
Biological interpretation of RNA-seq bioinformatics:  
a number of pitfalls…. 

RNA-seq  
=  

big datasets, numerous tools  with 
numerous parameters  

=  
many different interpretations from the 

same dataset 
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 Organelles contain small genomes 
encoding key proteins and RNA 

necessary for their biology 
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biological interpretation 

Splicing analysis in Ath organelles 

Plastids  
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19 introns 

23 introns 

Future Nature p 

TopHat2 or STAR? Genome annotation or not? 

TopHat2 
TopHat2 + 

annot 

C1 0 0 
C2 0 11 
C3 0 0 

C4 75 75 

C5 12 15 

C6 0 19 
C7 0 1 
C8 0 2 

C9 88 95 
C10 26 27 

C11 1 1 
C12 62 62 
C13 0 27 

C14 0 6 
C15 0 30 

C16 0 75 
C17 18 6 
C18 1 1 
C19 16 17 

Nature paper!!!!  
or biological non sense…. 
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Use your biological 
expertise  

or  
borrow it from 

someone else!!! 
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