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Motivation

 Enzymes are proteins catalysing
chemical reactions with great applications
in the ecological production of chemical
compounds

 Millions of protein sequences are being
discovered and uploaded to protein
databases every year

* Impossible to test all new sequences in
laboratory for specific enzymatic function

* EnzymeMiner finds novel enzymes from
protein databases and facilitates selection
of promising targets for laboratory tests

3.8.1.5 - Haloalkane dehalogenase. (33) Load example

Select sequences from similarity network @

00000 000a0agrl

J|

Select representative sequences of clusters @

Cox Loox Lon Lon [ e

Interactive input form using EC number
and SwissProt database

Conclusions

EnzymeMiner identifies novel putative
enzymes and facilitates their prioritization
and selection for experimental
characterization

Previously published methodology [1]
validated on 20 putative haloalkane
dehalogenase genes
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Interactive sequence similarity networks
in input form and results page
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Publication of EnzymeMimer
pipeline for HLDs and results of
experimental characterization of
first 20 selected HLDs.

Publication of EnzymeMiner web
server and results of experimental
characterization of next 47
selected HLDs.

First version of EnzymeMiner
pipeline specialized for
haloalkane dehalogenase (HLD)
enzyme family.
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Next 47 putative HLDs for
experimental characterization
using high-throughput methods.

Support for homology modelling
and analysis of pockets and tunnels.
Validation using other enzyme families.

First 20 putative HLDs selected for
experimental characterization using
conventional methods.
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