Annotation and Bioinformatics Infrastructure

Annotation Strategy and Results

BLAST Alignment with Ensemble cDNA Datasets

Frequency Distribution % Identity for >100bp Alignments

Contig200
Contig201 BLASTN ENSEMBL v40 Database
«Mouse - 25,797 genes ARat
* Rat - 21,158 genes v vg:
, £ 800] 91.0%
All CHO «Human - 24,444 genes & 700/ 0
“Unigenes” 1 Mouse
S, 600 AVQ:
BLAST hit Mouse Human Rat = 500/ 90-99%
No BLAST hit 11,158 8,704 8,356 6,417 ¢Ct> 400]
Annotated . £ 300
Segquences 69.1% 53.9% 51.8% >
a S 200 fa A @ o/ Rat
12,122 & 100 o & @ a/ vouse
(75.1%) ] 108 qg; Llddlidiiiilidl iy Y Imme
] 1,635 i 80 82 84 86 88 90 92 94 96 98 100
] 108 Identity (%) The mouse genome is currently
No Signifi t 661 127 -
Aignment t J.eel 127 the best model for annotation

4,014 - .
and comparative genomics

Lab Information Management and Data Archiving

Microarray Information Management Database|
Sequence and Microarray Information Management Experimental .
. Lab Par ters and Data Analysis:

- Two separate databases have been implemented for Experiments Data - Visualization

independent management of microarray and sequence — — [+ Pattem
Microarray Array Array Image Recognition
data Image [ s and Analysis = Data Mining

. Data
- Clone trackl_ng, chromatogrgms, sequences, CHO cDNA
and annotations are stored in the sequence Library

management database

Sequence Management / Annotation Database

- Scanned images, raw and processed

microarray data are hosted in a separate : S Gaie el
microarray database (compatible with both Sequencing [~ iREEEEETEES Ontology Automated
single channel and two channel data) anuotation

BLAST
comparison to
Sequences public Queries
...AGTCAAGG. .. latal






