This document shows you how to set up and use .zipped files to successfully run a test file. It will also show how to try your own .jpg files (though the coin measurement part will probably fail, but it will not throw an error and you should still get meaningful results for everything else)
1) Create a new default output folder and put the Model2019.xml and the coinseed2019.tiff file in it. Do not specify the same folder the input folder is in or it will overwrite it!
2) Download and install a stable version of Cellprofiler. This pipeline was used on PC V2.1.0 64bit.
3) Open the program. File> preferences > set the default output folder to the one which you just made above. All your results will appear here organized in subfolders named based on the input folder name.
4) Drag the file coinseed2019.tiff into the into the window then file>save project. This file will now always appear in the project- it must remain here.
[bookmark: _GoBack]5) Next drag the test .jpg file (W3283.jpg) in the folder Test_input. This is how you will generally add files to be analyzed. Press the Analyze Images button on the lower left of the window.


Note:
That in this pipeline input files must have .jpg (lowercase) to be analyzed. If you files do not have this, change the options in the ‘images’ metadata and “Names and Types” windows.
