Supplement 8 GO and KEGG classification and enrichment analysis of predicted miRNA targets and proteomics.
Table 1 GO analysis of predicted target genes by differentially expressed miRNAs
	GO ID
	Function
	GO term
	P value

	GO:0006355
	biological_process
	regulation of transcription, DNA-templated
	0.0094 

	GO:0045944
	biological_process
	positive regulation of transcription from RNA polymerase II promoter
	0.0000 

	GO:0055114
	biological_process
	oxidation-reduction process
	0.0000 

	GO:0006468
	biological_process
	protein phosphorylation
	0.0032 

	GO:0000122
	biological_process
	negative regulation of transcription from RNA polymerase II promoter
	0.0001 

	GO:0045893
	biological_process
	positive regulation of transcription, DNA-templated
	0.0000 

	GO:0006355
	biological_process
	regulation of transcription, DNA-templated
	0.0006 

	GO:0005737
	cellular_component
	cytoplasm
	0.0000 

	GO:0005634
	cellular_component
	nucleus
	0.0000 

	GO:0070062
	cellular_component
	extracellular vesicular exosome
	0.0000 

	GO:0005654
	cellular_component
	nucleoplasm
	0.0000 

	GO:0005739
	cellular_component
	mitochondrion
	0.0000 

	GO:0005622
	cellular_component
	intracellular
	0.0004 

	GO:0005829
	cellular_component
	cytosol
	0.0000 

	GO:0005615
	cellular_component
	extracellular space
	0.0045 

	GO:0005515
	molecular_function
	protein binding
	0.0000 

	GO:0046872
	molecular_function
	metal ion binding
	0.0000 

	GO:0000166
	molecular_function
	nucleotide binding
	0.0014 

	GO:0008270
	molecular_function
	zinc ion binding
	0.0000 

	GO:0044822
	molecular_function
	poly(A) RNA binding
	0.0000 

	GO:0016740
	molecular_function
	transferase activity
	0.0000 


Table 2 KEGG pathways analysis of differentially expressed miRNAs
	Pathway ID
	Pathway description
	P value

	ko05200
	Pathways in cancer
	0.0049 

	ko05166
	HTLV-I infection
	0.0000 

	ko04060
	Cytokine-cytokine receptor interaction
	0.0117 

	ko04144
	Endocytosis
	0.0204 

	ko04010
	MAPK signaling pathway
	0.0366 

	ko05205
	Proteoglycans in cancer
	0.0000 

	ko04014
	Ras signaling pathway
	0.0447 

	ko04015
	Rap1 signaling pathway
	0.0062 

	ko05152
	Tuberculosis
	0.0000 

	ko05169
	Epstein-Barr virus infection
	0.0000 

	ko04145
	Phagosome
	0.0000 

	ko04062
	Chemokine signaling pathway
	0.0007 

	ko05016
	Huntington's disease
	0.0168 

	ko05203
	Viral carcinogenesis
	0.0193 

	ko05010
	Alzheimer's disease
	0.0062 

	ko00230
	Purine metabolism
	0.0257 

	ko04921
	Oxytocin signaling pathway
	0.0007 

	ko05168
	Herpes simplex infection
	0.0313 

	ko04932
	Non-alcoholic fatty liver disease (NAFLD)
	0.0005 

	ko03013
	RNA transport
	0.0008 


Table 3 Significantly altered pathways by gene ontology (GO) enrichment analysis (p<0.05).

	Gene ontology term
	Cluster frequency
	Protein frequency of use
	P value

	Extracellular region part
	34 out of 343 genes, 9.9%
	189 out of 3475 genes, 5.4%
	0.0002

	Extracellular space
	28 out of 343 genes,8.2%
	149 out of 3475 genes, 4.3%
	0.0004

	Extracellular region
	45 out of 343 genes, 13.1%
	284 out of 3475 genes, 8.2%
	0.0006

	Karatin filament
	5 out of 343 genes, 1.5%
	9 out of 3475 genes, 0.3%
	0.0008

	Organelle inner membrane
	32 out of 343 genes, 9.3%
	197 out of 3475 genes, 5.7%
	0.0026

	Mitochondrial inner membrane
	30 out of 343 genes, 8.7%
	187 out of 3475 genes, 5.4%
	0.0043

	Cell body
	17 out of 343 genes, 5.0%
	89 out of 3475 genes, 2.6%
	0.0052

	Neuronal cell body
	16 out of 343 genes, 4.7%
	82 out of 3475 genes, 2.4%
	0.0054

	Intermediate filament
	7 out of 343 genes, 2.0%
	28 out of 3475 genes, 0.8%
	0.0163

	Extracellular matrix
	13 out of 343 genes, 3.8%
	78 out of 3475 genes, 2.2%
	0.0397

	Cell cell contact zone
	5 out of 343 genes, 1.5%
	21 out of 3475 genes, 0.6%
	0.0492


Table 4 Significantly altered pathways by (KEGG) enrichment analysis (p<0.05).

	
	Pathway
	P value
	Pathway ID

	1
	Drug metabolism 
	0.0107
	KO00983

	2
	Starch and sucrose metabolism
	0.0150
	KO00500

	3
	Metabolic pathways
	0.0328
	KO01100

	4
	Protein digestion and absorption
	0.0343
	KO04974

	5
	Steroid biosynthesis
	0.0344
	KO00100

	6
	Butanoate metabolism
	0.0371
	KO00650

	7
	Glutathion metabolism
	0.0398
	KO00480

	8
	Pancreatic secretion
	0.0458
	KO04972


