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Figure S1. Labeling data visualization on a metabolic map ([1-'*C]glucose and unlabeled
glutamine).

HCT116 (red) and WiDr (yellow) were cultured in medium containing [1-'*C]glucose and unlabeled
glutamine. Blue, yellow, and pink boxes represent mass isotopologue distribution, fractional labeling,

and split ratio, respectively.



3-phosphoglycerate ~ Serine chine

Average M+0 M+l M+#2  M+3 Average M0 M+l Ms2 _ Ms3 Average M+0  M+1 M2
el IHH LAl L AL R L el
Glycolysis
,Phosphoenolpyruvate Alanine
Average M+0 M+l M+2  M+3 M+0 M+ M+2  M+3
(EM pathway) e :
,Pyruvate Lactate ——
M+0 M+1 M+2 MZ Average M+0 M+1 M+2 M+3
/Aspartate c|trate

=
M2 Me3 Med Acetyl-CoA verage M+0 M+l M+2 M+3 M+d M5 MGJ

L L N T i

Oxaloacetate

11

Cis-aconitate |

Malate
Average M+0  M+1  M+#2 M+3  M+4

A A A

reca cycle a ketoglutarate

T MF {lﬂ 8 JIEtE I[j':::f,l Iﬂfﬁiil@‘
A0 G =l \_

e e T TN

Glutamat=
rage M+0 M+l M2 M+3  M+d  M+5

e A8 Al

| Succinyl-CoA

|

Figure S2. Labeling data visualization on a metabolic map ([U-'*C]glucose and unlabeled

Glutamine

glutamine).
HCT116 (red) and WiDr (yellow) were cultured in medium containing [U-'3C]glucose and unlabeled
glutamine. Blue and yellow boxes represent mass isotopologue distribution and fractional labeling,

respectively.
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Figure S3. Labeling data visualization on a metabolic map (unlabeled glucose and [U-
13C]glutamine).

HCT116 (red) and WiDr (yellow) were cultured in medium containing unlabeled glucose and [U-
13C]glutamine. Blue and yellow boxes represent mass isotopologue distribution and fractional labeling,

respectively.
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Figure S4. Heatmaps of glycerolipid abundance.
Peak areas of glycerolipids obtained from unlabeled yeasts were shown on the heatmaps. The columns

and rows represent combinations of acyl chains.



