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script: 'make_output_from_input.py'
conda: 'environment.yaml'
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Spt6 project collaborators

Steve Doris TSS-seq and ChIP-nexus
Olga Viktorovskaya MNase-seq

Magdalena Murawska NET-seq
Dan Spatt Northern, Western, and ChIP experiments
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TFIIB ChIP-nexus measures transcription initiation
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TFIIB binding changes dramatically in spt6-1004



Transcriptomic changes are mostly explained by changes in initiation
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Intragenic promoters have features of genic promoters
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Intragenic promoters have features of genic promoters
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mRNA 3′-end processing factors



Spt5 project collaborators

Ameet Shetty NET-seq,
ChIP-seq,
RNA-seq,
TSS-seq,
MNase-seq,
etc.
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Elongation defects upon Spt5 depletion
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Trapped Pol II is enriched for CTD serine 5 phosphorylation
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Evidence for premature termination upon Spt5 depletion
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Intragenic transcription in wild-type cells
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project collaborators

Steve Doris TSS-seq and ChIP-nexus
Dan Spatt polyribosome fractionation,

competitive growth assays,
and Northern blots

James Warner Northern blots
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How likely are intragenic transcripts to be translated?

0. Isolate RNA associated with polysomes
1. Build TSS-seq libraries
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DSK2

MNase dyads, TFIIB protection, and sense TSSs
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intragenic DSK2 expression requires PACE elements
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One possible mechanism for intragenic DSK2 function
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