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Personal information
Name Alex Humberto Di Genova Bravo.

Nationality Chilean.
Position Postdoctoral researcher.

Academic degrees
2003–2007 Bioinformatics Engineering, University of Talca, Chile, Engineer.

Undergraduate Thesis
Title Structural study of K+ channels sensed by pH TASK-2 and TASK-3.
Tutor Fernando Gonzalez-Nilo.

2013–2017 PhD in Complex Systems, University Adolfo Ibañez, Chile, Conicyt scholarship;
PhD defense 14 November 2017.

PhD Thesis
Title Assembly of complex genomes: Algorithms and Applications.
Tutor Alejandro Maass, Gonzalo Ruz and Marie-France Sagot.

Research experience
2008–2011 Research engineer, Mathomics, University of Chile, Center for Mathematical Mod-

eling (CMM) , Santiago, Chile.

2011–2015 Leader of genomic unit, Mathomics, University of Chile, CMM, Santiago, Chile.
Participation in the following projects:
{ Salmonid genomics: identification of genes related to protein and

vegetal oil usage in Atlantic Salmon and Rainbow Trout nutrition,
University of Chile, Corfo-INNOVA-07CN13PBT-41 (2008 - 2011).

{ Information biomining laboratory: organization and statistical process-
ing of bio-mining data, genome annotation and platform development,
Funded by BioSigma S.A. (2009 - 2010)

{ Identification of genes related to berry development and growth
in seedless table grapes by means of functional genomics, Instituto de
Investigaciones Agropecuarias. (2009 - 2012).

{ Potato Genome Sequencing Consortium (Pgsc) (2009 - 2011).
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{ International Atlantic salmon sequencing consortium, Chile, Canada
and Norway (2010 - 2016).

{ Center of genome regulation, University of Chile, Fondap-Conicyt (2011 -
2016).

{ Communication and Information Research and Innovation Center (Ciric-
Inria), University of Chile, Corfo (2012 - 2012).

{ The ChileGenomico project, University of Chile, Fondef (2012 - 2016).

2017–2019 Postdoctoral researcher, Alignment-free algorithms for genome assembly.,
BAOBAB/LBBE team directed by Marie-France Sagot.
INRIA, Lyon, France

2020–present Postdoctoral researcher, Understanding the role of structural variants in rare
cancers genomes., Rare Cancers Genomics team directed by Lynnette Fernandez-
Cuesta and Matthieu Foll.
IARC, Lyon, France

Languages
Spanish Native speaker.
English Proficient in both spoken and written English.
French Proficient in spoken French.

Teaching
Course Bioinformatic Four years teacher in Master of Medical informatics, Faculty of Medicine,

University of Chile (2011-2014).

Scientific programming
Programing
languages

C++, PERL, BioPerl, BASH, R, SQL,
GIT, Latex, HTML

High Per-
formance

Computing

Expert user/admin of Linux clusters
and a proficient coder of concurrent
software on shared memory systems.

Software
Fast-sg Fast-SG is an alignment-free algo-

rithm for ultrafast scaffolding graph
construction from short or long reads.

Wengan Wengan is an accurate and ultra-fast
hybrid genome assembler. Wengan
generates high quality human genome
reconstructions using less than one
day of computing time on an average
server (20 cores, ≤50Gb RAM).

Research Interests
Algorithms, genome assembly, computational analysis of next generation sequencing
data, and cancer genomics.
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