	Library
	Enriched Term
	P-value
	Adjusted P-value (BH-FDR)

	Combined Score
	Overlap
	Key Overlapping Genes

	GO Biological Process
	Vesicle-Mediated Transport To The Plasma Membrane
	1.27e-06
	2.36e-03
	129.9
	9
	EHD3, GGA3, ARL3, VPS26C, MICALL2, VPS26A, PTPN23, SNF8, VPS39

	GO Biological Process
	Protein Localization To Nucleus
	4.31e-06
	3.52e-03
	87.0
	10
	YWHAE, IPO9, RAP1GDS1, XPA, ARL2, RANBP6, TNPO2, KPNB1, IPO5, KPNA1

	GO Biological Process
	Intracellular Protein Transport
	5.69e-06
	3.52e-03
	50.0
	16
	CTSA, TGFB1, VPS26C, VPS37A, VPS26A, SNF8, PTPN23, RANBP6, IPO5, CAMSAP3...

	GO Biological Process
	Endocytic Recycling
	1.86e-05
	8.66e-03
	104.5
	7
	EHD3, VPS26C, MICALL2, VPS26A, PTPN23, SNF8, VPS39

	GO Biological Process
	Ubiquitin-Dependent Protein Catabolic Process
	2.56e-05
	9.53e-03
	38.5
	16
	NHLRC3, RNF14, AMFR, UBE2D3, VPS37A, RAD23A, AGAP3, PTPN23, FBXO22, TOM1L1...

	GO Cellular Component
	Extrinsic Component Of Cytoplasmic Side Of Plasma Membrane
	6.91e-06
	7.64e-04
	108.0
	8
	FARP1, SRC, GNAQ, GNB1, CYTH1, MYD88, JAK1, GNAI2

	GO Cellular Component
	Lysosome
	9.75e-06
	7.64e-04
	38.5
	20
	CTSA, SRC, CTSZ, HEXA, VPS26A, TMEM97, ELAPOR1, TOM1L1, GGA3, GNAQ...

	GO Cellular Component
	Focal Adhesion
	1.30e-05
	7.64e-04
	41.4
	17
	YWHAE, ITGB1, MAP2K2, SRC, ITGA1, ARL2, CD99L2, EHD3, ADGRE5, BSG...

	GO Cellular Component
	Cell-Substrate Junction
	1.69e-05
	7.64e-04
	39.5
	17
	YWHAE, ITGB1, MAP2K2, SRC, ITGA1, ARL2, CD99L2, EHD3, ADGRE5, BSG...

	GO Cellular Component
	Peroxisome
	4.73e-05
	1.55e-03
	58.6
	9
	ATAD1, HMGCL, ACOT8, MAVS, MAP2K2, AGPS, HACL1, PEX14, NUDT12

	KEGG Pathways
	Salmonella infection
	1.04e-04
	2.60e-02
	36.7
	12
	MAP2K2, KLC2, DCTN2, DCTN3, CTNNB1, TAB3, DYNLL2, FBXO22, VPS39, MYD88

	KEGG Pathways
	Leishmaniasis
	4.89e-04
	4.09e-02
	50.1
	6
	ITGB1, MARCKSL1, TGFB1, EEF1A2, MYD88, JAK1

	KEGG Pathways
	Huntington disease
	6.80e-04
	4.09e-02
	23.4
	12
	COX7A2L, HIP1, PSMB5, KLC2, DCTN2, NDUFB11, GNAQ, NDUFA3, DCTN3, AP2A2

	KEGG Pathways
	Peroxisome
	6.85e-04
	4.09e-02
	44.7
	6
	HMGCL, ACOT8, AGPS, HACL1, PEX14, NUDT12

	KEGG Pathways
	Fructose and mannose metabolism
	8.37e-04
	4.09e-02
	75.6
	4
	FCSK, MPI, ALDOC, FBP1

	Transcription Factors (ChEA/ENCODE)
	USF1 (ENCODE)
	7.83e-10
	7.67e-08
	63.7
	48
	CUL5, WBP2, ARL3, HEXA, UBE2D3, ARL2, VPS26A, PTPN23, HMGCL, RBM15B

	Transcription Factors (ChEA/ENCODE)
	USF2 (ENCODE)
	3.24e-09
	1.59e-07
	66.0
	37
	CUL5, WBP2, ARL3, HEXA, ARL2, VPS26A, CIAO1, HMGCL, RBM15B, COMMD8

	Transcription Factors (ChEA/ENCODE)
	TAF1 (ENCODE)
	1.27e-07
	3.35e-06
	33.9
	77
	YWHAE, EIF4A2, ISCA1, WDR48, MOCS3, HEXA, CTNND1, MPI, APIP, TMEM97

	Transcription Factors (ChEA/ENCODE)
	YY1 (ENCODE)
	1.48e-07
	3.35e-06
	34.9
	67
	YWHAE, EIF4A2, WDR48, MOCS3, MPI, APIP, UFSP2, ECSIT, UBE2Z, TXNDC15

	Transcription Factors (ChEA/ENCODE)
	ZBTB7A (ENCODE)
	1.71e-07
	3.35e-06
	36.4
	57
	YWHAE, WDR48, SRXN1, HEXA, MSI2, NUDT3, DDA1, PPP2R1A, NNT, SCRN2



Supplementary Table 1. Top Enriched Terms for Positively Correlated Proteins (r >= 0.70, N=259). Includes raw p-value, adjusted p-value (Benjamini-Hochberg FDR), Combined score and key genes.

