Screenshot summary
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· 4.1.1. (Connect to the sequencing data server | Download each FASTQ files) 00:00-02:22
· 4.1.1. (Initial quality evaluation of raw sequencing data | Set a working directory with downloaded FASTQ files | Open a terminal and run the program with the command line | Evaluate each .html report) 02:30-04:00
· 4.1.1. (Raw sequencing data pre-processing | Run the program with the command line | Remove remnant adapter sequences, low-quality bases, and short reads) 04:10-05:40

64404_screenshot_2.mp4
· 4.2.1. (Quality-checked sequencing data assembly | Open a terminal and run the program with the command line) 00:00-04:15
· 4.2.1. (Assembled genome submission to RAST server | Start a new submission and select the .fasta file | Enter the microorganism information | Customize the annotation pipeline | Analyze the annotation results) 04:21-06:40

64404_screenshot_3.mp4
· 4.3.1. (Assembled genome submission to the Center for Genome Epidemiology and ClermonTyping web platforms | Set up and upload the .fasta file to ResFinder for ARGs identification, and analyze the ResFinder results | Set up and upload the .fasta file to VirulenceFinder for VAGs identification, and analyze the VirulenceFinder results |  Set up and upload the .fasta file to PlasmidFinder for plasmid replicons identification, and analyze the PlasmidFinder results |  Set up and upload the .fasta file to MLST for sequence type (ST) identification, and analyze the MLST results |  Set up and upload the .fasta file to SeroTypeFinder for serotype prediction, and analyze the SeroTypeFinder results | Upload the .fasta file to ClermonTyping and analyze the results) 00:00-06:28
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· [bookmark: __DdeLink__7_2190602452]4.3.2. (Assembled genome submission to PHASTER | Select the .fasta file, tick the “multiple separate contigs” and “remember my searches” options, and click on the submit button | Analyze the PHASTER results) 00:00-01:15
