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HG00621.2.CLPS.DUP-1.CHS.EAS

HG01123.2.CLPS.REF.CLM.AMR

HG005.1.CLPS.REF.Chinese.EAS

HG02622.1.CLPS.DUP-1.GWD.AFR

HG03098.2.CLPS.REF.MSL.AFR

NA18906.2.CLPS.REF.YRI.AFR

HG01175.1.CLPS.DUP-1.PUR.AMR

NA19240.1.CLPS.DUP-2.YRI.AFR

HG002.2.CLPS.DUP-2.Jewish.EUR

HG03492.1.CLPS.REF.PJL.SAS

HG03492.2.CLPS.REF.PJL.SAS

HG02622.1.CLPS.DUP-3.GWD.AFR

HG02622.1.CLPS.DUP-2.GWD.AFR

Orangutan.CLPS.REF.GreatApe

HG00621.2.CLPS.DUP-2.CHS.EAS

Chimpanzee.CLPS.REF.GreatApe

HG002.2.CLPS.DUP-1.Jewish.EUR

HG00438.1.CLPS.DUP-1.CHS.EAS

HG00438.1.CLPS.DUP-2.CHS.EAS

HG00673.1.CLPS.REF.CHS.EAS

HG01175.1.CLPS.DUP-2.PUR.AMR

NA19240.1.CLPS.DUP-1.YRI.AFR

HG002.1.CLPS.REF.Jewish.EUR

HG03453.1.CLPS.REF.MSL.AFR
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[0.58,1.1]

[14.47,19.21]

[0.07,0.32]

[0,0.13]

[0.32,0.76]

[0.09,0.34]

[0.02,0.13]

[0.03,0.16]

[5.22,6.92]

[0.01,0.13]

[0.03,0.18]

[0.43,0.9]

[0.5,0.97]

[0.01,0.18]

[0.01,0.1]

[0.07,0.22]

[0.38,0.8]
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R-HSA-432047: Passive transport by Aquaporins
GO:1903362: regulation of cellular protein catabolic process
WP437: EGF/EGFR signaling pathway
R-HSA-8863795: Downregulation of ERBB2 signaling
WP4969: RAS and bradykinin pathways in COVID-19
GO:0010035: response to inorganic substance
GO:0030162: regulation of proteolysis
GO:0007167: enzyme-linked receptor protein signaling pathway
hsa04928: Parathyroid hormone synthesis, secretion and action
GO:0071466: cellular response to xenobiotic stimulus
hsa04912: GnRH signaling pathway
GO:1904064: positive regulation of cation transmembrane transport
GO:0019932: second-messenger-mediated signaling
GO:0019725: cellular homeostasis
R-HSA-9758881: Uptake of dietary cobalamins into enterocytes
GO:0005975: carbohydrate metabolic process
hsa04020: Calcium signaling pathway
GO:0007586: digestion
R-HSA-8935690: Digestion
hsa04972: Pancreatic secretion
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R=0.83, P<2.2e-16

R=0.88, P<2.2e-16
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