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NERIHE: Molecular pathways and diagnosis in spatially resolved Alzheimer's hippocampal atlas
ZRHEAT): Neuron(IF: 15)
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XERB: Single-cell spatial transcriptomics of tertiary lymphoid organ-like structures in human
atherosclerotic plaques
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ITGA5* synovial fibroblasts orchestrate proinflammatory niche formation by remodelling
the local immune microenvironment in rheumatoid arthritis

Annals of the Rheumatic Diseases (IF: 20.3)
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XE@H: Spatial multiomics decipher fibroblast-macrophage dynamics in systemic sclerosis
K RHATFI: Annals of the Rheumatic Diseases (IF: 20.3)
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Single-cell multiome and spatial profiling reveals pancreas cell type-specific gene

regulatory programs of type 1 diabetes progression
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