Supplementary file 3: Figures S2-S5

Gene-gene interaction network for genes identified in East Africa vs
North Africa native sheep breeds
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A heatmap of Gene-ontology enrichment for genes identified in East
Africa vs North Africa sheep breeds
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GO0:0031401: positive regulation of protein modification process
R-HSA-1280215: Cytokine Signaling in Immune system

WP5098: T cell activation SARS CoV 2

WP4484: Control of immune tolerance by vasoactive intestinal peptide
GO0:0009611: response to wounding

1 hsa05162: Measles

] G0:0030335: positive regulation of cell migration

| WP5284: Cell interactions of the pancreatic cancer microenvironment
| WP3863: T cell antigen receptor TCR pathway during Staphylococcus aureus infection
| WP4172: PI3K Akt signaling pathway

1 G0:0014823: response to activity

| WP3298: Melatonin metabolism and effects

Figure S2: Gene interaction network and enrichment terms for genes identified in East Africa vs North Africa sheep

breeds
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negative regulation of cell differentiation
regulation of growth
regulation of protein transport

| G0O:0009617: response to bacterium
| G0:0051896: regulation of phosphatidylinositol 3-kinase/protein kinase B signal transduction
| G0:0030193: regulation of blood coagulation
| G0:0034767: positive regulation of monoatomic ion transmembrane transport
| G0:0045667: regulation of osteoblast differentiation
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Gene-gene interaction network for genes identified in East Africa vs
European native sheep breeds
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A heatmap of Gene-ontology enrichment for genes identified in East Africa
vs European sheep breeds

R-HSA-1280215: Cytokine Signaling in Immune system
WP4484: Control of immune tolerance by vasoactive intestinal peptide
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regulation of mononuclear cell proliferation
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negative regulation of cell population proliferation
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leukocyte activation
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regulation of hormone levels

positive regulation of immune effector process
negative regulation of cell differentiation
response to growth factor

response to mechanical stimulus

hsa04080: Neuroactive ligand-receptor interaction
GO:0050727: regulation of inflammatory response
G0:0040008: regulation of growth

| R-HSA-1257604: PIP3 activates AKT signaling

1 WP2877: Vitamin D receptor pathway

| G0O:0001541: ovarian follicle development
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Figure S3: Gene Interaction network and enrichment terms for genes identified in East Africa vs European sheep breeds



Gene-gene Interaction network for genes identified in North Africa vs
European native sheep breeds
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A heatmap of Gene-ontology enrichment for genes identified in North
Africa vs European native sheep breeds

GO:0031401: positive regulation of protein modification process
WP4484: Control of immune tolerance by vasoactive intestinal peptide
G0:0014823: response to activity

hsa04710: Circadian rhythm

GO:0030335: positive regulation of cell migration

G0O:0008585: female gonad development

WP75: Toll like receptor signaling pathway

| G0O:0048732: gland development

1 hsa04060: Cytokine-cytokine receptor interaction

1 GO:0009725: response to hormone

1 WP5087: Pleural mesothelioma

| GO:0044057: regulation of system process

| GO0:0032103: positive regulation of response to external stimulus
G0:0040008: regulation of growth

WP5115: Network map of SARS CoV 2 signhaling pathway

| GO:0045667: regulation of osteoblast differentiation

] GO:0009611: response to wounding

_1 G0O:0008285: negative regulation of cell population proliferation
| GO:0005975: carbohydrate metabolic process

| R-HSA-373076: Class A/1 (Rhodopsin-like receptors)
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Figure S4: Gene interaction network and enrichment terms for genes identified in North Africa vs European sheep breeds



Gene-gene Interaction network for common genes identified in all
population pairs
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A heatmap of Gene-ontology enrichment for common genes identified in all
population pairs
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G0:0006468: protein phosphorylation

GO0:0050767: regulation of neurogenesis

G0:0031401: positive regulation of protein modification process
R-HSA-1280218: Adaptive Immune System
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Figure S5: Gene Interaction network and enrichment terms for common genes identified in all population pairs



