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2.2.1.	Method file column with acquisition method file being selected. 00:05-00:19
2.2.2.	Creating and naming the folder for data file storage. 00:21-00:43
2.2.3.	Routing samples by selecting the created folder in the Sample path column.  00:44-00:55
2.2.4.	Mouse clicking the Run worklist option in the upper toolbar. 01:02-01:09
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2.3.1.	Qualitative software being opened after worklist execution. 00:02-00:07
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2.3.2.	Menu selection showing File > Open worklist to load analyzed samples. 00:01-00:19 
Clarification: the protocol was developed using a specific computer; nevertheless, from this point on, a different computer had to be used, so only sample files were available, not the worklists. That is the reason to “Open” instead of “Open Work List”.
2.4.1.	Right-clicking on a sample and selecting Edit chromatogram, Type followed by Extracted ion chromatogram. 00:24-00:36
2.4.2.	Entering theoretical molecular mass of the protonated ion for each EA, clicking add and OK. 00:36-01:20
2.4.3.	Display of six extracted ion chromatograms for six EAs and their epimers. 01:34-01:46
2.5.1.	Cursor hovering over 2 chromatographic peaks appearing in each extracted ion chromatogram. 01:48-01:50
2.5.2.	Selecting the whole area of one peak, ion mobility spectrum displayed below. 01:50-01:54
2.6.1.	Right-clicking on the x-axis of the ion mobility spectrum to select Collision Cross Section. 02:01-02:59
Clarification: authors checked with this different computer that CCS values may not appear by only doing this; therefore, additional steps were specified in 02:59-03:40.
2.6.2.	Cursor hovering over the CCS value from the ion mobility spectrum. 03:40-03:45
2.7.1.	Selecting fragmentation pattern for the most intense product ion. 03:46-04:01
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2.7.2.	Cursor hovering over the retention time, CCS value, and exact mass of an EA. 00:03-00:19
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2.8.1.	Display of the software interface with the Method Management tab being clicked. 00:00-00:10
2.9.1.	Clicking on Analyte settings option. 00:11-00:14 
2.9.2.	Inputting retention time, CCS value, and protonated adduct mass for each EA. 00:15-00:42
2.9.3.	Adjusting tolerance settings, highlighting the default values. 01:30-01:57
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4.2.1.	Opening the software and navigating to the TASQ Quick tab. 00:14-00:22
4.2.2.	Clicking on Import batch at the bottom left of the screen. 00:23-00:50	
4.3.1.	Clicking on Process batch. 00:55-01:07
4.4.1.	Chromatogram displayed in Review screening showing automatically integrated peaks. 01:30-01:54
4.4.2.	Adjusting retention time tolerance, CCS values tolerance, and/or mass error if needed. 01:54-02:14
4.4.3.	Manually integrating a peak by selecting the correct area on the chromatogram. 02:26-02:45
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4.5.1.	Navigating to Batch management tab and then Batch concentration; entering concentration values for each level. 00:00-02:08 
Clarification: although is not specified in the text, it is important to mark which samples are for calibration purposes, as shown in 00:10-01:15
4.5.2.	Clicking Save concentrations. 02:08-02:14
4.6.1.	Clicking on Quantify batch and adjusting parameters. 02:25-03:06
4.7.1.	Clicking on the Quantitation tab. 03:06-03:12
4.7.2.	Right-clicking on the batch folder and selecting Generate report. 03:13-03:24
4.7.3.	Choosing Analyte quantitation and exporting the report. 03:24-03:41

