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““Nothing in the genome makes
sense except in the light of
transcriptome!”

— Tulli Lappalainen, NYGC .
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““Nothing in the genome makes
sense except in the light of

transcriptome!”
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“ To understand function,
we can no longer ignore the
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“ To understand function,
we can no longer ignore the

shortcomings of short-reads
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“ Full-length RNA sequences
act as a fundamental crossroad
between genetic makeup &

function! ”’
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given the space of possible transcript structures,
observation of limited number of transcript
variants suggests the presence of underlying
mechanisms that tightly control
transcriptional and post-transcriptional
regulation of genes.

Transcription Start Site «g=> Splicing 0= Polyadenylation Site




METHOD | Coordination or Chaos at the Origin
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a large number of genes undergo a
vigorous preferential selection and
coordination during transcription and
mRNA processing.
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MCF-7 Mass-Spec Peptide Hits
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GYHQYAYDGK m DGEDQTQDTELVETRPAGDGTFQK mmm
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MCF-7 full-length mRNA sequences
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MCF-7 full-length mRNA sequences

Basic Gene Annotation Set from GENCODE Version 19
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the value of resolving full-length mRNA in
translational medicine: assessing the efficacy

and the presence of adverse events.

Duchenne muscular dystrophy

Pre-mRNA Deletion of exons 45-50

) 3 m 44 SEp 51 _@52gp 53 3

¢ Splicing
mRNA  Reading frame of transcript disrupted

Brotei ¢ Translation
rotein

Dystrophin translation stops prematurely
1

Exon skipping to reframe transcripts

AON hides exon 51 from splicing machinery
Pre-mRNA

) 43 g 44 S 5l 52 53

¢ Exon 51 is skipped
mRNA  Reading frame of transcript restored

¢ Translation continues

Protein
Internally deleted, but partially functional dystrophin
EE B
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Comprehensive Gene Annotation Set from GENCODE Version 19

Repeating Elements by RepeatMasker

Simple

Low Complexity
Satellite

RNA

Other

Unknown

Duplications of >1000 Bases of Non-RepeatMasked Sequence

Simple Tandem Repeats by TRF
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you might have!
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