Performing a clustering analysis

Load data via the file open menu (Standalone version) or
run ArrayMiner from GeneSpring via the External

Programs Interface.
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Choose the clustering type you want

New Project

[ Classic Clustering [ Gaussian Clustering |

— Gaussian Clustering

| Identifies clusters of genes with similar expression profiles |
| by fit of Gaussians to your data. |

| Main benefits

Capable to detect clusters of different variances. Identifies |
rs in . i.c. genes that do not belong to any |
r. Supplies highly consistent solutions whatever the |
requested number of clusters |
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Edit the clustering parameters

ArrayMiner Run

m Double click an ane e to change s value.

ArrayMiner Parameters

tems Currentvalue New value
Number of Clusters & &

Log-transform data values Yes Yes

Distance messure Pesron Casticient Pestson Coeficint

Max number of profles 200000 200000

o) @ keset (@ Cancel ) @ Abort

Wait for the end of loading, check the data in the graphic
window, and hit the optimize button to begin clustering.
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Stop the algorithm when an “Optimization
Finished” box appears, or at any later time
when the displayed solution appears
satisfactory

Save your solution (Standalone version). If
running under GeneSpring, refer to the
manual or the “Running ArrayMiner from
GeneSpring” sheet.
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Examine the solution with help of the

graphic  windows.  Resume
optimization from step D
appropriate.
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