Posters A-Z

Aggarwal, Abhishek

Spatial profiling of HPV-stratified head and neck squamous cell
carcinoma reveals immune niches and distinct microenvironmental
architectures

Aguilar, Adrian
Mapping glycosylation-dependent immune cell patterning to advance
gut organoids

Ajazi Tunér, Kristi
Spatial transcriptomics analysis of oropharyngeal cancer tumor
microenvironment in the context of myeloid cells

Andhari, Madhavi

Same-cell spatial, single cell transcriptomics and proteomics to
decipher melanoma cell state heterogeneity and immune interactions
in metastasising early- stage melanoma

Andreev, Grigor

Spatial profiling reveals ELF3-mediated stromal remodeling in the
tumor microenvironment of bladder cancer

Andrei, Pietro

Kandinsky: enabling neighbourhood analysis of spatial omics data
for functional insights on cell ecosystems

Arkhypov, lhor
Integrated spatial transcriptomics and multiplex imaging to dissect
genotype- (immune) phenotype associations in liver cancer

Ashcroft, James

Spatial atlas of the human ovarian cortex from development to
reproductive age

Baghai Sain, Simona

Identifying shared tumor-associated cellular neighbourhoods across
epithelial cancers using spatial transcriptomics and co-occurrence
analysis
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Barone, Matthias
CD4(+)-CD8(+) T cell interaction via AICL-KLRF1 sustains cytokine
production in pre-exhausted T cells

Behrens, Arne
Decoding glioblastoma heterogeneity with SpatialOMx and MALDI
HiPLEX-IHC

Ben-Uri, Raz
Maximizing information, minimizing delays: multiplex imaging in lung
cancer diagnosis

Benz, Michaela
Putting multi-omic spatial biology analysis into the hands of
biologists

Berger, Sarah Alina

An in situ approach to understanding induction and function of
FAS-controlled T cells

Berkhout, Jari
Characterizing hypothalamic paraventricular nucleus cell populations
using spatial transcriptomics and retrograde tracing

Bestak, KreSimir
Scalable and reproducible analysis of molecular cartography data
with nf-core/molkart

Bigott, Kevin Presenter: Neto, Diogo
Enhanced 3D visualization of larger tissues using non-toxic clearing
and REAfinity fluorescent labeling

Blatkiewicz, Malgorzata

Spatial transcriptomic atlas of mouse adrenal and adipose tissues,
with cross-species conservation of marker genes in the human
adrenal gland

Boos, Alena
Low- vs high-resolution Visium in spatial transcriptomics:
performance, limitations, and use case guidance
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Buljan, Iva Presenter: Rendeiro, André
A multiscale atlas of human tissue architecture and its change with
aging

Bull, Joshua
MuSpAn: a multiscale spatial analysis toolbox

Burrus, Anais
Enhancing spatial proteomics through deep learning based
information transfer between antibody panels

Bussi, Yuval
CellTune: An integrative software for accurate cell classification in
spatial proteomics

Campos Medina, Manuel
Highway?2Cell: Spatial Omics as a service at a core facility

Carrefio Martinez, José Francisco
Dissecting biases in image-based spatial transcriptomics: a
cross-platform evaluation of processing pipelines

Cellini, Beatrice
Aloa 2.0: an enhanced pipeline for advanced analysis and interactive
visualization of spatial profiling imaging data

Cetin, Miray
Quantifying spatial metabolic remodeling upon mitochondrial
inhibitor treatment in HER2-negative early breast cancer patients

Chang, Jacob
Differential colocalization of cell type pairs in single-cell spatial
omics with DC-SPOMIC

Christians, Arne Presenter: Metzger, Thibaud

Innovative multiomic spatial biology assay for comprehensive
immune characterization of the tumor microenvironment

Chwatal, Go6tz
Optimizing tissue preparation for ST analysis of mouse FFPE bone
marrow
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Dahl, Xenia Goldberg

Transcriptomic and spatial proteomic analyses uncover CAF
reprogramming and stromal remodeling following neoadjuvant
therapy in pancreatic cancer

Dasgupta, Ishita
Decoding the skin ulcer niche using single cell spatial omics

de Back, Walter
Mitigating uncertainty in cell segmentation for spatial transcriptomics

de Boer, Fleur

Spatial epigenomic and transcriptomic co-profiling in multiple
sclerosis models

Denker, Svenja
Exploring gonadal development in differences of sex development
using spatial transcriptomics