	Library
	Enriched Term
	P-value
	Adjusted P-value (BH-FDR)
	Combined Score
	Overlap
	Key Overlapping Genes

	GO Biological Process
	Maturation Of LSU-rRNA
	3.78e-06
	0.0040
	590.8347
	4
	NIFK, PES1, RPL7L1, RRP15

	GO Biological Process
	Regulation Of Plasma Membrane Repair
	2.91e-04
	0.0770
	1.01e+03
	2
	ANXA2, S100A10

	GO Biological Process
	Positive Regulation Of Vesicle Fusion
	2.91e-04
	0.0770
	1.01e+03
	2
	ANXA1, ANXA2

	GO Biological Process
	Cellular Hyperosmotic Response
	4.35e-04
	0.0816
	719.2505
	2
	ARHGEF2, YBX3

	GO Cellular Component
	Cell-Substrate Junction
	1.05e-05
	0.0013
	65.3502
	11
	DAB2, FOCAD, ANXA1, RRAS, HMGA1, EPPK1, TLN2, FLNC, ARHGEF2, CD44, AIF1L

	GO Cellular Component
	Chromosome
	3.24e-05
	0.0015
	89.1697
	7
	BOP1, NIFK, PES1, NCL, SETMAR, HMGB1, CENPB

	GO Cellular Component
	Vesicle
	4.42e-05
	0.0015
	68.7996
	8
	MYO1D, ANXA1, PKM, ANXA2, COL6A3, MGAT1, ARHGEF2, FBLN2

	GO Cellular Component
	Focal Adhesion
	5.10e-05
	0.0015
	51.6803
	10
	DAB2, FOCAD, ANXA1, RRAS, HMGA1, TLN2, FLNC, ARHGEF2, CD44, AIF1L

	GO Cellular Component
	Cytoskeleton
	1.04e-04
	0.0025
	37.3188
	12
	MYO1D, SHTN1, SMTN, ROCK2, TPM2, MAP7D1, EPPK1, CAPG, TLN2, ARHGEF2, EVPL, AIF1L

	KEGG Pathways
	Shigellosis
	4.02e-04
	0.0343
	44.1262
	7
	CAST, PLCB3, ROCK2, IL18, TLN2, ARHGEF2, CD44

	KEGG Pathways
	Salmonella infection
	4.32e-04
	0.0343
	43.1681
	7
	CASP7, ANXA2, RRAS, ROCK2, IL18, FLNC, S100A10

	KEGG Pathways
	Pathogenic Escherichia coli infection
	7.39e-04
	0.0392
	43.3183
	6
	MYO1D, CASP7, ROCK2, NCL, IL18, ARHGEF2

	KEGG Pathways
	African trypanosomiasis
	0.0173
	0.5262
	43.0136
	2
	PLCB3, IL18

	KEGG Pathways
	Focal adhesion
	0.0243
	0.5262
	14.1523
	4
	ROCK2, COL6A3, TLN2, FLNC

	Transcription Factors (ChEA/ENCODE)
	SPI1 (ChEA)
	1.54e-05
	0.0014
	39.8205
	18
	TNFAIP8, ROCK2, CELF2, LRRK1, NRM, SRA1, ZC3HAV1, SRPK1, TMEM123, NCEH1, REEP5, PES1, LMNA, TRIP10

	Transcription Factors (ChEA/ENCODE)
	UBTF (ENCODE)
	5.89e-05
	0.0027
	27.9826
	22
	OSBPL8, PHLDB1, TXNDC9, GGPS1, ROCK2, IFNGR1, LRRK1, VRK2

	Transcription Factors (ChEA/ENCODE)
	FOSL2 (ENCODE)
	7.20e-04
	0.0223
	43.7089
	6
	YAP1, RRAS, TPM2, MAP7D1, LMNA, S100A10

	Transcription Factors (ChEA/ENCODE)
	CHD1 (ENCODE)
	0.0096
	0.1753
	12.4609
	9
	OSBPL8, PKM, MAT2A, PPP1R13L, MAP7D1, HMGA1, CHMP3, HMGB1, CD44

	Transcription Factors (ChEA/ENCODE)
	NFE2L2 (ChEA)
	0.0098
	0.1753
	10.7078
	12
	OSBPL8, G6PD, PDLIM3, ANXA1, PKM, ROCK2, YIPF5, LMNA, LRRK1



Supplementary Table 2: Top Enriched Terms for Negatively Correlated Proteins (r ≤ −0.70, N=109). Includes raw p-value, adjusted p-value (Benjamini-Hochberg FDR), Combined score and key genes.


