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Annotation and Bioinformatics Infrastructure
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Sequence and Microarray Information Management
- Two separate databases have been implemented  for 

independent management of microarray and sequence 
data

- Clone tracking, chromatograms, sequences, 
and annotations are stored in the sequence 
management database

- Scanned images, raw and processed 
microarray data are hosted in a separate 
microarray database (compatible with both 
single channel and two channel data)

Annotation Strategy and Results

Lab Information Management and Data Archiving 

Contig200
ENSEMBL v40 Database
• Mouse     - 25,797 genes 
• Rat           - 21,158 genes  
• Human    - 24,444 genes 
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The mouse genome is currently
the best model for annotation
and comparative genomics
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