D'Ercole, Chiara
Muscle glial cells are responsive to muscle damages

Diederich, Benedict Presenter: Niemeyer, Franziska
StainSTORM: an open-source automated workflow for chromogenic
cyclic immunohistochemistry on cancer tissue slides

Divita, Tessa

Spatial proteomics uncovers immune dysfunction and tumor
microenvironment heterogeneity in high risk non-muscle invasive
bladder cancer

Drake, Richard
Spatial N-glycomic profiling of glomeruli and tubules in kidney
disease biopsy tissues linked with patient matched biofluid analyses

Dreisbach, Domenic
Towards multimodal spatial pathology - integrating QCL IR
microscopy for rapid and label-free chemical imaging
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Dufeu, Marion
Tumoral and microenvironmental heterogeneity fuels dynamic
ecosystems during early cutaneous melanoma progression

Einhaus, Jakob
Tumor microenvironment characteristics in oral squamous cell
carcinoma recurrence

El Yassour, Fabio
Phenotypic and functional characterization of CAR T cells in a

preclinical model using the MACSima™ spatial multiplexing platform

Elhanani, Ofer
Phenotypic, microenvironmental, and genetic crosstalk shapes
pancreatic cancer organization

Emons, Martin
Quantification and multi-sample comparison of spatial omics data
using spatial statistics with pasta and spatialFDA

Englert, Nils
Building a translational spatial profiling center

Ermakova, Yulia
UnO - Universal oligo adaptors for high-efficiency DNA-barcoded
antibody panel generation

Espinola, Sergio
Benchmarking in-house protocols for in-situ sequencing (ISS) and
segFISH in spatial transcriptomics

Femel, Julia

Expanding spatial biology tools for murine research: REAplex
antibody panels for immune profiling, tissue architecture, and
neuroscience in mouse cryosections

Ferguson, Dougal Presenter: Dreisbach, Domenic

Whole slide chemical imaging within clinical timeframes using QCL
IR microscopy: A road to clinic breakthrough
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Fiedler, Alexander
Metaflimb reveals spatial and temporal metabolic heterogeneity of
myeloid cells during in vivo bone regeneration

Fu, Ye Presenter: Lambert, Jeremy
Advancing high-resolution 3D spatial transcriptomics in thick tissue
using a multiplex, sub-cellular approach

Gabirielli, Natalia

MULTI-SPACE: a cross-Institutional platform for spatially resolved
omics technologies

Gaudilliere, Dyani
Integrated local spatial and peripheral immunity reveals biomarkers
of systemic dysfunction in periodontitis

Germar, Henrike
Spatial characterization of immune dysregulation in periodontitis
reveals lymphocyte expansion and inflammatory fibroblast subsets

Gomez-Velazquez, Melisa
Using a FFPE or an FF sample can impact the spatial transcriptomic
output in a tissue-dependent manner

Gonzalez Tirado, Sebastian
Comparative framework for integrating digital pathology and spatial
transcriptomics

Guastella, Beatrice
Spatial transcriptomics-informed inference of cell types and states
from nuclear-stained whole slide images

Hada, Aroj Presenter: Chazotte, Margot
spCellEval (spatial proteomics Cell phenotyping Evaluation);
Benchmarking cell-phenotyping methods for antibody-based
multiplexed imaging

Hada, Aroj
Automated cell phenotyping in spatial proteomics via LLM-guided
knowledge distillation
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Hadji Rasouliha, Sheida
How to integrate spatial biology techniques in your lab/core facility

Haist, Maximilian

Lymph node colonization induces cellular and architectural tissue
remodeling viaimmunosuppressive myeloid cells supporting
metastatic tolerance

Hanimann, Jacob
An integrated morpho-molecular framework for deconstructing
clinical and prognostic features in colorectal cancer

Hawinkel, Stijn
Statistical tests for bivariate spatial association of multi-omics data

Heidari, Elyas
Scalable and reliable cell segmentation of imaging-based spatial
transcriptomics using graph neural networks with segger

Heinrich, Hannah

Multi-omics spatial analysis of chromophobe renal cell carcinoma
reveals intra-tumor heterogeneity with cell-type specific metabolic
alterations

Herreman, Karen
Challenges and strategies for single-cell resolution analysis of
Visium HD

Hofmann, Sarah

Spatial mapping of lymph node lymphatic endothelial cell and
immune cell interactions in checkpoint-resistant and -sensitive
melanoma models

