63366_Screenshot_1
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2.2.1 (Install RiboCode and dependencies) 00:00-04:34
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3.1.1 (Open the ensemble website) 00:00-00:02
3.1.2 (Click Download option and then click FTP Download option) 00:03-00:08 
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3.6.2 (Get output is being clicked, and Get sequence option is being selected to retrieve rRNA sequence) 00:55-01:09

63366_Screenshot_5
3.7.1 (Download and rename the samples of the treatment group) 00:00-01:58
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6.1.2 (Prepare identify the P-site positions) 00:00-00:26
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6.2.1 (Samples files are being edited and merged) 00:02-01:42
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6.2.2 (Run the RiboCode) 00:00-10:54
