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Post-doctoral position in Viral Metagenomics
Description:

The HAP2 European research project aims to develop host-directed drugs and biomarkers to
enhance the prevention and treatment of hospital-acquired pneumonia (HAP) (https://hap2-
project.com/). Our research team is involved in the biomarker work package and has been
generating viral metagenomics data on this cohort. We also lead research projects using
metatranscriptomics, metagenomics, and/or metabarcoding data to explore Vviral
pathogenesis and respiratory diseases on several other clinical cohorts (including patients
hospitalized for bronchiolitis, influenza disease, and pre-term newborn).

The postdoctoral fellow will be in charge of the analysis of multi-omics data of the human
microbiome (including metabarcoding, metagenomics, metatranscriptomics, and
transcriptomics) in these different clinical studies, with the help of bioinformaticians and
virologists of the team.

Contract: 2 years.
Profile:
e PhDin Virology with experience in interpretation of omics data analyses
or PhD in Bioinformatics or Computational biology with experience in metagenomics

e Good programming skills (R, python)

e Experience in omics data analysis (e.g. (meta)genomics, (meta)transcriptomics,
proteomics, metabolomics, epigenomics, genotyping data)

e Experience in clinical datamining/machine learning, biomarker detection is a plus

Environment:

You will join the GenEPIl sequencing platform https://genepii.univ-lyonl.fr and the VirPath
research team of the CIRI- International Center for Infectiology Research (https://ciri.ens-
lyon.fr). You will be based at the Hopital de la Croix Rousse (69004 Lyon) within the Hospices
Civils de Lyon. The genEPIl team includes microbiologists, bioinformaticians, engineers and
technicians working on microbiology genomics. The platform is associated with four National
Reference Centers (NRC), including the NRC for respiratory viruses and has been heavily
involved in SARS-CoV-2 genome sequencing. The lab has on-site robotic sample processing,
high-throughput computing resources as well as next-gen sequencing facilities (NextSeq,
NovaSeq, oxford nanopore gridion).

How to apply:
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Please send an email to Dr Laurence Josset (laurence.josset@chu-lyon.fr) attaching the
following documents:

e A cover letter
e Acurriculum vitae
e Contact information for 3 references
If you have any questions please contact Dr Laurence Josset (laurence.josset@chu-lyon.fr)

Deadline

Review of applications begins immediately and continues until March 31, 2023.
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