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Mendelian randomization and single-cell transcriptomics
prioritize CD7 and LAPTMD5 in primary SjCI gren's disease: an
integrative multi-omics analysis.

stFormer integrates spatial ligand signaling into a foundation
model for spatial transcriptomics.

Ozone disinfection effectively reduces pathogenic microbial
nucleic acid background in mMNGS laboratories.

ArchMap is a web-based platform for reference-based analysis of
single-cell datasets.

Identifying JAK2 and ANXADS as Key Genes Linking Obstructive
Sleep Apnea and Oxidative Stress via Machine Learning and
Multilayer Transcriptomic Integration With Functional Validati

Single-Cell RNA Sequencing-Based Identification of Novel
Podocyte Injury-Associated Genes From Isolated Glomeruli of
Diabetic db/db Mice.

Quantitative Single-Cell Time-Lapse Phase-Contrast
Microscopy with DeepSea.

Reference-Based Cell Type Deconvolution Using
Self-Supervised Contrastive Learning in Spatial Transcriptomics
with Ctdecon.

Patterning of Artificial Cell Populations Via Laser Induced
Forward Transfer for Controlled and Localized Cargo Uptake
and Release.

Al-driven transcriptomics for neurodegenerative disease
research: A systematic review.

CSGDA: A Cell State-Guided Graph Domain Adaptation
Network for Single-Cell Drug Response Prediction.

Al-Empowered Viral Metagenomics for Clinical Diagnosis:
Advances, Bottlenecks, and Translational Pathways.

Integrating Morphology and Gene Expression of Neural Cells in
Unpaired Single-Cell Data Using GeoAdvAE.

OpenFISH enables same-section spatial transcriptomics and
MALDI-MSI integration.

PRISM-GEP: Viewing Single-Cell Expression through the Lens
of Topic Modeling.

Pop-Corn: Predicting Perturbation Phenotype Effects Across
Single-Cell and Spatial Contexts.

Streamlined Production of Recombinant Adeno-Associated
Viruses Using Gateway Cloning Technology for Neural Circuit
All-Optical Interrogation.

Diverse genome organization strategies for polysaccharide
utilization in the oceans.

Extracting interpretable single-cell metabolic states with
graph-guided representation learning.

Lossless compression of protein databases for efficient and
accurate metagenomic sequence classification with Centrifuger.
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Phylodynamic inference with the bounded coalescent: a point
process perspective.

Evidence of active whole-genome doubling (WGD) subclones in
non-WGD tumors.

Andrographolide Combined With Voriconazole Enhances
Antifungal Activity Against Aspergillus Species.

Categorization and analysis of 16 computational methods for
estimating cell potency from single-cell RNA-seq data.

Microbiology Galaxy Lab: a community-driven gateway for
reproducible and FAIR analysis of microbiological data.

scMRdb: a comprehensive resource for cell-type-resolved
Mendelian randomization of complex traits.

BILBO: a self-hosted platform for large-scale RNA-Seq analysis
with a functional annotation clustering framework.

From 16S rDNA-seq count data to microbial interactions: A
comprehensive benchmark of co-occurrence network inference
methods.

scLncR: an integrated and flexible pipeline for INCRNA analysis
in single-cell RNA sequencing data.

scEvoSel maps evolutionary selection signals onto single-cell
transcriptomic atlases to reveal selection-relevant cellular
contexts.

Time-to-transformation transcriptomic modeling identifies oral
squamous cell carcinoma-initiation and SPP1-integrin niche
programs in oral leukoplakia.

Starlng: STability Analysis of coReguLated "Nests" of Genes.

Deep Lineage: Single-cell lineage tracing and fate inference using
deep learning.

Rare and common genetic variants shape single-cell immune
gene expression.

The Mouse Retina as an Evolving Model System: From Layered
Anatomy to Cell-Type-Resolved Regenerative Repair.

Isolation of Ventricular Cardiomyocytes from the Annual
Killifish Nothobranchius furzeri for Whole-Cell Patch Clamp
Recordings.

