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Accurately deciphering spatial domains for spatially resolved transcriptomics with stCluster
Single-cell and spatial multiomic inference of gene regulatory networks using SCRIPro

‘Whole brain alignment of spatial transcriptomics between humans and mice with BrainAlign

B king clustering, ali and i methods for spatial transcriptomics
Inferring pattern-driving intercellular flows from single-cell and spatial transcriptomics
AFSC: A self-supervised augmentation-free spatial clustering method based on contrastive learning for identifying spatial domains
FICTURE: scalable ion-free analysis of

A graph self-supervised residual learning framework for domain identification and data integration of spatial transcriptomics

solution spatial transcriptomics

Search and match across spatial omics samples at single-cell resolution
Spatially Informed Graph Structure Learning Extracts Insights from Spatial Transcriptomics
StBERT: A Pretrained Model for Spatial Domain Identification of Spatial Transcriptomics
Interpretable spatially aware dimension reduction of spatial transcriptomics with STAMP
A multi-modality and multi-granularity collaborative learning framework for identifying spatial domains and spatially variable genes
Graph attention automatic encoder based on contrastive learning for domain recognition of spatial transcriptomics
Sainsc: A Cy

A signal-diffusion-based unsupervised contrastive representation learning for spatial transcriptomics analysis

Tool for ion-Free Analysis of In Situ Capture Data

Chrysalis: decoding tissue compartments in spatial transcriptomics with archetypal analysis
MCGAE: unraveling tumor invasion through integrated multimodal spatial transcriptomics
Accurate Spatial Heterogeneity Dissection and Gene Regulation Interpretation for Spatial Transcriptomics using Dual Graph Contrastive Learning

Deciphering spatial domains from spatially resolved transcriptomics through spatially regularized deep graph networks

Deep clustering representation of spatially resolved transcriptomics data using multi-view variational graph aut ders with clusterin;

Detecting global and local hierarchical structures in cell-cell using CrossChat
Spatial CVGAE: Consensus Clustering Improves Spatial Domain Identification of Spatial Transcriptomics Using VGAE
Graph learning of disentangled representation for accurately aligning multiple spatial slices
Spall: accurate and robust unveiling cellular landscapes from spatially resolved transcriptomics data using a decomposition network
Cooperative integration of spatially resolved multi-omics data with COSMOS

Unveiling patterns in spatial transcriptomics data: a novel approach utilizing graph attention autoencoder and multiscale deep subspace clustering network

Marsilea: an intuitive i digm for ble visualization:

UCS: A Unified Approach to Cell Segmentation for Subcellular Spatial Transcriptomics
Mapping the topography of spatial gene expression with interpretable deep learning
DSCT: A Novel Deep Learning Framework for Rapid and Accurate Spatial Transcriptomic Cell Typing
Multiscale Dissection of Spatial Heterogeneity by Integrating Multi-Slice Spatial and Single-Cell Transcriptomics
STModule: identifying tissue modules to uncover spatial components and characteristics of transcriptomic landscapes
MAEST: accurately spatial domain detection in spatial transcriptomics with graph masked autoencoder
Robust Spatial Cell-Type Deconvolution with Qualitative Reference for Spatial Transcriptomics
Cardiovascular Mettl3 Deficiency Causes Congenital Cardiac Defects and Postnatal Lethality in Mice

SpaMask: Dual masking graph autoencoder with contrastive learning for spatial transcriptomics

Integrating multiple spatial transcriptomics data using ity d graph contrastive learning
Flexible integration of spatial and expression information for precise spot embedding via ZINB-based graph-enhanced autoencoder
Spatially informed graph transformers for spatially resolved transcriptomics
Exploring the Latent Information in Spatial Transcriptomics Data via Multi-View Graph Convolutional Network Based on Implicit Contrastive Learning
ONTraC characterizes spatially continuous variations of tissue microenvironment through niche trajectory analysis
StMHCG: High-confidence multi-view clustering for identification of spatial domains from spatially resolved transcriptomics
STP: single-cell partition for subcellular spatially-resolved transcriptomics
DeepGFT: identifying spatial domains in spatial transcriptomics of complex and 3D tissue using deep learning and graph Fourier transform
spaMGCN: a graph convolutional network with autoencoder for spatial domain identification using multi-scale adaptation
stClinic dissects clinically relevant niches by integrating spatial multi-slice multi-omics data in dynamic graphs
spCLUE: a contrastive learning approach to unified spatial transcriptomics analysis across single-slice and multi-slice data

