WYysokoprzepustowe metody
badania translatomu

mRNA sequencing ( Ribosome profiling
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Translatom 1 translatomika

Transkryptom: zbior transkryptow

Translatom: zbior wydarzen translacyjnych
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Leaky scanning
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Elongation

* Pausing

* Queuing  Phjagen.

* Abortive translation

* tRNA mischarging I@

* tRNA misincorporation LL

 Frameshifting (+1 and -1)



Termination

Stop Codon Readthrough
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Pausing on stop codon
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Recoding
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Read count
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Jeden transkrypt + frameshifting?
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