A droplet-based long-read single-cell epigenome sequencing
method for the high-throughput profiling of multidimensional
regulatory elements within individual cells.

CellMarker 3.0: an updated resource of manually curated and
computationally predicted cell markers in human/mouse and
interactive web tools for single-cell and spatial transcriptom

MeXpose 2.0: A Comprehensive Toolkit for Single-Cell Spatial
(Metall-)omicsd Covering All Steps from Image Reconstruction
to Integrative Analysis.

Integration-free and cluster-free detection of localized
differential gene coexpression in single-cell data with DiCoLo.
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Exploring DNA movement through the application of
droplet-based high-efficiency chromatin conformation capture
(DropHiChew) and loop velocity.

Source Apportionment and Resistome Signatures of Community
and Hospital Effluents in Urban Sewer Networks.

Synovial fluid cell isolation protocol affects immune cell recovery
and composition across inflammatory states.

Multi-layer analysis of gut metagenomic functional potential in
major depressive disorder.

High-throughput droplet-based enzymatic DNA methylome
profiling enables single-cell resolution of epigenetic
heterogeneity.

Identification of key cell subpopulations and associated
biomarkers for mouse dry eye disease based on the
Scissor-CIBERSORTX algorithm integration strategy.

scHGNN: A single-cell gene regulatory network inference
method based on heuristic graph neural networks.

Diagnostic accuracy and clinical considerations of metagenomic
next-generation sequencing in prosthetic joint infection: a
systematic review and meta-analysis.

TriLock-FISH enables in situ discrimination of influenza cRNA
and mRNA for single-cell analysis of viral replication and
transcription.

Single-cell and multi-algorithm profiling identifies SNRPG as a
Claudin-1-associated regulator of malignant progression in
triple-negative breast cancer.

OpenDVP: an experimental and computational framework for
community-empowered deep visual proteomics.

Shengi Granules Ameliorate Cerebral Ischemia-Reperfusion
Injury by Regulating Glucocerebrosidase and Uridine
Metabolism in Microglia.

CCCView: A Knowledge Platform for Integrated Analysis of
Spatial Transcriptomic Cell-Cell Communication.

POINTSseq: Cell-type-specific barcoding reveals single-cell
projection architecture of the mouse dopaminergic system.

HetAnn: Cell Type Annotation for Spatial Transcriptomics by
Heterogeneous Graph Learning.

High-content morphological profiling by Cell Painting in 3D
spheroids.

Multi-Platform Transcriptomic Classification of LUAD Driver
Mutation Subtypes via Heterogeneous Ensemble Learning.

Single-cell-based analysis establishes CLQA-mediated
promotion of high glucose-induced tubular epithelial injury via
ERSin DN.

Integration of polygenic risk with single cell methylation data
using met-scDRS.

CYP1BL1 is a potential target of kaempferol in renal fibrosis: a
multiC) omics and single cell transcriptomics study.
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Diagnostics (Basel,
Switzerland)

Gene

Bioinformatics (Oxford,
England)

Bioresources and
bioprocessing
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Identification of Novel CD52+ Fibroblasts in Nodular Prostatic
Hyperplasia.

Rapid and reversible regulation of cell cycle progression in
budding yeast using optogenetics.

A sensitive method for profiling cell-type-specific secretomes of
rare cells from complex tissues.

Disentangling microbiota-dependent and -independent impacts
of antibiotics on host physiology.

Recovering CDR3 sequences from RNA-seq data: a critical
assessment of computational and experimental strategies.

Pan-cancer analysis reveals DNAJC9 as an immune-related
biomarker and a positive regulator of the PI3K/AKT signaling
pathway.

An optimized flow cytometry sorting-sequencing workflow
reduces storage, sorting, and extraction bias in sorted microbial
communities.

Feature selection and dimensionality reduction in multi-omics.

Decoding radiation-induced transcriptomic signatures of human
leukocytes using long-read RNA-seq: clinical and biodosimetric
implications.