A comprehensive review of spatial transcriptomics data alignment and integration

stGRL: spatial domain identification, denoising, and imputation algorithm for spatial transcriptome data based on multi-task graph contrasti P learning
Automated integration of multi-slice spatial transcriptomics data in 2D and 3D using VR-Omics
Prioritizing perturbation-responsive gene patterns using interpretable deep learning
TriCLFF: a multi-modal feature fusion framework using contrastive learning for spatial domain identification
Topological velocity inference from spatial transcriptomic data
Melanocytes and photosensory organs share a common ancestry that illuminates the origins of the neural crest
SpaSEG: unsupervised deep learning for multi-task analysis of spatially resolved transcriptomics
A spatial imaging-transcriptomics paradigm for deciphering the molecular basis of microscopic MRI in the normal brain and Alzheimer’s disease
Thor: a platform for cell-level investigation of spatial transcriptomics and histology

Efficient integration of spatial omics data for joint domain detection, matching, and alignment with stMSA
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Finding spatially variable ligand-receptor interactions with functional support from downstream genes

proving cell-type in spatial transcriptomics with SpaDAMA

TissueMosaic: Self-supervised learning of tissue representations enables differential spatial transcriptomics across samples

SpaBatch: Deep Learning-Based Cross-Slice Integration and 3D Spatial Domain Identification in Spatial Transcriptomics

Polyomino reconstructs spatial transcriptomic profiles with single-cell lution via a ion method

Detection of Spatially Variable Genes: A Benchmark Study
SpaCross deciphers spatial structures and corrects batch effects in multi-slice spatially resolved transcriptomics
HKANLP: Link Prediction With Hyperspherical Embeddings and Kolmogorov—Arnold Networks
A comprehensive benchmarking for spatially resolved transcriptomics clustering methods across variable technologies, organs, and replicates
Spatial domain identification method based on multi-view graph convolutional network and contrastive learning

Temporal VAE: atlas-assisted temporal mapping of time-series single-cell transcriptomes during embryogenesis
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Preprinted
Integrated transcriptome and lineage analyses reveal novel catecholaminergic cardiomyocytes contributing to the cardiac conduction system in murine heart
PAST: latent feature extraction with a prior-based self-attention framework for spatial transcriptomics

1 modeli

Spateo: multidi of single-cell spatial transcriptomics

Analysis of spatial transcriptomics at varying resolution levels using the unified framework of SpaSEG
STOmics-GenX: CRISPR based approach to improve cell identity specific gene detection from spatially resolved transcriptomics
StereoSiTE: A framework to spatially and quantitatively profile the cellular neighborhood organized iTME
PASTE2: Partial Alignment of Multi-slice Spatially Resolved Transcriptomics Data
Construction of a 3D whole organism spatial atlas by joint modeling of multiple slices modeling of multiple slices
StereoCell enables high accuracy single cell segmentation for spatial transcriptomic dataset
Spatiotemporal transcriptome atlas of human embryos after gastrulation
Integrated Spatial Transcriptomic and Proteomic Analysis of Fresh Frozen Tissue Based on Stereo-seq

Spatially-resolved single-cell atlas of as

idian endostyle provides insights into the origin of vertebrate pharyngeal organs

Integrative mapping of spatial transcriptomic and amyloid pathology in Alzheimer’s disease at single-cell resolution

Efficient reliability analysis of spatially resolved transcriptomics at varying resolutions using SpaSEG
Mapping cells through time and space with moscot

Applying high-resolution spatial transcriptomics to characterise the amyloid plaque cell niche in Alzheimer's Disease

Spatiotemporally resolved transcriptome atlas of developing mouse placenta reveals mechanisms of embryonic lethality
Dendrimeric DNA Coordinate Barcoding Design for Spatial RNA Sequencing
Spatial pattern and differential expression analysis with spatial transcriptomic data
ProFAST: a fast and scalable factor analysis for spatially aware dimension reduction of multi-section spatial transcriptomics data

FIST-n D: A tool for n-dimensional spatial transcriptomics data imputation via graph-regularized tensor completion

