Screenshot Summary:
1. RAMPART SCREENSHOTS
· 65414_screenshot_1.mp4
· 3.6.1. (Enter the artic-rabv conda environment in the command line and navigate to Rampart output folder) 00:00 – 00:17
· 3.6.2. (Type the rampart command and navigate to paths required: first, the rampart specific scheme protocol and next, basecalled path; the MinKnow (Min-know) fastqpass output folder for the run) 00:18 – 00:45
· 65414_screenshot_2.mp4
· 3.7.1. (Open a browser window and navigate to localhost:3000 in the URL (U-R-L) box) 00:00 - 00:08
· 3.7.2. (Wait for sufficient data to be base-called before results appear on the screen) 00:08 - 00:22
2. MADDOG SCREENSHOTS
· 65414_screenshot_3.mp4
· 3.8.2. (Create a folder within the previously created local MADDOG repository) 00:00 - 00:16
· 3.9.1. (Add fasta file containing consensus sequences and corresponding metadata file to the folder) 00:17 - 00:23
· 3.9.2. (Open the metadata file to show the column headings) 00:23 - 00:41
· 65414_screenshot_4.mp4
· 3.10.1. (Pull the MADDOG repository from GitHub to ensure you are working with the most up to date version. In the command line interface, activate the conda environment with a conda activate MADDOG command) 00:00 - 00:19
· 3.11.1. (Navigate to the MADDOG repository folder) 00:20 - 00:36
· 3.12.1. (Type in the command line: sh assignment.sh. When prompted, enter Y to indicate you have pulled the repository and are working with the most up to date version of MADDOG) 00:37 - 00:42
· 3.13.1. (When prompted, enter the folder name containing the fasta file within the MADDOG repository) 00:43 - 00:52
· 65414_screenshot_5.mp4
· 3.14.1. (Check the output file in the folder. Multiple sequences assigned to same lineage should be seen) 00:00 - 00:43
· 3.15.1. (delete the assignment output file just created) 00:44 - 00:49
· 65414_screenshot_6.mp4
· 3.16.1. (In the terminal, inside the MADDOG repository folder, run the command sh designation.sh. When prompted, enter Y to indicate you have pulled the repository and are working with the most up to date version of MADDOG) 00:00 - 00:09
· 3.17.1. (When prompted, enter the folder name within the MADDOG repository folder containing the fasta file and metadata) 00:10 - 00:20
