linux
and the Microsoft Windows™ operating
system. To reduce the time required to
process huge text corpora, ProMiner
can run distributed in a grid enabled
hardware. The software is already
integrated in the IBM-UIMA framework
and can be combined with other text
processing software. ProMiner™ has
been successfully integrated in the
Temis BER Skill Cartrige, and can easily
be adapted as pre-processing for other
semantic analysis environments by
tagging entity references in texts.
ProMiner searches named entities in a
single pass through the text corpus, and
takes about 1 - 2 days (depending on
the dictionary size) on a single processor
machine and %2 - 3h in a grid enabled
hardware environment (30 workstations)
to scan the full Medline™ database

(~ 16 000 000 entries of 24 GByte data).

Human

Il (2006)
ProMiner™ best automatic ProMiner™
system system system
0,9 0,81 0,8

Table 1: Result of the BioCreAtIvE assessment. ProMiner showed the best F-measures and set the benchmark for the best automated system in two

out of three application scenarios.
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