



[bookmark: _GoBack]We, for the first attempt, demonstrated the interaction of metformin and Human OCT1-3 at the atomic level. As stated in the pipeline of our study, the prediction of hOCT1-3 model proteins by three bioinformatics tools, prediction of their active sites, docking with analogs of metformin are computational approaches to increase the reliability of the study. This in silico analysis will confirm the in vitro and in vivo studies that explain the role of transmembrane proteins in the uptake of metformin into the cell. Our findings will broaden our horizon of knowledge in understanding the pharmacodynamics of metformin.

