
· 61784_screenshot_1
· 4.3.2. (coarse adjustment, open Sharpness window) 00:00 – 00:015
· 4.4.1 (fine adjustment, maximize Sharpness value, click Set Focus and Lock Focus, emphasize 0.5% signal value) 00:16 – 00:38
· 61784_screenshot_2
· 4.6.1. (click Record) 00:00 – 00:03
· 4.7.1 (enter file name, click OK) 01:44 – 02:06
· 61784_screenshot_3
· 5.1.2. (open file if interest, click Analyze) 00:00 – 00:14
· 5.2.1. (Load calibration, click Save Results As) 01:14 – 01:40
· 61784_screenshot_4
· 5.3.1. (import file, plot mass distribution) 00:00 – 00:35
· 5.4.1. (double click the histogram, disable the automatic binning, enter bin size, click apply and go) 00:36 – 00:55
· 5.5.1. (select the Bin Center and Counts, click the function, double click to indicate the peak position, click Open NLFit) 00:36 – 01:34
· 5.6.1. (enter peak position and check Fixed,  ) 01:35 – 02:16
· 5.7.1. (check Share for peak with,  click fit, record peak height values) 02:17 – 02:44
· 61784_screenshot_5
· 6.1.2. (shot of work sheet) 00:00 – 00:08 
· 6.2.1. (Enter the estimated dissociation constant values in nanomolar units into cells B1 and B2) 00:09 – 00:14
· 6.3.1 (Enter the total antibody and total antigen and the calculated fraction values for each species) 00:15 – 00:50
· 6.4.1. (Open the Data-Solver window and select cell B15 for the Set Objective box and cells B1 to B2 for the By Changing Variable Cells box) 00:16 – 01:24
· 6.5.1. (Select the Min radio button for the To: option and check the Make Unconstrained Variables Non-Negative checkbox) 01:24 – 01:32
· 6.6.1. (select GRG Nonlinear as the solving method and click Solve, the best fit dissociation constant values will be shown in cells B1 and B2) 01:24 – 01:49
