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The Transcriptional Network is Complicated
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Nuclear Organization
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The Nuclear Pore Complex (NPC)
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Yeast Nuclear Organization
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Transcriptional Correlation in Genomic Binding

Nucleoporin Binding Profiles
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» Positive binding correlation with » Lowly expressed genes are
transcription activity bound as well

* Not all highly expressed genes
are bound




Clustering of Datasets
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GAL Locus Peripheral Localization

Glucose Galactose

21% at periphery 63% at periphery

The GAL locus relocates to the nuclear
periphery upon transcriptional
induction




In Vivo Dynamics of the GAL Locus
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Alpha Factor Induces Genome-Wide
Reorganization
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RNA levels of 49 genes are induced > 3-fold




FIG2 Peripheral Localization
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High-Resolution Mapping of NPC Components
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Genomic Association of the NPC in HeLa Cells
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NPC-Bound Regions of RNPC2

RNPC2:
- Member of the SR family of alternative splicing factors
- Transcriptionally active in HelLa cells




Conclusions

- Transcriptionally active genes associate with the NPC
- Genomic polarity

- 3'-binding bias

Hypothesis

The nuclear pore complex plays a role in efficient mMRNA
export and subsequent localization in the cytoplasm.
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