Sample Screenshot Summary:	

● 66530_screenshot_1.mp4
· 2.2.1 (The temperature control monitor using the 'edte' command is being opened and the temperature is being set) 00:00-00:18
· 2.3.1 2 (The sx command is being executed, followed by the n command) 00:18-00:31

● 66530_screenshot_2.mp4
· 2.4.1 (Lock is being typed. The appropriate solvent is being selected from the menu) 00:00-00:28
· 2.4.2 (The automatic module 'atma'/ the manual module 'atmm' is being started) 00:28-00:47
· 2.5.1 (The 'topshim' command is being used to start the automatic shimming process) 00:47-01:10
· 2.5.2 (The 'pulsecal' command is being executed into the NMR system) 01:10-01:23

● 66530_screenshot_3.mp4
· 2.6.1 (A new dataset is being created, and the STD NMR pulse sequence is being uploaded) 00:00-00:05
· 2.6.2 (The off- and on-resonance frequencies are being defined for the STD NMR experiment under the FQ2list entry in the acqupars window) 00:05-00:08
· 2.7.1 (An on-resonance frequency is being chosen in a spectral region devoid of glycan signals) 00:11-00:15		 (*)
· 2.7.2 (The off-resonance frequencies is being selected in a region without any ligand or protein proton signals) 00:08-00:11 		(*)
· 2.7.3 (The shaped pulse is being defined in the AcquPars parameters of the 'ased' window) 00:15-00:27
· 2.8.1 (The 1H 90° pulse length is being set) 00:27-00:34
· 2.8.2 (The total saturation time is being set to 2s. The relaxation delay is being set to 3) 00:34-00:40
· 2.8.3 (The number of scans is set to a multiple of 8 and dummy scans set to 8) 00:40-00:49
· 2.8.4 (The number of points in F2 is being set to 16k, 32k, or 64k and F1 is being set to 2) 00:49-00:56
· 2.9.1 (The receiver gain is being adjusted using rga command) 00:56-01:06
· 2.9.2 (The total experiment time is being calculated using the 'expt' command) 01:06-01:09
· 2.9.3 (The 'zg' command is being executed to start data acquisition) 01:09-01:12
(*) exchange the order?

● 66530_screenshot_4.mp4
· 2.10.1 (The Fourier transform of the first fid is being performed) 00:00-00:03
· 2.10.2 (The destination of the processed spectra is being selected) 00:03-00:06
· 2.11.1 (The line broadening factor is being adjusted) 00:06-00:10
· 2.11.2 (The Process tab is being clicked, and the adjust phase submenu is being selected) 00:10-00:14
· 2.11.3 (The zero and first-order corrections are being performed and the phasing results are being saved) 00:14-00:43
· 2.12.1 (The second spectrum is being saved with a different code) 00:44-01:02
· 2.12.2 (The two processed spectra with the multiple function are being loaded and subtracted using the subtraction button) 01:02-01:43
· 2.13.1 (The off-resonance spectrum is being opened. The .md command is being executed) 01:43-01:49
· 2.13.2 (The STD spectrum is being uploaded) 01:49-01:57
· 2.14.1 (The frequencies and intensities of the signals in the STD NMR spectrum are being compared) 01:57-2:34

● 66530_screenshot_5.mp4
· 2.15.1 (The signal intensities are being measured in the off-resonance experiment) 00:00-00:04
· 2.15.2 (The process is being selected, followed by Integrate. The regions of interest are being defined, and the integrals are being recorded in a file) 00:04 01:17
· 2.16.1 (The intensities in the STD NMR experiment are being measured using identical parameters. The integrals are being documented in a file) 01:17 01:46
· 2.17.1 (The intensities in the Off-resonance and STD spectra are being compared) 01:46-02:39
· 2.18.1 (A 100% value is being assigned to the proton exhibiting the maximum STD intensity ) 02:39-02:45



● 66530_screenshot_6.mp4
· 3.2.1 ( A new dataset is being created and the 'hsqcetfpf3gp' pulse program is being selected) 00:00-00:06
· 3.2.2 ( The required experimental parameters are being defined) 00:06-00:36
· 3.3.1 (The experiment is being sent for acquisition) 00:36-00:50

● 66530_screenshot_7.mp4
· 3.3.2 (The FID is being processed using the command xfb)  00:00-00:12
● 66530_screenshot_8.mp4 
NO
· 3.4.2 (The spectra are being recordedcompared)  NO 00:00-00:31
● 66530_screenshot_9.mp4
· 3.5.1 (A list of 1H and 15N frequencies for all cross-peaks are being generated) 00:00-00:21

● 66530_screenshot_10.mp4
· 3.6.1 The maximum chemical shift perturbations are being determined. 00:00-00:22
· 3.6.2 The maxCSP is being plotted against amino acid residues on a 2D graph. (included in screenshot 3.6.1)
· 
● 66530_screenshot_11.mp4

· 3.5.1 (A list of 1H and 15N frequencies for all cross-peaks are being generated) 00:00-01:51
· 3.7.1 (The PDB file is being opened in specialized software) 01:51-02:02 00:00-00:23
· 3.7.2 (The residues with significant maxCSP are being colored to indicate the binding site) (included in 3.7.1)



