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Fig. S1. Design of our previous semi-open GEA (a) and limited imaging area of 8 lanes (b). The scaffold

and electrophoresis chamber of semi-open GEA were placed in front of the glass plates!. Therefore, the

irradiation was partially blocked.
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Fig. S2. The interface of the analysis software, the image is Gaussian fitting-based analyzer.
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Fig. S3. Quantification of BSA in protein mixture using CBB staining. (a) Gel image of quantification.
(b) Calibration curve of standard solutions in lane 2-7. A non-linear relationship was obtained.



14.4kD

Linear range: 0.5 - 100 pg
Fit equation: y = 0.24293 x + 9.09918
R=0.9777

LOD=0.15 pg
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Fig. S4. Imaging of RNase A in gel electrophoresis via PAGE-IFI (a). Calibration curve of standard solution of

RNase in lanes 2-9 (b).
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We have improved the electrophoresis tank, enabling the use of 10 lanes for protein quantification. Our online IFI
analysis software can automatically process data based on gel images. This includes automatically performing Gaussian
fitting on peaks.



