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System-level synchronization and subtype-specific modules
govern brain-wide serotonin axon innervation.

Kinetics-seq enables comprehensive profiling of single-cell RNA
kinetics in vivo to reveal dynamic tumor heterogeneity.

Methods to Address Compositional Data Challenges in Clinical
Studies for the Safety Assessment of Human Microbiome
Perturbations.

Air-Liquid interface midbrain organoids model the pathological
features of Parkinson's disease.

Tenfold Expansion Submicrometer(l MALDI Mass
Spectrometry Imaging of Tissues and Cultured Cells.

Single-Cell Imaging of Site-Specific RNA-Protein Interactions.

Prospective metagenomic sequencing of wastewater across the
United States yields robust viral enrichment and concordance
with digital PCR measurements.

Spatial cell-cell communication inference based on
cell-spot-ligand-receptor heterogeneous graphs.

Machine learning-driven M2 macrophage signature for precision
prediction of survival and therapy response in acute myeloid
leukemia.

PP4 deficiency drives airway epithelial senescence via the
PERK-elF2a -ATF4-p21 axis in severe asthma.

Functional-Taxonomic Scaling Resolves Conflicting Average
Genome Size Estimates Across Environmental Gradients.

Single-Cell and Bulk RNA-Seq Profiling Identifies Cell
Adhesion-Related Gene Signatures in Cerebral
Ischemia-Reperfusion Injury.

[Stability and viability optimization for filamentous
microorganisms in droplet-based microfluidic screening].

MultiSpaceNet: Graph-based Joint Representation Learning for
Paired Spatial Transcriptome-Proteome Data.

Topologically-based parameter inference for agent-based model
selection from spatiotemporal cellular data.

Integrating zero-inflation correction and transcriptional kinetics
for single-cell transcriptomic analysis.

Xoublet: An Extreme-Scale Doublet Detection Algorithm for
Cardiac Single-Cell Transcriptomics.

Resolution and automated analysis of single-cell Ca2+ waves
within living myocardial tissue slices.

A comparative study of mMNGS and tNGS for pathogen detection
in paired upper and lower respiratory tract specimens from
pediatric pneumonia patients.
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A mitoxyperiosis-associated gene signature correlates with
immune disturbance and provides a potential diagnostic
biomarker for systemic lupus erythematosus.

Probing and Painting to Get the Full Picture of Macrophage
Polarisation.

A Multiscale Quantitative Systems Pharmacology Platform for
Early Screening of MMAE-Based Antibody-Drug Conjugates.

Transcriptomic immune subtyping and connectivity mapping
nominate DNA methyltransferase inhibitors for
immunedepleted melanoma.

Unraveling the dielectric heterogeneity response of cell lines
under electroporation: a microfluidic single-cell on-chip system.

Fast, flexible analysis of differences in cellular composition with
crumblr.

Al-based characterization of Alzheimer's disease phenotypes
from population-scale single-cell data.

Single-Bacterium Biosensing: A Rapid Electrochemical Strategy
to Differentiate Antibacterial Efficacy and Mechanism.

Transcriptome-based postmortem interval prediction in the
human dorsolateral prefrontal cortex using covariate-aware
machine learning.

CRYSPER and CUREIPES: two new molecular tools enabling
analysis of RNA splicing and C-to-U RNA editing-inducible
protein expression at single cell resolution.

Investigation of Dinga Dinga: A Cluster of Bilateral
Lower-Extremity Tremors-Bundibugyo District, Uganda,
2023-2024.

Large-scale organoid-derived cyst cultures as a drug discovery
platform for polycystic kidney disease.

Graph Masked Autoencoder With Multi-Head Latent Attention
Mechanism for Gene Regulatory Link Prediction.

Uncovering heterogeneous effects via localized feature selection.

Detection and sequencing of Ap2N-capped RNAs in human
cells.

Senescent Cell Heterogeneity: Tissue-Dependent Signatures and
Age Dynamics Revealed by Human scRNA-Seq Data.

Multi-omics integration and artificial intelligence for the
conservation and utilization of local chicken genetic resources.

