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Fig. S1 The Enrichr-KG gene set enrichment analysis input form. Gene IDs are
automatically validated. Users can change the minimum libraries per gene, the minimum links
per gene, the minimum links per term, and set the subgraph maximum size. In addition, users
can select up to five gene set libraries to include in their analysis.
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Sample Input
Lege nd Tyrosine metabolism

GO Biological Process 2021
MGI Mammalian Phenotype Level 4 2021
KEGG 2021 Human

Gene FAH
PGM2

abnormal hepatocyte morphology MP:0000607

increased liver glycogen level MP:0010400
GSTZ1
GYSs2 glucan biosynthetic process (GO:0009250)

aromatic amino acid family catabolic process (GO:0009074)

Starch and sucrose metabolism

glycogen biosynthetic process (GO:0005978) abnormal mitochondrial ATP synthesis coupled electron transport MP:0010956
GBE1

TFAM

mitochondrial transcription (GO:0006390)

mitochondrial RNA metabolic process (GO:0000959)

Fig. S2 The Enrichr-KG gene set enrichment analysis subnetwork display. Results from
enrichment analysis queries are first returned as subnetworks that connect genes (green) to
enriched terms (red - GO biological processes; blue - MGI phenotypes; orange - KEGG
pathways).
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Sample Input

Enrichment Bar Charts Enrichment Table

GO_Biological_P 20271~ mitochondrial transcription (G0:0006390)

MGI_Mammalian_Phenotype increased liver glycogen level MP:0010400

GO_Biological_Proc 21~ glucan biosynthetic process (G0:0009250)
GO_Biological_Pr 21~ glycogen biosynthetic process (G0:0005978)

21~ mitochondrial RNA metabolic process (G0:0000959)

ial ATP is coupled electron transport MP:0010956

21~ aromatic amino acid family catabolic process (G0:0009074)

1_Human - Tyrosine metabolism

 Hurman - Starch and sucrose metabolism

Fig. S3 The Enrichr-KG gene set enrichment analysis bar chart visualization. The
enrichment results are visualized as a bar chart where the colors of the bars denote the source
library. In this example, red bars represent GO biological processes; blue - MGl phenotypes;
and orange - KEGG pathways. The size of the bars is proportional to the -log(p-value) of the
enrichment score computed by the Fisher exact test.
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Legend

® SearchTerm
WikiPathway 2021 Human Astrocyte Cerebral Cortex Brain Non-Microglia CL:0002605  composition of Lipid Particles WP3601
Gene Alzheimer disease
Tabula Muris

KEGG 2021 Human

Apoptosis-related network due to altered Notch3 in ovarian cancer WP2864

Melatonin metabolism and effects WP3298 Alzheimer's disease WP2059

Basal Cell Mammary CL:0000646
Statin inhibition of cholesterol production WP430

Vitamin B12 metabolism WP1533
APOE

Cholesterol metabolism

Metabolic pathway of LDL, HDL and TG, including diseases WP4522
ApoE and miR-146 in inflammation and atherosclerosis WP3926

Skeletal Muscle Satellite Cell Muscle CL:0000594
Basal Cell Of Epidermis Tongue CL:0002187

Fig. S4 The Enrichr-KG visualization centered around a specific gene or a specific term.
The example shows associations for the gene APOE in the KEGG, WikiPathways and Tabula
Muris gene set libraries.
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Fig. S5 The Enrichr-KG visualization of a search between two terms. The example shows
the shortest paths between the genes KCNJ11 and HNF1B (larger red nodes).