Hoaye, Eirik
Mapping immune clonotypes in prostate cancer using spatial V(D)J to
resolve cancer vaccine response

Hu, Wangjun
Muster - an interpretable method for spatial pattern detection and
cross-condition analysis from multi-omics data
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Ibarra, Miguel A.
micronuclAl: A tool for automated quantification of micronuclei for 108
chromosomal instability assessment

Irshad, shumaila
Mapping the metastatic niche in oral cancer with neighbor labelling 109
system

Jones, Aragorn
The Human Developmental Biology Resource 110

Junquera, Ada

Single-cell spatial proteomics reveals cell-cycle resolved tumor 111
architecture in ovarian cancer

Kala, Smriti Presenter: Klug, Melissa
Imaging Mass Cytometry detects the true dynamic range of 112
low-abundance biomarker expression in human tumors

Kaufmann, Louisa

High-dimensional spatial profiling of the tumor immune 113
microenvironment in cured and refractory/relapsed diffuse large B

cell ymphoma

Keller, Mark
Enhancing Vitessce: multi-omics data formats and comparative 114
analyses

Keneskhanova, Zhibek
Hierarchies decoded: high-resolution single-cell view of VSG 115
switching in T. brucei

Kibler, Artur
Age-dependent remodeling of the human splenic marginal zone 116
revealed by high-dimensional tissue profiling

Kleijn, Istvan
Detecting proliferative subclones in breast cancer core biopsies with 117
spatial transcriptomics

Kohler, Nikolai
Sequence-based subcellular RNA colocalization prediction 118
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Kroh, Sandy
Unraveling the myeloid niche in murine bone marrow during bone
injury

Kulkarni, Shubhada
Spatial transcriptomics of diseased mouse hearts

Kunzke, Thomas

Near-single-cell multi-target quantification of anti-tumor therapeutics
via deep learning-based quantitative continuous scoring (QCS) with
co-registration of adjacent IHC-stained tissue sections

Kurki, Veera

Biological validation of a semi-automated high throughput
immunohistochemistry protocol for FFPE tissues and cytospin cell
preparations

Kysilovsky, Cassandra Presenter: Derakhshani, Sherry
Establishing a robust and reproducible automated mlIF workflow for
spatial biology using ZEISS SlideStream and Ultivue by Vizgen’s
InSituPlex assays

Laghaee, Seyedpouria
Comprehensive machine learning workflow for high-throughput
imaging flow cytometry analysis in clinical diagnostics

Lagwankar, Asmita
Benchmarking quality control and integrated analysis across spatial
transcriptomics technologies for HUBMAP organs

Lazic, Daria
Evaluating cell segmentation methods for spatial transcriptomics:
challenges and comparative insights

Levi-Galibov, Oshrat
Intratumor heterogeneity affects immune-mediated tumor rejection
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Li, Mujia Presenter: Foll, Melanie

In situ peptide identification by parallel-accumulation-serial 128
fragmentation supported MALDI MS/MS imaging: a tool for spatial
proteomics in complex disease tissues

Li, Tong
Enabling scalable and multimodal spatial omics analysis at the 129
Sanger Institute

Li, Tong Presenter: Makarchuk, Stanislaw
Enabling scalable and multimodal spatial omics analysis at the 130
Sanger Institute

Lian, Guang-Yu
Spatial profiling identifies tumour microenvironment-driven 131
JAK/STAT3 signalling as a radiosensitisation target in rectal cancer

Liu, Yu
Decoding spatial context of therapy resistance: telomerase inhibition 132
targets persister metabolism via SUCLG2

Lohmann, Frederieke Presenter: Vasiljevic, Jelica
From genes to images: leveraging spatial transcriptomics for 133
histological image generation

Luijts, Tom Presenter: Luijts, Tom; Croughs, Quinn

Predicting TP53 DNA mutations in tumor tissues from spatial 134
transcriptomics data

MacAulay, Calum
Explicitly allowing for cell and nuclear overlap, one pixel to many 135
objects mapping for improved marker evaluation in spatial biology

Machaalani, Charbel

Molecular and spatial insights into treatment failure in pediatric 136
low-grade gliomas
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Maguza, Anna
Mapping human intestinal stem cell niche organization through 137
spatial multi-omics

Mallm, Jan-Philipp
FAIRification of spatial omics data 138

Mangold, Maike
Tracking CD40L+ CD8+ T cells in the human body using spatial 139
high-content imaging

