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Abstract:  

Tumor Mutational Burden (TMB) refers to the density of the number of somatic mutations per megabase and 

is an increasingly important marker that predicts response to immune therapy for cancer patients.  Unlike in 

the research setting where fresh frozen materials are commonly used, in the clinical realm most samples are 

Formalin Fixed Paraffin Embedded (FFPE) tissues. However, Next Generation Sequencing of FFPE samples 

contain deamination-caused artefactual C to T transitions affecting the accuracy of TMB. 

 

In this talk I will discuss our methodological efforts to calculate TMB using RNA-seq from archival FFPE mate-

rials, and will describe the use of mutational signatures to subtract artefactual single nucleotide variants gen-

erated by the archival protocol. Finally I will describe how we used this method in a cohort of endometrial and 

colorectal cancer and some our novel findings in this area.   

 

Bio: 

Jaime Davila obtained his Ph.D in CSE from UConn in 2007, doing research in parallel algorithms and bioinfor-

matics under the direction of Professor Sanguthevar Rajasekaran. He then did his postdoc in the University at 

Nebraska Lincoln, creating methods for the analysis of Next Generation Sequencing (NGS) in Plant Genomics. 

He has worked for the last 8 years as a bioinformatician at the division of Biomedical Statistics and Informatics 

at Mayo Clinic where he holds the academic rank of Assistant Professor in Biomedical Informatics since 

2016. His research interests are in the creation and application of bioinformatics methodologies and algo-

rithms for the analysis of NGS data to provide insights into biology. More specifically he focuses his efforts on 

the analysis of RNA-seq or transcriptomics data in the context of cancer research.  


