Instructions for generating and viewing heatmaps

These are instructions to aid in utilizing the resource “Anatomical profiling of G protein-coupled receptor expression”. 

Note: before beginning download Cluster (our analysis was performed using Cluster v3.0 for mac OSX which can be downloaded here: http://bonsai.ims.u-tokyo.ac.jp/~mdehoon/software/cluster/software.htm) and Java TreeView (our analysis were viewed using Java TreeView v1.1.1 which can be downloaded here: http://jtreeview.sourceforge.net/)

1.  Download the tab-deliminated text files “Regard-Sato-Coughlin_Cell_Figure_3.txt” and “Regard-Sato-Coughlin_Cell_Figure_5.txt” from this website.

2. Open Cluster ( file ( open data ( choose “Regard-Sato-Coughlin_Cell_Figure_3.txt”

3. Perform Hierarchical clustering as desired. For our analysis we utilized the “Correlation (centered)” similarity metric and average linkage. We performed cluster and calculated weights for both genes and arrays using default settings for cutoff (0.1) and exponent (1). 

4. Cluster should produce 3 files: “Regard-Sato-Coughlin_Cell_Figure_3.cdt”, “Regard-Sato-Coughlin_Cell_Figure_3.gtr” and “Regard-Sato-Coughlin_Cell_Figure_3.atr”

5. Open Java TreeView ( file ( open ( “Regard-Sato-Coughlin_Cell_Figure_3.cdt”

for optimal contrast and viewing go to “settings” ( pixel settings ( change “contrast” value to 8 and switch from “redgreen” to “yellowblue”

Figure 5 is identical except for cluster analysis we utilized “complete linkage”. When viewing in TreeView set pixel contrast to 1.

Good luck!!