CellContrast: Reconstructing Spatial Relationships in Single-Cell RNA Sequencing Data via Deep Contrastive Learning
Cell segmentation and gene imputation for imaging-based spatial transcriptomics
FICTURE: Scalable segmentation-free analysis of submicron resolution spatial transcriptomics
ST-GEARS: Advancing 3D Downstream Research through Accurate Spatial Information Recovery
BARtab & bartools: an integrated Nextflow pipeline and R package for the analysis of synthetic cellular barcodes in the genome and transcriptome
Giotto Suite: a multi-scale and technology-agnostic spatial multi-omics analysis ecosystem
Spatially resolved molecular and cellular atlas of the mouse brain
stGCL: A versatile cross-modality fusion method based on multi-modal graph contrastive learning for spatial transcriptomics
Identification and characterization of human retinal stem cells capable of retinal regeneration
STAIG: Spatial Transcriptomics Analysis via Image-Aided Graph Contrastive Learning for Domain Exploration and Alignment-Free Integration
High-Resolution Spatiotemporal Transcriptomic Atlas Reveals Ly6a+ Peritenon Stem Cell Population and FGF7 Signaling are Critical for Tendon Formation
A single-cell 3D spatiotemporal multi-omics atlas from Drosophila embryogenesis to metamorphosis
Spatial Transcriptomic Alignment, Integration, and de novo 3D Reconstruction by STAIR
Mapping Cell Fate Transition in Space and Time

Nova-ST: Nano-Patterned Ultra-Dense platform for spatial transcriptomics

MaskGs Ad ing joint clustering, and batch correction for spatial transcriptomics using graph-based self-supervised learning
CytoSignal Detects Locations and Dynamics of Ligand-Receptor Signaling at Cellular Resolution from Spatial Transcriptomic Data
Enhancer-driven cell type comparison reveals similarities between the mammalian and bird pallium
Tri-omic mapping revealed concerted dynamics of 3D epigenome and transcriptome in brain cells

scBSP: A fast and accurate tool for identifying spatially variable genes from spatial transcriptomic data

¢ and subs d graph contrastive learning

Spatial domains identification in spatial transcriptomics by domain k
Amyloid beta glycation leads to neuronal mitochondrial dysfunction and Alzheimers pathogenesis through VDACI-dependent mtDNA efflux
SClIITensor: A tensor decomposition based algorithm to construct actionable TME modules with spatially resolved intercellular communications
Spatial Dissection of the Distinct Cellular Responses to Normal Aging and Alzheimer's Disease in Human Prefrontal Cortex at Single-Nucleus Resolution
Towards a universal spatial molecular atlas of the mouse brain
Precise cell recovery by cell nucleus united transcript (CellCUT) for enhanced spatial transcriptomics

stVCR: Reconstructing spatio-temporal ics of cell

using optimal transport
Inferring metabolite states from spatial transcriptomes using multiple graph neural network

CoDi: Contrastive distance cell type annotation for spatially resolved transcriptomics

CellBin: a highly accurate single-cell gene exy

U 1ling the p of the z

pipeline for high-resolution spatial transcriptomics

primary body axis with reconstructed spatiotemporal transcriptomics

Benchmarking algorithms for spatially variable gene identification in spatial transcriptomics
Interpretable high-resolution dimension reduction of spatial 2 transcriptomics data by SpaHDmap
ELLA: Modeling Subcellular Spatial Variation of Gene Expression within Cells in High-Resolution Spatial Transcriptomics

Change in brain molecular landscapes following clectrical stimulation of the nucleus accumbens

Benchmarking alternative pol; ion d ion in single-cell and spatial transcriptomes

A spatially resolved whole-layers landscape of bladder cancer deciphers dynamic invasive progression
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Integrative cell bin segmentation on spatial transcriptomics by Voronoi
Integration of I ing-based and based Spatial

Unbiased profiling of multipotency landscapes reveals spatial modulators of clonal fate biases

Integration of Imaging-based and

based Spatial Omics Mapping on the Same Tissue Section via DBiTplus
Hierarchical Interpretation of Out-of-Distribution Cells Using Bottlenecked Transformer
Randomized Spatial PCA (RASP): a computationally efficient method for dimensionality reduction of high-resolution spatial transcriptomics data
Multiscale Cell-Cell Interactive Spatial Transcriptomics Analysis
Sequencing-based Spatial Transcriptomics with scRNA-seq Sensitivity
Single cell resolved spatial immune repertoire unveils spatial heterogeneity of lymphoid aggregates in human immune disorders
Single-cell spatial transcriptome reveals pathological features of human hippocampus with sclerosis
ST-FFPE-mIF: Integrating Spatial Transcriptomics and MultiplexImmunofluorescence in Formalin-Fixed Paraffin-Embedded Tissues Using Stereo-seq
Zmap: an intelligent region-allocation method to map single-cell into spatial data
®-Space ST: a platform-agnostic method to identify cell states in
Learning Latent Trajectories in Dcvc]of)r;lcntal T;mc Sérics wi‘lh Hidden-Markov Optimal Transport
hie: Efficient of Spatial Cy

