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For the expression of protein, genome information is transcribed to pre-mRNA

in the nucleus. Pre-mRNA undergoes processing to be maturated mRNA. Then mRNA is exported to the
cytoplasm for protein translation. In human, closely related RNA helicases, UAP56 and URH49, form
distinct TREX and AREX complexes, respectively. Either TREX or AREX promotes selective mRNA export
of a particular set of mRNAs. However, the underlying mechanism of mRNA recognitions in association
with the distinct complexes remains poorly understood. We have analyzed the structures of UAP56 and
URH49, as well as mutants in which regions important for complex formation were replaced, and found
that the structural difference between UAP56 and URH49 is important for the difference in complex
formation. In addition, we demonstrate that mRNA export regulated by UAP56 and URH49 were achieved
during splicing step.
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