Trajectory-informed gene feature selection in single-cell analysis
with SEEK-VFI.

Multi-omics integration identifies prognostic genes linked to
adaptive immunity response and radiosensitivity in cervical
cancer.

Sequential Chlorantraniliprole-Bacillus thuringiensis Application
Enhances Transcriptomic Reprogramming and Disrupts
Detoxification Pathways in Spodoptera frugiperda (Noctuidae:
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od

Clinical rheumatology

SLAS discovery :
advancing life sciences

European journal of
pharmaceutical scien

Melanoma research

Microsystems &
nanoengineering

Nature communications

Nature medicine

ACS sensors

Forensic science
international

Nucleic acids research

The American journal of
tropical medicin

Kidney international

IEEE journal of
biomedical and health in

Proceedings of the
National Academy of S

Proceedings of the
National Academy of S

International journal of
molecular scien
Poultry science

Cell reports methods

Translational oncology

Journal of applied
toxicology : JAT

od

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

2026-Sep-2

PMID

42782481

42785586

42785646

42777131

42778526

42778538

42778763

42777140

42777494

42779099

42772264

42772449

42776880

42743276

42743287

42794841

42777373

42508407

42767096

42767978



40

41

42

43

44

45

46

47

48

49

50

51

52

53

54

55

56

57

58

59

od

Trace-n-Seq combines retrograde fluorescent tracing with
sorting and single-cell sequencing of innervating peripheral
neurons.

Tissue expansion mass spectrometry imaging (TEMI) for
high-spatial-resolution multiomics molecular mapping.

A scalable workflow for sensitive detection and genomic
profiling of tumour cells in lymph nodes from FFPE tissue.

Code-multiplexed multi-frequency impedance cytometry with a
unified deep-unfolding network.

Apollo-IREL: A Genetically Encoded Sensor for Live Cell and
Multiplexed Imaging of Endoplasmic Reticulum Stress.

Mapping a differentiation architecture for hard tissue
mineralization with large-scale single-cell atlases.

STEAP2 Is a Candidate Marker of a 7g/CNA-Associated
Iron-Handling Malignant Epithelial State in Lung
Adenocarcinoma.

SMORE: joint dimension reduction and cell population
discovery on single-cell methylome data.

A lifespan single-cell atlas of the human developing
hippocampus benchmarks familial Alzheimer's disease brain
organoids.

Proximity Labeling in Caenorhabditis elegans to Detect
Neuronal Proteins During Memory Formation.

Omics approaches in insect diapause research.

Single-Cell Transcriptomic Profiling and Machine Learning
Reveal Stage-Specific Gene Dynamics in Brucellosis.

Spatially resolved multimodal hallmarks of response to
neoadjuvant immunotherapies in the melanoma ecosystem in
2D and 3D.

In vivo intercellular CRISPR screens using viral proximity
barcoding reveal regulators of tumor-immune interactions.

Joint inference of paired dynamical gene regulatory networks
reveals distinct cell-state landscapes of neutrophil
reprogramming.

Isolation of Brain Microglia to Study Persistence of Human
Immunodeficiency Virus-1.

Rapid and accurate diagnosis of bloodstream infections: A
multiplex real-time PCR assay with selective microbial
enrichment for direct whole-blood detection and positive blood
cult

Revealing therapeutic single-cell transcriptomic signatures using
a simple classifier.

ConvexGating infers gating strategies from clusters in single cell
cytometry data.

Community: Component based differential cell communication
analysis in large multi-sample case-control sScRNAseq datasets.
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iPscDB: a comprehensive platform for plant single-cell
transcriptomic data integration and analysis.

In vitro induction of human germinal center B cells.

Integration of cell-specific gene expression and chromatin
accessibility facilitates localization of neurodegenerative risk in
microglia.

Whole-transcriptome-scale isoform-resolved spatial imaging of
single cells in tissues.

CoSAG-nf: A Scalable Nextflow Pipeline for Co-assembly,
Optimization, and Interactive Visualization of High-Throughput
Single-Cell Genomes.

