· 66552_screenshot_1.mp4

· 2.1.2 (Data paths and sample names being configured) 00:00 - 00:10
· 2.1.3 (The downloaded samples being imported and assigned gender-specific names using the function names) 00:10 - 00:17

· 2.2.1 (using list and Read10X functions and parameters being specified as min.cells = 3 and min.features = 200) 00:18 - 00:35

· 2.3.1 (RenameCells function) 00:36 - 00:43

· 2.4.1 (PercentageFeatureSet function) 00:43 - 01:03
· 2.4.2 (stored in the cell metadata using the [[ ]] operator) 01:03 - 01:21

· 2.5.1 (The subset function being accessed for cell filtration and parameters being set for RNA, mitochondria, ribosomes and erythrocytes) 01:21 - 02:07

· 2.6.1 (NormalizeData function) 02:07 - 02:10
· 2.6.2 (FindVariableFeatures function) 02:10 - 02:15
· 2.6.2 (RunPCA function, with settings to retain 50 principal components) 02:15 - 00:17

· 2.7.1 (ElbowPlot function) 02:17 - 02:20
· 2.7.2 (ScaleData function) 02:20 - 02:24

· 2.8.1 (FindNeighbors function, RunUMAP algorithm) 02:24 - 03:19

· 2.9.1 (DimPlot function) 03:19 - 03:53

· 2.10.1 (SCTransform function) 03:53 - 04:20
· 2.10.2 (Harmony algorithm) 04:20 - 04:30
· 2.10.3 (harmony iterations being set to 20) 04:30 - 04:41

· 2.11.1 (FindClusters function) 04:41 - 05:00
· 2.11.2 (RunUMAP function) 05:00 - 05:19

· 2.12.1 (Cellular cluster heterogeneity) 05:19 - 05:42
· 2.12.2 (UMAP visualization using ggplot2 package) 05:42 - 05:58

· 2.13.1 (Proportions being calculated) 05:58 - 06:18
