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“Nothing	in	the	genome	makes	
sense	except	in	the	light	of	
transcriptome! ”
– Tulli Lappalainen, NYGC

The number of protein-coding genes in vertebrates is
not radically different from the number in
invertebrates – from 20,000 human genes versus
19,000 genes in Caenorhabditis elegans. Thus, it is
reasonable to assume that the prevalence of
alternative splicing in vertebrates is important for
their higher complexity.
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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! ”



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.



METHOD | Coordination or Chaos at the Origin



a large number of genes undergo a 
vigorous preferential selection and 
coordination during transcription and 
mRNA processing.
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Examining complex networks
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Underestimation of alternative 
splicing, reflected by Gencode 
annotation
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Resolution of complex RNA 
splicing patterns and their 
functional consequence
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the value of resolving full-length mRNA in 
translational medicine: assessing the efficacy 
and the presence of adverse events.
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THANK YOU FOR YOUR ATTENTION!

I would welcome any
questions or suggestions
you might have!
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