A Novel Approach to Understanding the Structural Basis of

Ribosome Stalling by AMD1 and Cellular Arresting Peptides

Introduction __________ Methods

e Ribosome stalling is a process that regulates protein synthesis 1. Elucidate the structure of the stalled AMD1 C-tail peptide
based on various factors, but dysregulated stalling can
interrupt careful balances and influence cancer progression
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Fig 1. Translation and Stalling Overview. Image created by finalist using BioRender, 2025
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Fig 2. Methods Overview. Image created by finalist using BioRender, 2025

Optimizing Experimental Conditions Identified Influential Amino Acids

Structurally Identified Influential Amino Acids
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Fig 3. Optimized conditions show higher  Fig 4. Successful purification of stalled

yield by reducing ribosome crowding ribosomes expressing the AMD1 C-tail

and offering a strong band at the 38 kDa  with aligned bands and even distribution of _‘

band, indicating the tRNA-AMD1 purified ribosomes indicated by negative - e, 1 h

nascent chain complex. Image taken by  stain. Image taken by finalist, 2025. Fig 5. Nascent chaln for AMD1 C-tail interacting W|th ribosome exit tunnel interior
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