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* Knowledge about bioinformatics analysis tends to be conveyed by bioinformatics analysis protocol (Figure 2)

* |Integrates the use of many different information resources
« Supports the work of scientists unfamiliar with the protocol
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-since multiple analyses are done at once, the analysis cannot be refined to optimize each one

bioinformatics information system (atypical of most current systems)

. .. i i This work is supported by a McGill University New Faculty Start-up
Figure 1. Bioinformatics Analysis Protocol Grant




