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The Suvà laboratory develops and applies single-cell genomic technologies
and advanced computational analyses to dissect the biology of brain tumors,
in particular adult and pediatric gliomas. We study clinical samples at singlecell resolution and establish genetically and epigenetically faithful cellular
models directly from patient tumors. We model how brain cancer cells exploit
their plasticity to establish phenotypically distinct populations of cells, with
a focus on programs governing glioma stem cells. We seek to redefine tumor
cell lineages and stem cell programs across all subtypes of gliomas, and to
leverage the information for renewed therapeutics. In close collaborations, the
laboratory additionally leverages single-cell genomics to dissect the immune
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system of gliomas and to chart the cellular programs in sarcomas.
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Assessing Malignant Cells Heterogeneity
at the Single-Cell Level in Gliomas

additional granularity to the GSC model by
revealing multiple transcriptionally-defined
cell states related to neurodevelopmental
cell types. Yet, while cellular states can be
precisely delineated by scRNAseq, glioma cell
state heritability and transition dynamics are
not defined, and the epigenetic underpinning
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ecosystem, both at diagnosis and under
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single-cell RNA-seq analyses in IDHmutant gliomas, histone H3-mutant midline
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Model for the cellular
states of glioblastoma
and their genetic and
micro-environmental
determinants. Mitotic
spindles indicate cycling
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tones indicate strength
of each program.
Intermediate states are
shown in between the
four states and indicate
transitions.
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Dissecting the Ecosystem of Gliomas

as melanoma), underscoring the necessity to
perform these analyses directly in gliomas.

The composition of the tumor micro-
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of treatment responses. For example,
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regulatory programs that can be exploited for
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