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Ribosome occupancy at overlapping start-stop
and stop-start codons directed by elF2 homologs in yeast

The study is based on the data obtained in the Laboratory of protein synthesis regulation (MSU)

TMAG64 and TMA20/22, functional homologs of elF2
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We use ribosome profiling data from wild type (wt) and double mutant
(tmab64/tma20 knockout) yeast and look for ribosome occupancy
abnormalities at translation start and stop sites.

To detect the differences in wild type and mutant we select genes with
balanced ribosome occupancy around start/stop sites and aggregate the
ribosomal footprint density over all genes passing the filter in mutant.
Then we use this gene set to compute the aggregated profile for the wild
type data.

We found unusual ribosome occupancy specifically exhibited at start-stop
and stop-start overlapping codons (as initially detected in the in vitro
experiment).
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Ribosome occupancy around start-stop (-ATG-) and stop-start (-TGA-, -TAA-) codons
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