Additional file 5. 100 top-level gene ontology biological processes. (A) Biological processes related to miRNAs up-regulated in OF-EVs. (B) Biological processes
related to miRNAs up-regulated in UF-EVs.

A.

GO:0031175: neuron projection development
R-HSA-426496: Post-transcriptional silencing by small RNAs
GO:0051668: localization within membrane

'WP3929: Chemokine signaling pathway

GO:0048729: tissue morphogenesis

G0:0019725; cellular homeostasis

GO:0007017: microtubule-based process

G0:0060322: head development

GO:0015697: quaternary ammonium group transport
GO:0031331: positive regulation of cellular catabolic process
GO:0048871: multicellular organismal homeostasis

GO:0099111: microtubule-based transport

GO:0050678: regulation of epithelial cell proliferation
GO:0010889: regulation of sequestering of triglyceride
GO:0060688: regulation of morphogenesis of a branching structure
WP34: Ovarian infertility

R-HSA-382551: Transport of small molecules

GO:0051896: regulation of protein kinase B signaling
R-HSA-112316: Neuronal System

GO:0016050: vesicle organization

GO:0048839: inner ear development

GO:0098662: inorganic cation transmembrane transport
GO:0043305: negative regulation of mast cell degranulation
GO:0048638: regulation of developmental growth

hsa05165: Human papillomavirus infection

GO:0007040: lysosome organization

R-HSA-422475: Axon guidance

R-HSA-9006931: Signaling by Nuclear Receptors

GO:0007565: female pregnancy

GO:0061448: connective tissue development

WP4830: GDNF/RET signaling axis

hsa04614: Renin-angiotensin system

GO:0044057: requlation of system process

GO:0045596: negative regulation of cell differentiation
R-HSA-6791312: TP53 Regulates Transcription of Cell Cycle Genes
'WP2586: Aryl hydrocarbon receptor pathway

GO:0050995: negative regulation of lipid catabolic process
R-HSA-194315: Signaling by Rho GTPases

GO:0060627: requlation of vesicle-mediated transport
GO:0051052: regulation of DNA metabolic process

GO:0002683: negative regulation of immune system process
GO:0002686: negative regulation of leukocyte migration
R-HSA-75153: Apoptotic execution phase

M3008: NABA ECM GLYCOPROTEINS

GO:0016188: synaptic vesicle maturation

GO:0070848: response to growth factor

G0:0043200: response to amino acid

R-HSA-1483255: P| Metabolism

GO:0051640: organelle localization

GO:0031667: response to nutrient levels

G0:0002262: myeloid cell homeostasis

R-HSA-8953897: Cellular responses to stimuli

R-HSA-1663150: The activation of arylsulfatases

GO:0040029: regulation of gene expression, epigenetic
GO:0009725: response to hormone

GO:0043666: regulation of phosphoprotein phosphatase activity
6G0:1902992: negative regulation of amyloid precursor protein catabolic process
GO:0048762: mesenchymal cell differentiation

WP3: Transcriptienal activatien by NRF2 in response to phytochemicals
GO:0048771: tissue remodeling

GO:0051098: regulation of binding

GO:0090150: establishment of protein localization to membrane
GO:0034330: cell junction organization

R-HSA-5663202: Diseases of signal transduction by growth factor receptors and second messengers
R-HSA-5653656: Vesicle-mediated transport

GO:0060612: adipose tissue development

M46: PID ATR PATHWAY

GO:0006897: endocytosis

G0:0003012: muscle system process

M237: PID VEGFR1 2 PATHWAY

GO:0099536: synaptic signaling

GO:0009749: response to glucose

GO:0002407: dendritic cell chemotaxis

R-HSA-1445148: Translocation of SLC2A4 (GLUT4) to the plasma membrane
R-HSA-6785807: Interleukin-4 and Interleukin-13 signaling
GO:0016358: dendrite development

GO:0043269: regulation of ion transport

R-HSA-9612973: Autophagy

GO:0002520: immune system development

GO:0048640: negative regulation of developmental growth
GO:0071371: cellular response to gonadotropin stimulus
GO:0010876: lipid localization

GO:0030856: regulation of epithelial cell differentiation
‘WP4535: Envelope proteins and their potential roles in EDMD physiopathology
G0:1901861: regulation of muscle tissue development
GO:0097164: ammonium ion metabolic process

GO:0050730: regulation of peptidyl-tyrosine phosphorylation
'WP4312: Rett syndrome causing genes

GO:0034695: response to prostaglandin E

GO:0007264: small GTPase mediated signal transduction
GO:0060341: regulation of cellular localization

G0:0002347: response to tumor cell

GO:0018230: peptidyl-L-cysteine S-palmitoylation
G0:0008283: cell population proliferation

GO:0044089: positive regulation of cellular component biogenesis
G0:0140352: export from cell

R-HSA-6794362: Protein-protein interactions at synapses
G0:0001909: leukocyte mediated cytotoxicity

GO0:0099172: presynapse organization

G0:1903859: regulation of dendrite extension
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B.

