ScreenShot Summary

66030_2.2.1-2.3.3_t1.mp4
NOTE：We utilized the Slurm cluster supercomputing platform for demonstration, where the commands differ slightly from those on a typical Linux GPU server. We will remind the audience of these differences during the process. On this platform, we first need to execute the 'module load anaconda' command. If the audience is using a regular server, they won't need to load it again once Anaconda is installed.00:00-00:49

2.2.1 SCREEN: Prompt showing the confirmation step with the entry of y is being shown and y is being entered.01:06-01:39

NOTE：Here, we utilized the Slurm cluster supercomputing platform, where the commands differ slightly from those on a typical Linux GPU server. For instance:
activating an environment with 'conda activate' needs to be changed to 'source activate' 01:44-01:56 

2.2.2 SCREEN: The Command for activating the VE is being executed. 01:56-02:10

2.3.1 SCREEN: The command prompt for installing PyTorch 1.13.1 is being executed. 02:10-05:10

2.3.2 SCREEN: The installation command for torch-geometric's additional packages installation is being executed. 05:10-07:17

2.3.3 SCREEN: The command prompt for torch-geometric package version 2.2.0 is being run. TXT: Install pandas and xgboost packages, if not preinstalled 07:17:09:20

66030_2.4.1_t2.mp4
2.4.1 SCREEN: The code and the pre-trained HealthModel is being downloaded from Health Informatics Lab website, and the file is being decompressed. TXT: http://www.healthinformaticslab.org/supp/resources.php


66030_2.5.1-2.6.2_t3.mp4
NOTE：Here, we utilized the Slurm cluster supercomputing platform, where the commands differ slightly from those on a typical Linux GPU server. For instance, before running, it's necessary to write a .sh script to load the required modules, as displayed on my screen right now. Generally, such scripts are provided by the customer service personnel of the Slurm cluster supercomputing platform. What we need to replace is just the last line with the code we intend to run. 00:00-01:10
2.5.1 SCREEN: The command prompt for changing working directory is being run.01:35-01:49
2.6.1 SCREEN: The command prompt to generate mqTrans features and obtain the outputs is being executed. 01:10-01:35, 01:49-02:29
2.6.2 SCREEN: The mqTrans features are being generated. The label file is being saved. The original expression values of the mRNA genes are being extracted 02:29-03:10
66030_2.7.1-2.8.1_t4.mp4
NOTE：Here, we utilized the Slurm cluster supercomputing platform, where the commands differ slightly from those on a typical Linux GPU server. For instance, before running, it's necessary to write a .sh script to load the required modules, as displayed on my screen right now. Generally, such scripts are provided by the customer service personnel of the Slurm cluster supercomputing platform. What we need to replace is just the last line with the code we intend to run. 00:00-00:21

2.7.1 SCREEN: The feature selection algorithm is being used.  Combine=false is being set. 00:21-01:23,02:36-03:27
2.8.1 SCREEN: 800 original features are being selected, and the dataset is being split into train and test. 01:23-02:36
66030_2.8.2_t5.mp4
2.8.2 SCREEN: Combine = True is being set. 00:00-02:53
