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Today state of the art of  
DNA sequencing 



GENOMIC PLATFORM 
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Ricerca di	base	

e	clinica

-- UniTo --
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esterni
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Bioinformatics 
new NGS protocols 

RNA-sec, Exome-seq, ChIP-seq 



ChIP-seq: to map on the genome DNA binding proteins, 

epigenetic modifications 
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c-Myc 

Oct4 

Nanog 

H3K4me3 

H3K36me3 

H3K27me3 
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RNA-seq 



 
Single cell RNA-seq 
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New algorithms and NGS protocols 

• MREdictor tool An highly accurate method for the identification of  
  bona-fide microRNAs targets within mammalian genes.  
  Incarnato et al. Nucleic Acids Res. 2013 http://mredictor.hugef-research.org 

 
 
 
 
• Single-Base Resolution Analysis of 5-Formyl and 5-Carboxyl Cytosine  
  Reveals Promoter DNA Methylation Dynamics.  
  Neri,  et al.  Cell Reports. 2015. Neri et al. Nature Protocol 2016 
 
 
 
•  High-throughput single-base resolution mapping of RNA 2'-O-methylated  
   residues. Incarnato et al. Nucleic Acids Res. 2016.   

 
•  The RNA epistructurome: uncovering RNA function by studying  
   structure and post-transcriptional modifications. Incarnato & Oliviero, TIBS Submitted. 
 
•   RNA structure framework: automated transcriptome-wide reconstruction of RNA  
    secondary structures from high-throughput structure probing data.  
    Incarnato et al. Bioinformatics 2016 
 
• Genome-wide profiling of mouse RNA secondary structures reveals key features  
  of the mammalian transcriptome. Incarnato et al. Genome Biol. 2014 

 

http://mredictor.hugef-research.org/
http://mredictor.hugef-research.org/
http://mredictor.hugef-research.org/
http://mredictor.hugef-research.org/
http://mredictor.hugef-research.org/
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Tumor whole exomes  
and targeted gene panels  

In collaboration with Anatomia Patologica Molinette 
In collaboration with Proff.  Silvia Deaglio (HuGeF) 
and Franca Fagioli (Regina Margherita)   
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Soon … 


