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Custom Data Filtering

*Basic Analysis: -Custom Data Filtering:
—Background subtracted data —No background subtraction
Gene List Comparison 1. Filter data by: 1. Quantile normalize entire
Signal-to-noise threshold dataset
*Above local background 2. Log2 transform
Enrichment Analysis *good morphology spots* 3. Quality control
2. Normailize filtered data 4. Perform hypothesis testing &
3. Log2 transform calculate fold changes
PpebsediGEne selindlyss 4. Quality control 5. Filter data by:
5. Perform hypothesis testing & -Signal-to-noise threshold
. , , calculate fold changes *good morphology spots
Hierarchical Clustering
(rhroggogomalfrofifpg Customer receives filtered list Customer Receives:
containing fold changes and P-values 1. Fold changes / P-values for all
of pass-filter probes probes

OneArray Studio Scripting ore . . . o
2. Additional filtered list containing

only the pass-filter probes

Advanced Consulting

() Power of OneAmray™ *Spot morphology is determined by flagging procedure performed by GenePix software;
. “"good” flags are assigned a value of 0.



