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HOW TO RUN A SIMPLIVARIATE ANALYSIS 

 

The zip folder contains 5 Matlab.m files 

1. simply.m: it is the main routine and conatains alle the functions needed to 

run the simplivariate method 

2. CalcW.m: it is an accessory function needed to generate the reference 

distribution W needed as input to simply. W must be generated before 

running the simply routine. As long as the size of the data set to be analyzed 

do not change, it is advisable to generate W and save it for further use. 

CalcW takes as input the size of the data set to be analyzed (number of 

objects x number of variables). Generating W is extremely time consuming 

due to the large number of iteration needed. The actual number of iteration is 

set to 1000 but a larger number is recommended, especially in case of very 

large datasets. For very large data sets parallelization of the code may be a 

good idea to reduce the running time. 

3. RunSimply.m: a simple script to run the analysis on the accompanying data 

set and to save the results in an excel file 

4. Decomp2Excel.m: a routine to save the results in an excel file.  You need to 

edit it if you look for more than 26  components. 

5. showDecomp.m: a routine to produce a figure of the components 

To run the example  unzip the file.zip and all is content in a directory of your choice, 

make it your Matlab working directory and type RunSimply on the Matlab prompt. 

When RunSimply is run on the DemoColi data set, it should produce and excel 

file named results.xls containing the same output stored in the file DemoResults.xls. 

When showDecomp.m is run it should produce a figure like FigResults.pdf. 
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