Table S1. Representative GSEA pathways enriched in high-HRV versus low-HRV groups.
	ID
	setSize
	NES
	pvalue
	p.adjust
	qvalues
	core_enrichment

	BIOCARTA_AMI_PATHWAY
	10
	2.11869550728472
	5.86550535221368e-07
	0.000817324810050357
	0.000784252122096434
	FGB/FGG/FGA

	BIOCARTA_EXTRINSIC_PATHWAY
	10
	2.11518136753199
	7.15695980779647e-07
	0.000817324810050357
	0.000784252122096434
	FGB/FGG/FGA

	REACTOME_EXTRACELLULAR_MATRIX_ORGANIZATION
	28
	2.06140818812733
	1.73146824483058e-05
	0.00867468149481779
	0.00832366433413708
	FGB/FGG/FGA/TNC/THBS1/CTSD/HSPG2/CTSG/VCAN/VWF/VCAM1/COL6A2/LUM/COMP/EFEMP1/COL6A3/PCOLCE/ICAM1/CD44

	PID_INTEGRIN3_PATHWAY
	9
	2.01861993605389
	2.80817494913893e-05
	0.0120260092196875
	0.011539382060738
	FGB/FGG/FGA/TNC/THBS1

	PID_UPA_UPAR_PATHWAY
	9
	2.01535810678319
	3.16589967792655e-05
	0.0120515247739737
	0.0115638651393738
	FGB/FGG/FGA/CTSG/LRP1

	REACTOME_INTEGRIN_CELL_SURFACE_INTERACTIONS
	17
	2.00321529159432
	0.000129423484377653
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/FGA/TNC/THBS1/HSPG2/VWF/VCAM1/COL6A2/LUM/COMP/COL6A3

	BIOCARTA_INTRINSIC_PATHWAY
	15
	1.99803358823843
	0.000119788292601645
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/FGA

	WP_SELENIUM_MICRONUTRIENT_NETWORK
	23
	1.99566394993742
	0.000118191015924283
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/FGA/CRP

	WP_BLOOD_CLOTTING_CASCADE
	15
	1.9902894593778
	0.000140104527717158
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/FGA

	WP_FOLATE_METABOLISM
	20
	1.97642046574152
	0.000111771786420191
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/FGA/CRP

	NABA_CORE_MATRISOME
	29
	1.97248628693848
	8.85905819278947e-05
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/FGA/TNC/THBS1/LRG1/HSPG2/MMRN1/VCAN/VWF/COL6A2/LUM/COMP/EFEMP1/COL6A3

	REACTOME_MAPK_FAMILY_SIGNALING_CASCADES
	10
	1.95902361174554
	0.000133321993864487
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/FGA

	BLANCO_MELO_COVID19_SARS_COV_2_INFECTION_A594_ACE2_EXPRESSING_CELLS_RUXOLITINIB_DN
	10
	1.9564894102459
	0.000141877336840086
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/CTSD

	WP_COVID19_THROMBOSIS_AND_ANTICOAGULATION
	7
	1.94490069040983
	5.09950655540117e-05
	0.0174709094588044
	0.0167639568131767
	FGB/FGG/FGA

	PID_INTEGRIN1_PATHWAY
	14
	1.94326160745859
	0.000438263298281129
	0.0498108442366689
	0.0477952703939279
	FGB/FGG/FGA/TNC/THBS1

	BIOCARTA_FIBRINOLYSIS_PATHWAY
	7
	1.92806103480125
	8.45390120311834e-05
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/FGA

	BLANCO_MELO_COVID19_SARS_COV_2_LOW_MOI_INFECTION_A594_ACE2_EXPRESSING_CELLS_UP
	10
	1.92076620771285
	0.000282290030262697
	0.0386850257472
	0.0371196532425433
	FGB/FGG/FGA

	REACTOME_DISEASES_OF_SIGNAL_TRANSDUCTION_BY_GROWTH_FACTOR_RECEPTORS_AND_SECOND_MESSENGERS
	10
	1.89553497104297
	0.000400327404576218
	0.0472938513130388
	0.0453801264788214
	FGB/FGG/FGA

