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In silico study the natural APC3 inhibitor
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Abstract: The anaphase promoting complex/Cyclosome (APC/C) is the largest Cullin-RING E3 ligase.
The function of APC/C was originally identified for controlling mitosis by ubiquitinating specific cell
cycle regulatory proteins, such as cyclinB and Securin, Therefore, it triggers chromosome
segregation[1] .Cdc20 and Cdh1 are activators of APC/C. studies are demonstrated that TAME have
ability of mimiking IR tail of co-activators which is necessary for interaction with APC/C and it fills
the IR tail binding domain of APC3B [2]. here docking approach applied by using the Smina which is
a fork of AutoDock Vina to characterize the TAME binding pocket on APC3. The molecular docking
result visualized in 2D and 3D representation via ligplot and pymol, respectively. The results of smina
shown that TAME binds to TPR8 region of APC3B.
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