Screenshot summary for filming of a robust method for the large-scale production of spheroids for High-Content Screening and Analysis applications (#63436)

· 63436_screenshot_1
· 6.1.1 (Open Harmony, select the well and z-planes that should be analysed, choose 3D analysis in stack processing, remove the tick for brightfield correction, click the plus button (+) | filter image, input parameters to filter the phalloidin channel and click the apply button, click the plus button (+) | filter image, input parameters to filter the Hoechst 33342 channel and click the apply button, click the plus button (+) | find image region, input the parameters to segment the spheroid and click the apply button) 00:00:00 – 00:02:47
· 6.1.2 (Click the plus button (+) | find nuclei, input the parameters to segment the nuclei and then click the apply button) 00:02:48 – 00:05:31
· 6.1.3 (Click the plus button (+) | find cytoplasm, input parameters to segment the cytoplasm and then click the apply button) 00:05:32 – 00:06:17

· 63436_screenshot_2
· 6.2.1 (Click the plus button (+) | calculate morphology properties, select the morphology properties that are needed for the selection of the population in the next step and then click the apply button) 00:00:00 – 00:00:22
· 6.2.2 (Click the plus button (+) | select population, input the parameters to select for the wanted population and then click the apply button) 00:00:23 – 00:01:10
· 6.2.1 (Click the plus button (+) | calculate properties, input the parameters to calculate the nuclei per spheroid and then click the apply button) 00:01:11 – 00:01:43

· 63436_screenshot_3
· 6.3.1 (Open Harmony, select the well, well position and z-planes that should be analysed, remove the tick for brightfield correction, choose 3D analysis in stack processing, click the plus button (+) | filter image, input parameters to filter the phalloidin channel and click the apply button, click the plus button (+) | find image region, input the parameters to segment the spheroid and click the apply button) 00:00:00 – 00:02:40
· 6.3.2 (Click the plus button (+) | find nuclei, input the parameters to segment the nuclei and then click the apply button) 00:02:41 – 00:03:51
· 6.3.3 (Click the plus button (+) | find cytoplasm, input parameters to segment the cytoplasm and then click the apply button) 00:03:52 – 00:05:12

· 63436_screenshoot_4
· 6.4.1 (Click the plus button (+) | filter image, input parameters to filter the LAMP1 channel and click the apply button, click the plus button (+) | find image region, input the parameters to segment the lysosomes and click the apply button) 00:00:00 – 00:02:47
· 6.4.2 (click the plus button (+) | calculate morphology properties, choose the parameters to calculate the morphological properties of the cell and click the apply button, click the plus button (+) | calculate properties, choose parameters to calculate the number of lysosomes per cell and click the apply button) 00:02:48 – 00:04:00

· 63436_screenshot_5
· 5.1.1 (Click the eject button, place the plate on the plate holder, Click the load button) 00:00:00 – 00:00:23

· 63436_screenshot_6
· 5.1.2 (Select the appropriate plate type | objective | optical mode and binning, select the wells and well position that should be imaged in the define layout tab on the right, click on the channel button | click on the plus button (+) | choose appropriate channels that you want to use, choose the appropriate laser settings, click on the channel sequence button | separate the channels by selecting the channels in the dropdown menu, click the layout selection tab | input the parameters for the z-stack acquisition) 00:00:00 – 00:01:16

· 63436_screenshot_7
· 5.1.3 (Input a plate name, press the start button) 00:00:00 – 00:00:16