Manzato, Benedetta
Image-guided alignment of consecutive multi-modal whole-tissue 140
slides with coast

Mao, Qirong

Evaluating genetic therapies targeting central nervous system in 141
Duchenne Muscular Dystrophy using high-resolution spatial
transcriptomics

Marceaux, Claire Presenter: Tarasova, llariya
Spatial proteomics reveals a novel T cell subtype associated with 142
worse survival in non-small cell lung cancer

Martinez, Karina
Spatial profiling of tertiary lymphoid structures in brain metastases 143

Marwitz, Sebastian
A spatial signature of excluded immune cells that drives superior 144
long-term survival in NSCLC

McKenzie, Molly Presenter: Hatthakarnkul, Phimmada
IKKa expressing tumours demonstrate pro-metastatic transcriptomic 145
profiles and can be targeted to reduce proliferation in colorectal

cancer

Merseburger, Peter

Spatial transcriptomics reveals tumor microenvironment remodeling 146
in high-risk neuroblastoma after inhibition of the DNA damage

response
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Meyer-Bender, Matthias
Spatialproteomics - an interoperable toolbox for analyzing highly
multiplexed fluorescence image data

Mittwali, sameeha
remodeling in brain metastases of melanoma revealed through
spatial multiplexed imaging

Moerth, Eric Presenter: Moerth, Eric; Marconato,

Luca
Unlocking 3D context in spatial biology through interoperable and
performant data formats and visual exploration tools

Moerth, Eric
Nexus - interactive visual exploration of 2d and 3d spatial
connectivity for tissue analysis

Moore, Joshua

Towards spatial signatures of treatment response in colorectal
cancer

Moreno Ambrozini, Leticia
Spatial transcriptome analysis of archived gonadal tissue from
patients with differences of sex development

Mortier, Julien Presenter: Vernaillen, Frank
Benchmarking sequencing-based spatial transcriptomics
technologies

Mdiller, Christin-Therese

Spatial profiling of colorectal cancer reveals cell types associated
with ctDNA shedding

Muscat, Jennifer Claire
Investigating microenvironmental drivers influencing lineage fate in
pancreatic ductal adenocarcinoma

Nebelung, Hanna
Cell type specific characterization of prostate cancer gene signatures
with spatial transcriptomics in targeted biopsies
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Nguyen Phuong, Anh

Establishing a robust image denoising and segmentation pipeline for

multiplexed immunofluorescence of colorectal cancer

Novoselsky, Roy

HiVis: a flexible and user-friendly tool for VisiumHD image analysis,
data exploration and visualization

Oetjen, Janina Presenter: Kiss, Andras
Benchmarking multiomic imaging on a benchtop MALDI instrument

Oetjen, Janina Presenter: Wendik, Bjorn
Spatial multiomics characterization of human lung carcinoma

Okhtienko, Anastasiia
Spatial proteomics characterization of HBV-mediated liver disease

Oses, Carolina
Unveiling cellular complexity: comprehensive multiplexed spatial
proteomics solutions for discovery and translational research

Dstergaard, Stine Presenter: Diaz-delCastillo, Marta;

@stergaard, Stine
Single-cell spatial characterization of the human bone marrow
microenvironment in premalignant myloma

Pak, Valeriy
Hijacking of pro-survival signaling promotes follicular lymphoma
transformation

Patrick, Michael Presenter: Yujnovsky, Irene
Integrating single-cell spatial whole transcriptome and
histopathology to uncover drivers of tumor heterogeneity in lung
adenocarcinoma and squamous cell carcinoma

Pefia, Eduardo
The potential of the tumour microenvironment as a prognostic
biomarker in invasive lobular breast cancer
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Pentimalli, Tancredi Massimo
3D multimodal analysis of cellular and ECM interactions in the lung
cancer microenvironment

Pesti, Benedek
Deciphering treatment effect via spatial transcriptomics in an
Alzheimer’s disease mouse model

Pfeiferova, Lucie
scdrake: areproducible and scalable pipeline for scRNA-seq and SRT
data analysis

Pfister, Tom Presenter: Klug, Melissa
Spatial profiling of exhausted T cells using high-plex Imaging Mass
cytometry

Pfister, Tom Presenter: Klug, Melissa
Spatial profiling of the tumor microenvironment using Imaging Mass
Cytometry: unraveling metabolic reprogramming and cell signaling
dynamics in cancer

Pinard, Robert Presenter: Meyer, Hansueli
Spatial profiling of T- and B-cell receptors: a same-section
multiomics approach using in-situ sequencing