Novel insight into diversity of active tetracycline-resistant
bacteria and genes in sludge by in situ microcapsule-entrapped
cultivation.

A Real-Data-Driven Framework for Evaluating Differential
Transcript Usage Methods Across Long-Read Bulk, Single-Cell,
and Spatial Transcriptomics.

Key genes identified in ammonia-induced cell death during
pediatric sepsis: Machine learning, single-cell, and virtual gene
knockout approaches.

STAT1: a central hub linking ferroptosis and inflammation in
hepatic ischemia-reperfusion injury.

A systematic evaluation of the sources of nonuniform coverage
in RNA-seq and limitations of current practices.

Identification of broadly tumour-reactivey & TCRs from
multiple myeloma.

A dual-mode nano-microelectrode for PTH detection at the
single-cell level.

Synthesis of Pt-Pd bimetallic nanorods and nanoparticles
supported on single-walled carbon nanotubes via a solvothermal
approach.

Intracellular gelation technology: frontier exploration in
biomaterials and biomedical applications.

Benchmarking reference-based cellular deconvolution
algorithms to predict cell proportions.

TopClust: Topological-based analysis of SscRNA-seq data for
data-driven identification of clusters and core cluster cells.

Quantitative imaging of dynamic processes in intestinal
organoids.

Multimodal Al and single-cell transcriptomics integrate to
construct a histopathological prognostic model for bladder
cancer, revealing the RTN3-glycolysis axis in chemoresistance.

Integrated Visualization of Neutrophil Recruitment and
Inflammatory Cytokine Profiling in Bronchoalveolar Lavage
Fluid.

Paean: A Unified and Efficient Transcriptome Quantification
System Using Heterogeneous Computing.
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Integrated single-cell and bulk transcriptomic analysis reveals an
epithelial cell-derived prognostic and immunotherapeutic
signature with ADAM12 as a key functional regulator in n
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single-cell isolation identifies membrane pathways.
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spatial RNA-to-protein prediction and virtual protein profiling.

Interpretable deep neural network identifies robust biomarkers
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curation of epithelial segmentation.

Benchmarking methods for extracting microbial signal from
host-dominated metatranscriptomes.
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Pattern-Filter structural validation of single-cell RNA-seq reads
reduces artifactual barcodes and improves biological resolution.
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A single-cell atlas of multiple myeloma defines malignant
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TSPO-mediated chondrotoxicity: Evidence from in silico
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and antimicrobial resistance.
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interface tissue.
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OLRZ1: Novel insights into environmental bone toxicity.

Macrophage reprogramming nodes for bone repair identified by
single-cell and spatial omics.

Antimicrobial Activity of Eugenol Against NDM-Producing
Escherichia coli: An In Vitro and In Vivo Study.
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TFRC-mediated immune exclusion as a therapeutic vulnerability
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gene knock-in efficiency.
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Chromatin accessibility of the jejunum in two high-yielding
laying hen strains under divergent mineral phosphorus supply
during the transition to egg laying.

A systematic benchmark of bioinformatics methods for
single-cell and spatial RNA-seq nanopore long reads data.
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Unraveling the pathogenic mechanisms of osteoarthritis and
obesity: An integration of GWAS, cellular specificity, and spatial

transcriptomics.
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Neurological Implications, and Translational Perspectives.

From rules to foundation models: a comprehensive review of
machine learning approaches for siRNA design.
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for bacterial and fungal detection and its role in antimicrobial
therapy adjustment in critically ill patients with non-r
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Circadian reprogramming of inflammation and metabolism in
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Construction of molecular signatures based on the co-expression
network of NECSO-related gene TRPM4 and its prognostic
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Integration of artificial intelligence and multi-omics for precision
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Integrated pan-cancer analysis reveals a cancer-associated
fibroblast oxidative stress response signature predicting
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The multifaceted role of atomic force microscopy in
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Benchmarking cell type annotation in spatial transcriptomics:
resolving cellular hierarchies, biological fidelity, and dynamic cell
states.

