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Figure S1. Predicted binding mode of molecular docking between compound 1 and PYGB. 

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



 
Figure S3. Predicted binding mode of molecular docking between compound 1 and PYGM. 

 
Figure S4. Predicted binding mode of molecular docking between Ingliforib and PYGB. 

 

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



 
Figure S6. Predicted binding mode of molecular docking between Ingliforib and PYGM. 

 
Figure S7. Atomic number of compound 1. 

 
Figure S8. Atomic number of ingliforib. 

 


