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Mouse T-cell acute lymphoblastic leukaemia (T-ALL) model
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Two models of translational control

1) Alleviate inhibition through the action of proteins (or RNAS)
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Human genes have up to 80 annotated 1soforms
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Human genes have up to 80 annotated 1soforms

Can we measure genome-wide isoform specific translation”



Transcript Isoforms in Polysomes sequencing (TrIP-seq)
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Diverse transcript-1soform specitic polysome occupancy
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Dependence of transcript features on translatability
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Dependence of transcript features on translatability
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Translated RN A clusters by cell type
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3" UTRs have cell type dependent effects on translation
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3" UTRs have cell type dependent effects on translation
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Insights from ENCODE RNA binding protein data
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Insights from ENCODE RNA binding protein data
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