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The Avermectins belong to the 16-membered macrocyclic lactone family, which includes ivermectin, abamectin, moxidectin, milbemycin oxime, doramectin, selamectin,
and eprinomectin. The recent findings regarding the anticancer activity of avermectins have provided additional impetus to studies on their application for treatment.
These compounds are predicted to have anticancer effects on several cell lines. The objective of this study is to utilize in silico approaches to investigate the avermectin
family compound's therapeutic potential against the tubulin protein. Molecular docking analyses were performed using tubulin protein (PDB: 1TUB) on the CB-Dock 2
webserver and visualized using PyMol software. The attached ligands were removed using Notepad-++, and SWISSMODE was employed to build a template for
missing amino acid residues. Interestingly, the results revealed that all the avermectin family compounds displayed higher binding scores compared to the reference
anticancer drug, taxol. The compound ivermectin Bla, followed by doramectin, eprinomectin, and selamectin, exhibited the highest scores of -8.8, -8.7, -8.7, and -8.7
Kcal/mol, respectively. The present work provides scientific evidence that these avermectin compounds could be considered potential candidates for the development
of anticancer drugs targeting tubulin protein in the future.
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