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CD-HIT
Toolkit for clustering large protein databases at high sequence identity
thresholds. Redundant sequences over a given level are removed and a

database of only representatives is generated.
- "CD-HIT: a fast program for clustering and comparing large sets of protein or nucleotide

sequences", Weizhong Li & Adam Godzik Bioinformatics (2006 22:1658-9.

[ cd-hit-div } Test Database
| ' ' 504,876 proteins (435MB)

provided by National Center
for Biotechnology Information
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Protein Clusterin

Process where sequences from a protein database are organized into
groups which resembles protein families in order to capture protein
similarity. It can be applied to protein families analysis, protein function
prediction and annotation, homology modeling, etc...
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Merge sequential tasks to
@ reduce overhead.
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Provides an uniform interface (DRMAA)
to interact with different DRMS. Some
filename manipulation still needed.
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GridWay (http://www.

Metascheduler standing on top of Globus
Services. Divisions

Handles DAG based workflows.

Allows advanced flow structures (loops,
branches).

Implements the Distributed Resource
Management Application APl (DRMAA)
which is an OGF Standard.

Considers static and dynamic resource
information.

Offers automatic staging mechanisms.

Provides fault tolerance mechanisms
(network outage, remote and Ilocal
machine crash):

Tries task execution/file transfer on the
same resource.

Submits failed task to an alternate New Input Database (Prod.
resource. 4,186,284 proteins (1.7GB)
Failed tasks are moved transparently provided by Centro Nacional
to other resources. de Investigaciones Oncologicas

...and growing!




