
CellProfiler protocol to count FITC-Zymosan phagocytosis was as follows: 
1. Split Color image to separate gray channels for nuclei and zymosan (ColorToGray) 
2. Identify all nuclei objects in grayscale images (IdentifyPrimaryObjects) 
3. Identify all zymosan objects in grayscale images (IdentifyPrimaryObjects) 
4. Relate zymosan objects to nuclei objects (RelateObjects) 
5. Export measurements to spreadsheet (ExportToSpreadsheet) 
6. Calculate nuclei with children zymosan count and mean zymosan particles per cell. 
 
CellProfiler protocol to count FITC-dextran endocytosis was as follows: 
1. Split Color image to separate gray channels for nuclei and dextran (ColorToGray) 
2. Identify all nuclei objects in grayscale image (IdentifyPrimaryObjects) 
3. Identify FITC-dextran regions in grayscale images around nuclei (IdentifySecondaryObjects) 
4. Measure fluorescence intensity of FITC-dextran per cell (SecondaryObjects) 
(MeasureObjectIntensity) 
5. Export measurements to spreadsheet (ExportToSpreadsheet) 
6. Calculate mean fluorescence intensity per cell and normalize to control group. 


