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How to work with “scripts” 
 If you are familiar with Python , please directly move to section 5 

1. Install Miniconda (Python3.7, usually 64-bit) 
If you haven’t done so, please install Miniconda first. 
https://docs.conda.io/en/latest/miniconda.html 

 

Install for all users: 

 

https://docs.conda.io/en/latest/miniconda.html
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Leave second option selected: 

 

 

2. Getting “scripts” from Github 
Go to the following website and download the newest version: 
https://github.com/khemmen/scripts 
You will need to create an account at Github to be able to download the files. 
As this is a private repository, please send me your account name and I will send you an invite! 

https://github.com/khemmen/scripts
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Best is to place the folder on “C:\Users\username” 

3. Generating the “scripts” environment 
https://docs.conda.io/projects/conda/en/latest/user-guide/tasks/manage-environments.html 
Option: “Creating an environment from an environment.yml file” 
In case you closed the command window, open it again by typing into your windows search bar 
“miniconda”. 
Navigate to your folder by typing into the console: 

cd C:\Users\username\scripts 

Generate the new environment named „scripts”: 

conda env create -f environment.yml 

 

 

It will download quite some packages and dependencies. 
When it is done, it will show the following: 

 

https://docs.conda.io/projects/conda/en/latest/user-guide/tasks/manage-environments.html
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4. Starting “scripts” environment 
Activate the environment by typing: 

conda activate scripts 

 
When you want to use “scripts” next time, you can directly start from section 4 using the 
environment activation. 
Please make sure you navigate to the scripts-folder before trying to run any command. 
(base) C:\Users\User > conda activate scripts 
(scripts) C:\Users\User > cd C:\Users\username\scripts 
(scripts) C:\Users\username\scripts >  

 

5. Running your first command 
e.g. correlate a single data file, which had been obtained by a PIE measurement: 
 2 channels from two colours each (“donor”, green, and “acceptor”, red), the two channels of a 
colour are arranged in two different polarizations “s” and “p”, horizontally and vertically to the 
excitation laser beam. 
The example data is called: DNA10bpPIE.ptu 
Start the correlation by typing “python PIEcorelation.py” 
 
(scripts) C:\Users\user\scripts > python PIEcorrelation.py 

 

 

 

You might want to check the script in Notepad++ (or any editor) to check it and to modify your 

filename (line 12): 
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After the correlation is done, a new window containing the data plot is opened: 

 

CLOSE this window to be able to proceed! 

Additionally, the data is saved to your input folder: 

 

To process a different data set change the filename in line 12 of the scripts. 

As it is unpractical to copy all your data to your “C:\Users\User\scripts” folder, you can replace the 

filename by a data path: 
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6. Batch correlation of whole folders 
If you have many data files, which you all would to process the same way, you can use the scripts in 
the “batch” folder. These are made for batch processing. 
Navigate to the “batch folder” in the console: 
 
(scripts) C:\Users\user\scripts > cd C:\Users\user\scripts\batch 
(scripts) C:\Users\user\scripts\batch 

 
This scripts consist of two parts:  

- your python script, which does the job and 
- your “settings” file, which is a so-called YAML-file. This can also be edited in Notepad. 

 
For correlating a folder of PIE data sets open the “PIEcorrelation_settings.yaml” file in Notepad and 
adjust your settings as required: 
i.e.  
- make sure the channel definitions are correct 
- adjust the naming suffix for autosaving 
Don’t forget to press save after made your changes! 

 

Now switch back to the console and type: 

(scripts) C:\Users\user\scripts\batch > python batch_correlation.py --settings 
PIEcorrelation_settings.yaml --path “\\HC1008\Data\FCS\2020” 

 

 

This scripts needs two input parameter: 

--settings: your modified settings file 

--path: the path to your data, please enclose the path in “ “ 
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CAUTION!!!  

- No dots (.sptw!),  

- no special characters (µm!),  

- to change drive add path in “E:\path-to-data” 

Here, all folders within your specified path will be search recursive for the key phrase “.ptu” and all 

ptu-files will be correlated (ch0 and ch2), the auto- and crosscorrelation and a figure for visual 

inspection is saved: 

 

In case you want to correlate e.g. only your cell data, you can change the search phrase to ‘cell*.ptu’, 

if you data is saved as cell1.ptu, cell2.ptu etc. Calibration measurements named e.g. A488.ptu will 

not be correlated. 