Poos, Alexandra
Single-cell and spatial multi-omics profiling of bone
marrow-independent disease in multiple myeloma

Prieto Fernandez, Llara
Spatial characterization of CAFs heterogeneity in oral tumor
microenvironment

Rademacher, Anne
Spatial transcriptomics: from low-throughput manual analysis to
automated RNA profiling and custom multiplex protocols

Rajesh, Suzanne
A unique workflow to discover biomarkers of response to treatment
in clinical prostate cancer patient tissues
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Ramialison, Mirana Presenter: Tang, Shijia; Ramialison,

Mirana
End-to-end spatial transcriptomics analysis with VR-Omics

Rausell, Claudio Novella
Regularised multimodal graph neural networks for spatial metabolic
prediction

Raza, Qanber Presenter: Klug, Melissa
Synergistic spatial profiling: unifying Xenium transcriptomics and
Imaging Mass Cytometry proteomics for holistic tissue
characterization

Reinhardt, Robert Presenter: Jevdokimenko, Kristina

Label-decoupled spectral imaging for spatial biology: a
SABER-based framework for custom high-plex panels

Rettig, Anika

Quantifying IMC data analysis step by step: a comparative evaluation
of MICCRA (Modular IMC Cell Characterization with automatic Region
Assembly) and traditionally used approaches

Rius Rigau, Aleix
Imaging mass cytometry-based characterisation of fibroblast subsets
and their cellular niches in systemic sclerosis

Rodriguez Morales, David
Vascular niches are the primary hotspots for aging within the
multicellular architecture of cardiac tissue

Rosenbauer, Jakob
Spatial immune landscape of glioma following immunotherapy

Roseth, Ingrid Presenter: Hatscher, Lukas
Highly multiplexed imaging recovers immune and metabolic niches in
multiple myeloma associated with disease progression and bone
involvement

Sachova, Jana
Identifying intercellular patterns in vestibular schwannoma

177

178

179

180

181

182

183

184

185

186



EMBL Conference: Spatial biology: the melting pot

Scheuermann, Sophia

Comprehensive spatial immune profiling of NUT carcinoma identifies 187
novel prognostic signatures and B7-H3 as a target for CAR-T cell

therapy

Schiller, Chiara

Comparison and optimization of cellular neighbor preference 188
methods for quantitative tissue analysis

Schimmel, Patrick

Spatial characterization of IBD remission: mechanisms of FMT 189
efficacy beyond strain engraftment

Schlaeppi, Anjalie Presenter: Sordet-Dessimoz, Jessica
Implementing multi-omics histology in a core facility 190
Schneider, Fabian

PhenoScout: foundation Al models for end-to-end tissue analysis of 191
mlF and IHC slides

Schrader, Ellen

Spatial determinants of short and long-term survival in 4983 breast 192
tumours

Schuch, Katharina

Rare cell analysis: relevant pre-analytical insights for spatial 193
transcriptomics

Serrano de Haro Ivanez, Sergio

TopROI: automatic topology-preserving ROI detection for structural 194
spatial analysis

Shabanova, Aleksandra

Integrated spatial and multi-omic analysis of HGSC to uncover 195
immune evasion and therapeutic targets

Skeppas, Madeleine

Transcriptional signatures of invasion in pediatric diffuse midline 196

glioma
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Slaats, Emiel

Image based single nucleotide polymorphism detection for
distinguishing cells from different individuals within the spatial
context of atissue

Steinek, Clemens

Transient exchange PAINT enables precise detection with low-affinity
binders

Strasser, Rob

Single-nucleus and spatial transcriptomic mapping of the breast
cancer liver metastasis microenvironment and its alterations after
taxane treatment

Sun, Jieran Presenter: Biharie, Kirti

Beyond benchmarking: an expert-guided consensus approach to
spatially aware clustering

Sutevski, lva
Leveraging spatial proteomics for molecular and single-cell insights
into neurodegenerative diseases

Tagscherer, Nina
Spatially exploring the transcriptome of tumor and its environment to
overcome therapy resistance in renal cell carcinoma

Tan, Yuqi
Scaling up spatial insights: from 2D to 3D tissue analysis

Toma, Federica
Mapping the tumor-microglia cd147 axis in ependymal neoplasms

Tran, Thao Presenter: Claesen, Marc
Investigation of tissue biology using Weave: a cloud-based software
for spatial multi-omics data analysis

Trojanowski, Jorge
Multiplex proximity detection by primer exchange reaction resolves
RNA life cycle stages in situ
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Tsai, Amy

Development of a novel imaging mass cytometry panel to distinguish
antibody-mediated and T cell-mediated rejection in human kidney
allografts

Tuarés, Demeter

Spatiotemporal organisation of residual disease in mouse and human
BRCAL1-deficient mammary tumours and breast cancer

Ullman, Tony Presenter: Stadler, Charlotte K.

