Supplementary data Figure S4
[image: image1.png]A Cellular component

Cell membrane 19%

B Biological process

Angiogenesis 1%

Action potential /

neurotransmitter 3%

Transport and localization 15%

Translation regulation 2%

Transcription regulation 12%

System process 2%

Skeletal system
development 1%

Signal transduction 4%
Response to stress 1%

Proteolysis 4%
Protein modification process 8%

C Molecular function

Transcription cofactor activity
Structural molecule activity 2%

Signal transducer activity 7%

Receptor activity 4%

Protein binding 10%

Pattern binding 1%

Cytoplasm 30%
(incl. Golgi and
endoplasmic
reticulum)

Extracellular matrix 9%

Mitochondrion 2%

Apoptosis 3%

Carbohydrate
metabolism 4%

Cell adhesion 3%

Cell communication 1%

Cell cycle 4%

Cell differentiation /
morphogenesis 3%

DNA damage / repair 2%
Hormone signaling 1%
Immune system process 2%
Lipid metabolism 2%
MAPKKK cascade 3%
Metabolic process 2%
Microtubule/cytoskeletal 1%
Multicellular organismal process 3%
Nervous system development 1%
Neurogenesis 1%

Nucleic acid metabolic process 10%

2% Transporter activity 8%
Actin binding 2%

Catalytic activity 18%
Enzyme inhibitor activity 1%
GTPase activator activity 2%

lon binding 3%




Supplementary data Figure S4. Bioinformatic analysis of genes impacted by significantly down-regulated miRNAs in human TLE-HS. (A) Pie chart depicting the cellular component for the genes predicted to be targeted by the down-regulated miRNAs in human TLE-HS tissue. (B) Pie chart depicting the biological processes of the genes predicted to be regulated by the miRNAs. (C) Pie chart depicting the molecular functions of the genes predicted to be affected by the reduced miRNAs. Key; MAPKKK, mitogen-activated protein kinase kinase kinase.
