Nummerierung entsprechend des JOVE Protokolls!
5.2.1.Navigate to the local copy of the DARTS repository
(cd path/to/DARTS) that contains the main.py file.
Make sure that the conda environment is activated
(conda activate DARTS). 00:00-00:10
5.2.2Execute DARTS by typing python main.py in the
terminal window and pressing Enter. 00:11-00:20
5.2.3.In the graphical user interface (GUI), specify the
source and results directory as well as the image
format in the upper left section 00:21-00:38
5.2.4-5.2.5. Define the properties of measurement, such as the
scale (pixels per micrometer), frame rate, cell type,
etc. The processing pipeline can be assembled
based on the specific image data and research
question.
Save the settings on the computer before clicking on
Start. A more detailed description of the GUI can be
found in the DARTS documentation. 00:39-01:58

5.3. define bead contacts:
1. Use the slider to pinpoint the time of contact between
a bead and a cell of interest.
2. In the options menu on the right-hand side, select
bead contact: x, y, t.
3. Select the spot on the left side of the image where
the cell and bead make contact.
4. Select Choose cell by clicking a point inside.
Click on the cell stimulated by this bead, preferably
in the center.

5. Click on ADD bead contact.

6. Repeat steps 5.3.1- 5.3.5 for each additional bead
contact in this file. Once all bead contacts are
defined, click on the Continue button. 01:59-02:27

5.4.1 show results 02.28-02:41

5.4.2-5.4.3 To create dartboards, navigate to the folder /
src/analysis/ inside the DARTS folder (pattern:
cd path/to/DARTS/src/analysis) containing the
script DartboardPlotGUI.py. Then, type python
DartboardPlotGUI.py and press enter.
Navigate to Dartboard image, open it
02:42-04:01
