GeDiPNet Cluster 543 -- Enriched Pathways

Pathway enrichment: KEGG + Reactome, upper-tail hypergeometric test, Benjamini-Hochberg FDR-corrected. Fold enrichment = (overlap / cluster gene count) / (pathway gene count / universe size). Top 15 pathways per cluster by g-value.
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Pathway

Cytoskeleton in muscle cells

Hypertrophic cardiomyopathy

Dilated cardiomyopathy

FGFR2 alternative splicing

Smooth Muscle Contraction

Defective GNE causes sialuria, Nonaka myopathy and inclusion body myopathy
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Striated Muscle Contraction

Amyotrophic lateral sclerosis

Viral myocarditis

Mitophagy - animal

Pexophagy

HSF1 activation

Purine ribonucleoside monophosphate biosynthesis

Cell-extracellular matrix interactions

Caspase-mediated cleavage of cytoskeletal proteins
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Overlap Gene Names

LDB3, MYH7, TTN, FLNC, SPTAN1,
NEB

MYH7, TTN, CAV3

MYH7, TTN, CAV3

HNRNPAL, TIAL

DYSF, CAV3

GNE

TTN, NEB

VCP, HNRNPA1, MATR3, SQSTM1

MYH7, CAV3

VCP, SQSTM1

SQSTM1

VCP

ADSS1

FLNC

SPTAN1
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14.79

17.33

16.34
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