Screenshot Summary:
· 62261_screenshot_1:

· 2.1.2 (pwem-import movies being selected, then new window appearing) 00:00-00:06

· 62261_screenshot_2:

· 2.2.1 (Path being entered, parameters being set, execute being clicked) 00:00-00:37

· 62261_screenshot_3:

· 2.3.1 (Summary tab being opened, Analyze results being clicked, window opening) 00:00-00:14

· 62261_screenshot_4:

· 3.1.2 (Imported movies being set, Frames to ALIGN being set, then Execute being clicked) 00:00-00:23

· 62261_screenshot_5:

· 3.2.1 (Analyze results being clicked, then one micrograph being checked) 00:00-00:024

· 62261_screenshot_6:

· 3.3.1 (Shot of particles in micrograph) 00:00-00:18

NOTE: First, a zoom is applied to the micrograph, then a couple of particles are highlighted with the mouse.
· 62261_screenshot_7:

· 4.1.2 (Micrographs being selected) 00:00-00:11

· 62261_screenshot_8:

· 4.2.1 (Execute being clicked, window appearing, pixel size being set, micrograph appearing) 00:00-00:14

· 62261_screenshot_9:

· 4.3.1 (Region being selected and particles being picked) 00:00-02:13

NOTE: In our software, first, you need to select all the particles inside a region, then, when Activate training is pressed, the region is highlighted on the micrograph. So, this video includes the Activate training to highlight the picked area.
· 62261_screenshot_10:
· 4.4.1 (Activate Training being clicked/particles being picked, Particle being clicked/checked, then particle being removed) 00:00-00:33
NOTE: As the Activate training was clicked before, this video shows the particles being checked, some of them added and some of them removed. 
· 62261_screenshot_11:
· 4.5.1 (Micrograph being selected, particles being picked, individual particle(s) being included and/or removed) 00:00-00:27
· 62261_screenshot_12:
· 4.6.1 (Coordinates being clicked/saved, then particles being auto picked) 00:00-00:34
NOTE: The particles of one last micrograph are checked, including some and removing some and, after that, Coordinates is clicked so the picked particles are saved.
· 62261_screenshot_13:
· 4.7.1 (Xmipp3-auto picking being opened, previous manual picking being indicated, Micrographs to pick being set, then Execute being clicked/coordinates being generated) 00:00-00_16
· 62261_screenshot_14:
· 4.8.1 (Sphire-cryolo picking being opened, preprocessed micrographs being selected, Use general model, Confidence threshold, and Box size being set, then Execute being clicked and coordinates being generated) 00:00-00:20
NOTE: The latest version of Scipion has a change in the form for this protocol, instead of “Use general model” now it is used “Picking model” with a list of possible models in which the default one should be selected (general cryo (low-pass filtered)).
· 62261_screenshot_15: 
· 4.9.1 (Xmipp3-deep consensus picking being opened, Input coordinates being set, Select model type and Skip training being set, then Execute being clicked) 00:00-00:26
· 62261_screenshot_16:
· 4.10.1 (Analyze Results being clicked, eye icon being clicked, new window being opened) 00:00-00:17
· 62261_screenshot_17:
· 4.11.1 (xmipp-zScoreDeepLearning being clicked, then particle(s) being selected, then shot of new subset) 00:00-00:50
· 62261_screenshot_18:
· 5.1.2 (Input volume, Would you like to use, and Resolution range being set) 00:00-00:35
· 62261_screenshot_19:
· 5.2.1 (Analyze Results being clicked, then Show resolution and Show colored being selected, then resolution being shown) 00:00-00:31
· 62261_screenshot_20:
· 5.4.1 (Method being opened, then maps being selected) 00:00-00:22
· 62261_screenshot_21:
· 5.5.1 (Analyze Results being clicked, then last iteration of algorithm being checked) 00:00-00:17
NOTE: Clicking on Analyze Results, Chimera would be opened if it is installed, but if it is not, nothing is opened. To avoid this problem a double click on the output in the summary tab can be used to open the generated volumes. This is what we have used in our screenshot video.