An Aspergillus luchuensis isolated from a patient with
hemoptysis insights from a comprehensive genome-based
analysis: Case report.

High-Dimensional SERS Mapping of Single Circulating Tumor
Cells Deciphers the Phenotypic Landscape and Stratifies
Metastatic Risk in Pancreatic Cancer.

Maternal immune gene expression trajectories and dynamic
genetic regulation throughout pregnancy

Direct Pan-Cancer Multi-Omic Analysis of Radiotherapy
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and Extracellular Adaptive Programs Underlying
Radioresistance
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Glioma: A Comparative Study between East Asian and
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Spatially resolved contrastive analysis of perturbation-driven
microenvironmental heterogeneity across tissues and conditions

Pruning the Search, Not the Signal: Adaptive-Banding
Needleman-Wunsch Sequence Alignment via Protein Language
Model Confidence

Disruption of a Structural Niche for Otoconia Maintenance May
Underlie Common Vestibular Disorders

Wastewater metagenomic sequencing enables broad pathogen
and resistome monitoring in Lagos, Nigeria

A Computational Pipeline for Retinal Capillary Blood Flow
Measurement using Adaptive Optics Line Confocal
Ophthalmoscopy
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syntax, transcription factor footprints and regulatory v

An NR2F1-dependent retinoic acid network controls retinal
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Speciesformer learns conserved cellular states for cross-species
generative virtual cell modeling
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bladder cancer and predicted by a distinct microenvironmental
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A gut microbiome-derived risk score is associated with future
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A chromosome-scale genome assembly of the Swiss Lolium
multiflorum ecotype Tremona reveals a scalable method to purge

spurious duplications

Minimizing time in culture: A prototypic autologous
manufacturing workflow for monoclonal iPSC lines within seven

weeks

Timing of metabolomics-driven supplementation strategies
affects protein expression in E. coli-based cell-free expression

systems

Fusion-derived phospho-neoepitopes define a prioritized
candidate neoantigen repertoire in MASLD-HCC

GABAergic Circuit Activation Induces a Therapeutically
Responsive State for anti-PD-L1 Immunotherapy in

Glioblastoma

Glutamatergic Neuron-Meningioma Synapse Interaction
Promotes Brain-Invasive Tumor Growth

The Neural Impact Score benchmarks drugs in Multi-Region

Brain Organoids

Diagnostic Performance of Bronchoalveolar Lavage Fluid
Metagenomic Next[J generation Sequencing versus
Conventional Microbiological Tests in Immunocompromised
and Immunocompetent Pat

scLTF: A self-training clustering framework for large-scale

single-cell RNA-Seq data.

Integrative transcriptomic analysis of peripheral blood identifies
NETosis-associated programs and a stratified adaptive immune
suppression pattern in severe acute pancreatitis.

Integrative computational analysis of public fecal lipidomics and
transcriptomics datasets suggests a candidate association between
the COX-2 pathway and CE(20:4) in colorectal ade

Cytotoxic T-cell exhaustion analyses by in situ single-cell
immunofluorescence in relation to colorectal cancer patient age,
tissue bacteria and mortality.

Identification of key molecular targets in nicotine-induced
spontaneous abortion through network toxicology and

multi-omics integration.

Deciphering the Immune Landscape of Abdominal Aortic
Aneurysm: A Machine Learning and Cross-Species Validated

Multi-Omics Approach.

Current Concepts in Periprosthetic Joint Infection: Modern
Biomarkers, Microbiome Insights, Molecular Diagnostics, and
Emerging Prevention Strategies.

From insilico prediction to experimental validation:
Identification of drugs and novel synergistic combinations that
inhibit growth of inflammatory breast cancer cells.

Identification and Validation of a Two-Gene NK Cell-Related
Risk Model for COPD: Integration of Single-Cell and Bulk

RNA-Seq Analysis.

The dental pulp as a high-resolution model for neurovascular

niche biology.
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320 Fedflow: cloud orchestration for federated learning with the Bioinformatics advances 2026 42725323
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