Supporting Information Table S6 Functional enrichment analysis with the "ToppGene Suite" Gene Ontology tool.

	GO ID
	Function
	p-value
	Gene number
	Genes

	GO:0003723
	RNA-binding
	0.000076
	29
	RPL24, CCT3, FBL, SRP14, SRP68, DHX33, RCC2, LRRC47, YTHDF1, PEF1, COA6, EIF4ENIF1, DDX50, RBM27, YTHDF2, PAPD5, EIF4H, CWC15, ZCCHC17, ZNF106, EEF1G, MRPL18, MRPL14, MRPS24, NAT10, AATF, LTA4H, RPL35, RPL11

	GO:0044822
	poly(A) RNA binding
	0.0000075
	26
	RPL24, CCT3, FBL, SRP14, SRP68, DHX33, RCC2, LRRC47, YTHDF1, PEF1, COA6, EIF4ENIF1, DDX50, RBM27, YTHDF2, PAPD5, EIF4H, ZCCHC17, ZNF106, MRPL14, MRPS24, NAT10, AATF, LTA4H, RPL35, RPL11

	GO:0016491
	oxidoreductase activity
	0.0000015
	21
	NDUFA7, NDUFB9, SDR39U1, DUS1L, COA6, GRHPR, SUMF1, AIFM3, FTO, SDHA, FOXRED1, ACAD9, FN3KRP, COX8A, VAT1L, KIAA1191, LDHB, CRYL1, CHCHD4, KDM1A, SOD1

	GO:0050662
	coenzyme binding
	0.000069
	9
	SDR39U1, DUS1L, GRHPR, AIFM3, SDHA, ACAD9, LDHB, CRYL1, KDM1A

	GO:0048037
	cofactor binding
	0.00079
	9
	SDR39U1, DUS1L, GRHPR, AIFM3, SDHA, ACAD9, LDHB, CRYL1, KDM1A

	GO:0003735
	structural constituent of ribosome
	0.00043
	7
	RPL24, MRPS36, MRPL18, MRPL14, MRPS24, RPL35, RPL11

	GO:0043826
	sulfur oxygenase reductase activity
	0.00001
	5
	AIFM3, FOXRED1, VAT1L, KIAA1191, KDM1A

	GO:0043738
	reduced coenzyme F420 dehydrogenase activity
	0.00001
	5
	AIFM3, FOXRED1, VAT1L, KIAA1191, KDM1A

	GO:0043883
	malolactic enzyme activity
	0.00001
	5
	AIFM3, FOXRED1, VAT1L, KIAA1191, KDM1A

	GO:0008748
	N-ethylmaleimide reductase activity
	0.00001
	5
	AIFM3, FOXRED1, VAT1L, KIAA1191, KDM1A

	GO:0052693
	epoxyqueuosine reductase activity
	0.000010
	5
	AIFM3, FOXRED1, VAT1L, KIAA1191, KDM1A

	GO:0043914
	NADPH:sulfur oxidoreductase activity
	0.000010
	5
	AIFM3, FOXRED1, VAT1L, KIAA1191, KDM1A

	GO:0050660
	flavin adenine dinucleotide binding
	0.00049
	5
	DUS1L, AIFM3, SDHA, ACAD9, KDM1A

	GO:0030942
	endoplasmic reticulum signal peptide binding
	0.00022
	2
	SRP14, SRP68

	GO:1990247
	N6-methyladenosine-containing RNA binding
	0.00022
	2
	YTHDF1, YTHDF2


List of the GO code for the enriched molecular function of the 241 gene which have a SD as percentage of the mean value ≤ 30,  expression value > 100,  data points number ≥ 21.
