Supporting Information

Computational insights into novel inhibitor N-(3-(tert-
butylcarbamoyl)-4-methoxyphenyl)-indole and ingliforib specific

against GP isoenzyme dimers interaction mechanism

Figure S2. Predicted binding mode of molecular docking between compound 1 and PYGL.



Figure S5. Predicted binding mode of molecular docking between Ingliforib and PYGL.



Figure S6.

Figure S8. Atomic number of ingliforib.