	WP_FIBRIN_COMPLEMENT_RECEPTOR_3_SIGNALING_PATHWAY
	6
	1.89281255478391
	0.000143262748262369
	0.0245409087773438
	0.0235478717275463
	FGB/FGG/FGA

	REACTOME_GRB2_SOS_PROVIDES_LINKAGE_TO_MAPK_SIGNALING_FOR_INTEGRINS
	5
	1.80200972823162
	0.000263332161361413
	0.0375906660343417
	0.0360695763127936
	FGB/FGG/FGA

	REACTOME_INTEGRIN_SIGNALING
	5
	1.80200972823162
	0.000263332161361413
	0.0375906660343417
	0.0360695763127936
	FGB/FGG/FGA

	REACTOME_P130CAS_LINKAGE_TO_MAPK_SIGNALING_FOR_INTEGRINS
	5
	1.80200972823162
	0.000263332161361413
	0.0375906660343417
	0.0360695763127936
	FGB/FGG/FGA

	PID_EPHRINB_REV_PATHWAY
	3
	1.7098036026899
	7.97408288387812e-08
	0.000273192079601665
	0.000262137482593172
	FGB/FGG/FGA

	WP_AEROBIC_GLYCOLYSIS
	3
	-1.825962043
	0.000326885644494999
	0.0414781562236988
	0.0397997609262333
	GAPDH/SLC2A1

	WP_HIF1A_AND_PPARG_REGULATION_OF_GLYCOLYSIS
	3
	-1.825962043
	0.000326885644494999
	0.0414781562236988
	0.0397997609262333
	GAPDH/SLC2A1

	BUFFA_HYPOXIA_METAGENE
	5
	-2.051235633
	0.000479789217691207
	0.0498108442366689
	0.0477952703939279
	LDHA/PNP/GAPDH/SLC2A1

	WP_GLYCOLYSIS_AND_GLUCONEOGENESIS
	5
	-2.052243441
	0.000479789217691207
	0.0498108442366689
	0.0477952703939279
	LDHA/LDHB/GAPDH/SLC2A1

	HOLLERN_SQUAMOUS_BREAST_TUMOR
	5
	-2.053573128
	0.000463662235211374
	0.0498108442366689
	0.0477952703939279
	KRT1/KRT14/KRT10/KRT5

	WP_CLEAR_CELL_RENAL_CELL_CARCINOMA_PATHWAYS
	6
	-2.132594312
	0.00033986387076192
	0.0415847721867977
	0.0399020627214088
	LDHA/LDHB/GAPDH/SLC2A1

	WP_METABOLIC_REPROGRAMMING_IN_COLON_CANCER
	6
	-2.147324995
	0.000254364842619193
	0.0375906660343417
	0.0360695763127936
	LDHA/TALDO1/PGD/GAPDH/SLC2A1

	HSIAO_HOUSEKEEPING_GENES
	21
	-2.471328322
	1.77241011277655e-05
	0.00867468149481779
	0.00832366433413708
	CST3/PRDX1/FUS/MYH9/HLA-B/FUCA1/ACTB/MSN/YWHAZ/GAPDH/STOM

	REACTOME_FORMATION_OF_THE_CORNIFIED_ENVELOPE
	9
	-2.518876069
	1.43389219735663e-05
	0.00867468149481779
	0.00832366433413708
	KRT6A/KRT20/PPL/KRT1/KRT14/KRT10/KRT5/KRT2

	REACTOME_KERATINIZATION
	9
	-2.518876069
	1.43389219735663e-05
	0.00867468149481779
	0.00832366433413708
	KRT6A/KRT20/PPL/KRT1/KRT14/KRT10/KRT5/KRT2


[bookmark: _GoBack]NES, normalized enrichment score. Qvalue (Storey's method for FDR) < 0.05 for all listed pathways. Core enrichment proteins are listed as provided by GSEA output (UniProt gene symbols).
