For Windows OS
Part 1. Load Data

Stepl. Double click the batch script file “ArrayTrack_HCA.bat” to open HCA tool.

|4 Hierarchical Cluster Analysis =]

File Analysis

Ready

Step2. Click the “Open File” button (marked with a red circle) to open a file browser window.
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Step3. Find the sample data set (“Demo_HCA_PCA xlIsx” in this tutorial) by the file browser window,
load the data by selecting the “Open” button, and get the window as shown. In default, each row
represents a sample.
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Part 2. HCA Analysis Parameter Setting
Stepl. Click the “Hierarchical Cluster Analysis” button (marked with a red circle) to open the HCA
setup window.
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Step2. To setup the parameters: (a) Pick the Row Label (column C2 in the demo data) which will
not be used for HCA analysis; (b) Choose the expression values (columns C11-C22 in the demo
data) to do HCA; (c) Choose the “Linkage Type” (“Ward’s” as default; more details of Linkage
Type can be found in Wikipedia https://en.wikipedia.org/wiki/Hierarchical clustering) in HCA
analysis; (d) Click “OK” button to start the HCA analysis.
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Step3. After HCA analysis has finished, results will be shown (in default setting) as follows.
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Part 3. Result Presentation

Stepl. Right click the result figure to access the context menu. Use the context menu to change the
default settings of the figure, including scale up/down by axis, fit by height/width, custom scale, etc.
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Step2. The default setting of the visualization can be changed by using buttons on the tool bar,

including zoom in/out, scale up/down, change label font, etc.
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Step3. To change the default color (black) for each sample/feature group: (a) Click the branch of the
group to change in the dendrogram tree, the color will highlight blue when it is selected; (b) Right
click the selected branch and use the “Change Tree Color” in the popup menu to set the specific color
the selected group.
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Step4. After changing the colors for the sample/feature groups, the figure will appear as follows.
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Step5. To present a specific sample/feature group as a single dendrogram: (a) Click the branch of the
group in dendrogram tree to select the group; (b) Right click the selected branch and select “Branch
Dendrogram” in the context menu to display the specific group in a new figure.
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Step6. Right click the result figure and click the “Save As” menu to save the resultas a “.png / .jpg /.jpeg”
file. Right click the result figure and click the “Save As High Resolution Image (tiff)” menu to save the

result as a “.tiff” file.
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Part 4. Exit

Stepl. Click the “Close” button to close the HCA window to exit the tool.
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