R-HSA-2262752: Cellular responses to stress
'WP3888: VEGFA-VEGFR2 signaling pathway
hsa05200: Pathways in cancer
R-HSA-9716542: Signaling by Rho GTPases, Miro GTPases and RHOBTB3
G0:0001568: blood vessel development
G0:0060341: regulation of cellular localization
GO:0080135: regulation of cellular response to stress
R-HSA-5663202: Diseases of signal transduction by growth factor receptors and second messengers
R-HSA-1640170: Cell Cycle
GO:0009725: response to hormone
R-HSA-1280215: Cytokine Signaling in Immune system
R-HSA-9006934: Signaling by Receptor Tyrosine Kinases
GO:0009896: positive regulation of catabolic process
GO:0030335: positive regulation of cell migration
R-HSA-5653656: Vesicle-mediated transport
R-H5A-8953854: Metabolism of RNA
78: mitotic cell cycle
: intracellular protein transport
: cellular response to DNA damage stimulus
: chromatin organization
: regulation of cell cycle process
: immune system development
: regulation of cellular amide metabolic process
: gland development
: head development
GOl : regulation of growth
hsa04068: FoxO signaling pathway
R-HSA-3700989: Transcriptional Regulation by TP53
GO:0006468: protein phosphorylation
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R-HSA-9006931: Signaling by Nuclear Receptors

hsa04218: Cellular senescence

GO0:0062197: cellular response to chemical stress

071363: cellular response to growth factor stimulus
R-HSA-2559583: Cellular Senescence

GO:0031647: regulation of protein stability

GO:0051098: regulation of binding

R-HSA-109582: Hemostasis

GO:0043043: peptide biosynthetic process

R-HSA-6798695: Neutrophil degranulation

GO:0009611: response to wounding

'WP366: TGF-beta signaling pathway

GO:0043549: regulation of kinase activity

hsa05205: Proteoglycans in cancer

GO:0032446: protein modification by small protein conjugation
G0:1903311: regulation of mRNA metabolic process
GO:0030155: regulation of cell adhesion

GO:0010942: positive regulation of cell death

'WP138: Androgen receptor signaling pathway

R-HSA-9006925: Intracellular signaling by second messengers
G0:0009792: embryo development ending in birth or egg hatching
'WP4659: Gastrin signaling pathway

R-HSA-2990846: SUMOylation

GO:0030036: actin cytoskeleton organization

WP437: EGF/EGFR signaling pathway

GO:0034654: nucleobase-containing compound biosynthetic process
GO:0071407: cellular response to erganic cyclic compound
R-HSA-9675108: Nervous system development

R-HSA-556833: Metabolism of lipids

GO:0008285: negative regulation of cell population proliferation
GO:0007507: heart development

GO:0010256: endomembrane system organization

M279: PID RB 1PATHWAY

hsa04933: AGE-RAGE signaling pathway in diabetic complications
GO 2001233: regulation of apoptotic signaling pathway

R HSA-9679506: SARS-CoV Infections

GO:0031344: regulation of cell projection organization

045596: negative regulation of cell differentiation
GO:0031400: negative regulation of protein modification process
M167: PID AP1 PATHWAY

GO:0036293: response to decreased oxygen levels

M145: PID P53 DOWNSTREAM PATHWAY

GO:0051129: negative regulation of cellular component organization
G0:1903320: regulation of protein modification by small protein conjugation or removal
GO:0071345: cellular response to cytokine stimulus
G0:1901214: regulation of neuron death

GO:0040007: growth

‘WP4754: IL-18 signaling pathway

GO:0030111: regulation of wnt slgnallng pathway

‘WP2374: Oncostatin M signaling pathwa:

GO:0048729: tissue morphogenesis

'WP3646: Hepatitis C and hepatocellular carcinoma
GO:0048511: rhythmic process

‘WP4239: Epithelial to mesenchymal transition in colorectal cancer
R-HSA-194138: Signaling by VEGF

GO:0050678: regulation of epithelial cell proliferation
GO:0051345: positive regulation of hydrolase activity
hsa05132: Salmenella infection

WP5180; DYRK1A

M40: PID E2F PATHWAY

M195: PID CMYB PATHWAY

hsa04152: AMPK signaling pathway

GO:0010638: positive regulation of organelle organization
016032: viral process

009991: response to extracellular stimulus

010506: regulation of autophagy

GO:0045787: positive regulatlon of cell cycle
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