PRIMARY AML SPECIMENS

1. AML STRATIFICATION

2. ANTI-AML AGENTS
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The Sauvageau lab (www.sauvageaulab.ca) is looking
for dedicated and independent postdoctoral fellows
willing to integrate into the multidisciplinary Leucegene team (www.leucegene.ca) to pursue research in
the following 3 areas.
Interested candidates should send motivation letter, CV
and reference letters to Marie-Eve Bordeleau
marie.eve.bordeleau@umontreal.ca, Deputy director of the
Sauvageau lab.

1. Improve AML stratification

2. Discover novel anti-AML agents

3. Identify AML-specific antigens

Refining AML patients stratification is a major
challenge and represents one of the keystones of
both diagnosis and therapy improvement. As part
of the Leucegene project, our group sequenced
close to 500 primary AML specimens (DNA and/or
RNA) selected to best represent the genetic diversity of the disease. Leveraging our unique dataset, we aim to better characterize (rare) AML
subgroups and identify new ones, to ultimately
propose new diagnostic and prognostic markers.
To achieve this, we are developing multidisciplinary projects combining omics, molecular biology and innovative analysis methods, including
machine learning, to dissect the determinants that
shape AML variability. Candidates are expected
to have expertise in AML genetics/biology,
next-generation sequencing, whole-genome
sequencing, large dataset analysis and/or
bioinformatics.

AML shows an important biological heterogeneity,
which in part explains the wide differences in
response to first-line therapeutic regimen. Understanding this heterogeneity is a key step to design
more tailored and efficient therapies. This project
exploits optimized ex vivo culture conditions for
AML cells to expose primary human AML specimens to collections of compounds. In close
relation to genomic classification of AML subsets,
this approach highlights compounds with interesting therapeutic potential for specific AML
subgroups. Anti-AML activity of these compounds
is then validated by pharmacological and genetic
approaches, and preclinical studies are initiated
to evaluate their in vivo activity using mouse AML
models. Candidates are expected to have
expertise in AML genetics/biology, compound
characterisation, flow cytometry and/or NSG
mouse
xenotransplantation
models.

Antibody-based immunotherapies are particularly
attractive as they produce antitumor activity
without the burden of systemic toxicities encountered with conventional therapies. While this
approach holds great promises, its development
inexorably depends on the identification of
reliable cell surface antigens selectively
expressed by cancer cells. This project combines
transcriptomic and proteomic approaches, taking
advantage of RNA-sequencing data from the
Leucegene cohort and cutting-edge proteomic
technologies, to analyse primary AML specimens
and identify AML-specific surface antigens.
These will serve as a basis for the development
of monoclonal antibody-based immunotherapies.
Candidates are expected to have expertise in
AML genetics/biology, primary cell culture,
proteomics, flow cytometry and/or NSG
mouse
xenotransplantation
models.