Optimizing Pathogen Detection in Clinical Metagenomics: A
Comprehensive Benchmarking of Bioinformatic Pipelines for
Single-End Short Reads.

Single-Cell Detection and Quantification of Metabolically Active
Bacteria in Soil Using Heavy-Water Labeling and Raman
Microspectroscopy.

Enrichment of Retinal Endothelial Cells and M ller Glia Enable
Comprehensive scRNA-Seq Profiling of the Blood-Retinal
Barrier.

DNADharvester: A Nextflow Pipeline for Analysing Highly
Degraded DNA from Ancient and Historical Specimens.

Inferring gene regulatory networks from single-cell
transcriptomics jointly through graph neural networks and
Transformer.

Computational deconvolution of drug sensitivity via
single-cell-to-bulk transcriptome mapping.

Benchmarking immunoinformatic repertoire assemblies from
bulk RNA-seq and PCR-based V(D)J sequencing using
PCR-free SMRT RNA sequencing.

Sequencing the wastewater virome: Current strategies and
bioinformatic pitfalls.

How to dissociate porcine ovaries: towards efficient retrieval of
putative female germline stem cells.

Adaptation and application of the Comet Assay to genotoxicity
assessments in elasmobranchs.

Integrating multi-method approach reveals extensive antibiotic
resistance dissemination from concentrated animal feeding
operations to surface waters.
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CDsState Resolves Malignant Cell Heterogeneity from Bulk
Tumor RNA Sequencing Data.

Efficacy of icariin in polycystic ovary syndrome: Cathepsin S as a
key target revealed by computational and experimental evidence.

DNA-Modified Nanowire Thermometer Uncovers Thermal
Responses of Neuronal Soma and Neurites to H202 Treatment.

A stem cell-based flow cytometry assay to predict
post-transplantation relapse in patients with myelodysplastic
syndromes with excess blasts: a prospective study.

SpatialZoomer: multi-scale feature analysis of spatial
transcriptomics.

Oral Actinomyces Species Exposure is Associated with
Anxiety-Like Behavior, Mitochondrial Remodeling, and Altered
GABAergic Pathways.

Animal Models of Slow-Transit Constipation: Current Progress,
Limitations, and Future Perspectives.

CausalCellinfer: Prioritizing Cell-Type-Specific Disease
Associations From Genetically Predicted Transcriptomes in
Biobank Cohorts.

Hypergraph-Enhanced Self-Supervised Learning with
Module-Aware Structured Masking for Single-Cell
Transcriptomic Clustering.

Vortex beam-based Raman spectroscopic single cell analysis of
radiation-induced biochemical changes in human erythrocytes
for radiation biodosimetry.

High-Performing Unitized Regenerative Fuel Cell Using
PGM-Free Bifunctional Catalysts from Waste-Derived Carbon.

Series-Parallel Testing of Laboratory Lithium-lon Cells: Not All
Coin Cells Are Created Equal.

Deploying machine learning and metagenomics for predicting
gut microbial drug biotransformation in colorectal cancer.

Single-cell elemental analysis of Limnospira platensis and
Chlorella vulgaris using novel downward-pointing inductively
coupled plasma time-of-flight mass spectrometry with emphasi

scDGCN: A Graph-Based Deep Clustering Framework for
Single-Cell Transcriptomics via Neighborhood-Enhanced
Context Representation Learning.

Optimized approaches to profile low biomass DNA and RNA
virome in the upper respiratory tract of beef cattle.

Fast, flexible gene cluster family delineation with IGUA.

Seumetry: a versatile and comprehensive R toolkit to accelerate
high-dimensional flow and mass cytometry data analysis.

DESIGN: a framework for generative Al-enabled crop molecular
design-driven breeding.

Single-Cell Transcriptomics Identifies Fibroblast-Associated
Transcriptional Patterns and Candidate Therapeutic Targets in
the Comorbidity of Non-Small Cell Lung Cancer and Obesity
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Nature biomedical
engineering

Advanced science
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