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mRNA export and its coupling in gene expression
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Abstract: In eukaryotes, the expression of protein—coding genes is a complex stepwise process, which begins
with transcription and processing of nascent transcripts in the nucleus. Upon maturation, the mature mRNAs
are then released from the processing site and exported into the cytoplasm for translation into proteins. mRNA
export isacritical step in gene expression, which involves a specific cellularmachinery that is highly conserved

from yeast to humans. mRNA export is coupled to transcription and mRNA processing steps, and this extensive

coupling may enhance the efficiency and fidelity of gene expression.
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