Spatial transcriptomics elucidates the central role of cerebral latures in the p of Japanese

Networks from Denoised Spatial Transcriptomics Data

DisConST: Deciphering Spatial Domains Using Distribution-aware Contrastive Learning for Spatial Transcriptomics
n and COVID-19

Single-cell Spatial Transcriptomics Reveals Disease-specific Mi Niches in N at

Spatiotemporal Dynamics of Human Ovarian Cortex Transcriptome Following Vitrification and Thawing: Insights into the FOS/AP-1 Pathway

Spatial M Discovery and A Pattern Characterization in Spatial Transcriptomics and Multi-Omics using SEPAR
SpatioCell: A Deep Learning Algorithm for High-resolution Single-cell Mapping through Deep Integration of Histology Image and Sequencing Data
stPipe: A flexible and streamlined R/Bioconductor pipeline for preprocessing sequencing-based spatial transcriptomics data
SPELL: Spatial Prompting with Chain-of-Thought for Zero-Shot Learning in Spatial Transcriptomics
Decrypting spatiotemporal code of human endometrial receptivity
Topography Aware Optimal Transport for Alignment of Spatial Omics Data

Separable Spatial Single-cell Transcriptome Representation Learning via Graph Transformer and Hyperspherical Prototype Clustering

Application of spatial transcriptomics across organoids: a high- spatial whole: scriptome b king dataset
Spatial geometry-aware deep learning for deciphering tissue structure from spatially resolved transcriptomics
A Multimodal Graph Learning Framework for Versatile Spatial Transcriptomics Analysis with SpatialModal
Structural innovations and neurogenic continuity define avian brain development and evolution
Spatial

reveals persi localized niche-specific
Sﬁétial irz;nsériplor}:{és of de;/elbping wheat seed reveals
Spatial transcriptomic atlas of murit{c ﬁcurntoxocariasia reveals region-specific host responses and dysfunction in the brain
SemanticST: Spatially Informed Semantic Graph Learning for Clustering, Integration, and Scalable Analysis of Spatial Transcriptomics
A single-cell transcriptomic atlas maps cerebellar astrocyte diversity and uncovers the transcriptional code underlying their maturation trajectories
spOT-NMF: Optimal Transport-Based Matrix Factorization for Accurate Deconvolution of Spatial Transcriptomics
Spatiotemporal Omics: Integrating Multi-Omics Data for Translational Research and Drug Development
Three-dimensional spatial transcriptomics at isotropic resolution enabled by generative deep learning

HarveST: Heterogeneous Graph Learning Framework for Revealing Spatial Transcriptomics Patterns

Sequencing-based Spatial Transcriptomics with High Sensitivity
STADiffuser: high-fidelity simulation and full-view 3D modeling of spatial transcriptomics
Uncovering directionally and temporally variable genes with STAVAG
Subcellular mRNA localization patterns across tissues resolved with spatial transcriptomics

Unleashing the power of

I insights in

P the complexity of biological systems in the new era of spatial multi-omics
Decoder-FFPE-seq enables sensitive, genome-wide spatial transcriptomics of archival tissues at single-cell resolution
SpatialFuser: A Unified Deep Learning Framework for Spatial Multi-Omics Data Integrative Analysis
jSPCA: fast, scalable, and interpretable identification of spatial domains and variable genes across multi-slice and multi-sample spatial transcriptomics data
Mapping disease critical spatially variable gene programs by integrating spatial
ContextFlow: Context-Aware Flow Matching For 'l:rajcclory Inl:crcncc From Spatial Omics Data
SpacGPA: annotating spatial transcriptomes through de novo
Comparative transcriptomics reveals shifts in cortical architecture at the metatherian/eutherian transition
Optimal transport modeling uncovers spatial domain dynamics in spatiotemporal transcriptomics studies

A Population-scale Single-cell Spatial Transcriptomic Atlas of the Human Cortex

Dissection of context dent RNA colocalization land from subcellular spatial transcriptomics data

CellBin:a generalist framework to process spatial omics data to cell level

cn or zhaofang ics.cn.
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