A novel assay for combined detection of PD1-PDL1 interaction and
cell phenotypic profiling as a predictive biomarker for response to
immunotherapy

Ulrich, Hanna Presenter: Adlung, Lorenz
Spatio-metabolic shift in lipid-associated macrophages (LAMs)
controls murine subcutaneous adipose tissue aging

Unterauer, Eduard

Super-resolution microscopy as a tool for spatial proteomics at
molecular scale

Uyar, Recep
From nanoparticles to niche reprogramming: spatial transcriptomics
reveals therapy-responsive microenvironments

Valdeolivas, Alberto Presenter: Kumpesa, Nadine
Interrogating the tumor microenvironment in cancer core-needle
biopsies with high-resolution spatial transcriptomics

van der Voort, Gemma
Neutrophil response to adoptive T cell therapy in murine melanoma:
a spatial perspective

Van Hamme, Evelien
Driving discovery with spatial technologies: the VIB approach

Vierdag, Wouter-Michiel
Harmonization and FAIRification of a visualization ecosystem for
spatial omics data
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Visser, Luca Presenter: Mylka, Viacheslav;

Steenberghen, Hugo
Benchmarking cell segmentation methods for single-cell spatial
transcriptomics

Visvikis, Theodoros
From pixels to patterns: Integrating Mass Spectrometry Imaging into
SpatialData

Vlachou, Evi

Spatiotemporal bone marrow reconstitution after transplantation in
AML patients

Vulliard, Loan

Coordinated multicellular programs in the colorectal cancer
microenvironment

Wang, Xiugi

Pan-cancer proteogenomic and spatially resolved profiling of 1,000
brain metastases reveals mechanisms of brain tropism and
therapeutic vulnerabilities

Weissbach, Stephan
Mapping the landscape of kidney glomerular injury through spatial
transcriptomic analysis in preclinical models

Widmaier, Moritz Presenter: Derakhshani, Sherry
Enabling scalable tumor microenvironment (TME) profiling with
8-plex InSituPlex multipleximmunofluorescence (mIF) on ZEISS
Axioscan 7 spatial biology

Wieme, Xander
A systematic comparison of spatial cell-cell communication tools
relying on graph neural networks

Wirth, Johannes
InSituPy — A framework for histology-guided, multi-sample analysis
of single-cell spatial transcriptomics data

Wirth, Maximilian
Towards predicting treatment outcome in hepatocellular carcinoma
from histopathological images using ai tools
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Wong, Siao-Han
Advancing Al in digital pathology through spatial omics-guided
molecular annotation

Woraharn, Walaiphorn
Opposing architectural roles of cancer-associated fibroblasts at the
invasive front characterize primary colorectal cancer growth patterns

Yaghoubi Naei, Vahid

Spatially resolved multi-marker analysis of
tumour—microenvironment interactions in head and neck cancers

Yagnik, Gargey Presenter: Lim, Mark

Photocleavable mass-tagged affinity probes for comprehensive
spatial multiomics of drugs, metabolites, glycans, mRNAs and
proteins on the same tissue section

Yasin, Tayyaba

Mitochondrial inactivation in mesenchymal stem cells impairs
mitochondrial transfer and alters breast cancer cell function

Youssef, Omar
Cross-platform validation of spatial transcriptomic signatures in
high-grade serous carcinoma using Visium and GeoMx

Zanardelli, Gianni
CyclEM: spatially resolved mapping of cell cycle dynamics in the
tumor microenvironment

Zeiger, Lucas
Spatially resolving MAPK-driven cellular plasticity in colorectal
cancer using genetically engineered mouse models

Zhao, Shuchang Presenter: Piatkevich, Kiryl
Spatially Resolved UltraVisual MicroProteomics via Hydrogel-Based
Tissue Expansion: microProteomEx

Zucha, Daniel

Decoding spatiotemporal glial responses in acute stroke and
progressive MS through scalable re-analysis of spatial
transcriptomics
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