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D2hgdh - vs - NTC based on ORA- Enrichment

Figure S6
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D2HG +D2hgdh - vs - D2hgdh based on ORA- Enrichment

Figure S7
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D2HG +D2hgdh - vs - D2hgdh based on GSEA
Enrichment in phenotype: D2HG +D2hgdh (3 samples)

Enrichment in phenotype: D2ghdh (3 samples)

ES: -0.72

FDR q-val: 1.000

Gene markers forD D2HG +D2hgdh
- vs - D2hgdh

476 gene sets are significantly enriched at nominal p-value < 0.01

1081 gene sets are significantly enriched at nominal p-value < 0.01

alcohol dehydrogenase (NAD) activity
acetyl−CoA C−acetyltransferase activity

sterol transporter activity
endopeptidase activity

receptor inhibitor activity
intermembrane lipid transfer activity

aldehyde dehydrogenase (NAD) activity
oxidoreductase activity, actingon the CH−NHgroup ofdonors

receptor regulator activity
anion transmembrane transporter activity

glycosaminoglycan binding
cofactor binding

retinol dehydrogenase activity
heparin binding

intermembrane sterol transfer activity
intermembrane cholesterol transfer activity

cholesterol transporter activity
oxidoreductase activity, acting on the CH−NHgroupof donors, NAD orNADP asacceptor

metalloendopeptidase activity
sulfur compound binding

0 10 20 30

0.005

0.010

0.015

p.adjust

acetyl−CoAmetabolic process
isoprenoid metabolic process
fatty acid metabolic process

organic acid biosynthetic process
carboxylic acid biosynthetic process

secondary alcohol metabolic process
steroid biosynthetic process

extracellular matrix organization
alcohol biosynthetic process

cholesterol metabolic process
steroid metabolic process

monocarboxylic acid metabolic process
alcohol metabolic process

organic hydroxy compound biosynthetic process
organic hydroxy compound metabolic process

sterol metabolic process
extracellular structure organization

secondary alcohol biosynthetic process
cholesterol biosynthetic process

sterol biosynthetic process

0 10 20 30 40

2e−05

4e−05

6e−05

p.adjust

other organism cell
other organism

extracellular membrane−boundedorganelle
chylomicron

host cell
host

symbiont−containing vacuole
spindle microtubule

collagen−containingextracellular matrix
myosin complex

symbiont−containing vacuole membrane
condensed nuclear chromosome, centromeric region

condensed nuclear chromosome kinetochore
chromosome, centromeric region

kinetochore
condensed chromosome outer kinetochore

condensed chromosome
condensed chromosome, centromeric region

condensed chromosome kinetochore
extracellular matrix

0 10 20 30 40

0.01

0.02

0.03

p.adjust

A

B

C
ES: -0.59

FDR q-val: 1.000

ES: -0.63

FDR q-val: 1.000

ES: 0.51

FDR q-val: 1.000

ES: 0.66

FDR q-val: 1.000

ES: 0.59

FDR q-val: 1.000

ES: 0.59

FDR q-val: 1.000

ES: 0.68

FDR q-val: 1.000
ES: 0.69

FDR q-val: 1.000 ES: 0.48

FDR q-val: 1.000

ES: 0.77

FDR q-val: 1.000

ES: -0.56

FDR q-val: 1.000

ES: -0.67

FDR q-val: 1.000

ES: -0.54

FDR q-val: 1.000

ES: -0.57

FDR q-val: 1.000
ES: -0.48

FDR q-val: 1.000



D2HG +D2hgdh - vs - D2HG based on ORA- Enrichment

Figure S8
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Figure S10
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