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Figure S1: Expression profile of MPI gene and PMI protein. (A) Expression profiles of MPI gene across distinct tissues. Data

were retrieved from Genotype-Tissue Expression (GTEx), a public repository on tissue-specific gene expression and regulation

(https://www.gtexportal.org/home/gene/MPI). (B) Expression profiles of PMI protein across distinct tissues. Data were retrieved

from the Human Protein Atlas (https://www.proteinatlas.org/ENSG00000178802-MPI/tissue). (C) Expression profiles of MPI gene

(Transcripts per milion – TPM) across distinct skin cancer cell lines. Data were retrieved from the Human Protein Atlas

(https://www.proteinatlas.org/ENSG00000178802-MPI/cell+line).

C

S3

https://www.gtexportal.org/home/gene/MPI
https://www.proteinatlas.org/ENSG00000178802-MPI/tissue


A375 – 24h A375 – 48h
A375 – 24h A375 – 48h

WM1366 – 24h WM1366 – 48h

log2(Man+Glc/Glc) log2(Man+Glc/Glc)

-4 40

-4 40 -3 30

-4 40

G-BR3

MG–BR2

G-BR2

MG-BR1

G-BR1

G-BR3

MG–BR2

G-BR2

MG-BR1

G-BR1

M
G

-B
R

1

G
-B

R
2

M
G

-B
R

2

G
-B

R
3

M
G

-B
R

3

M
G

-B
R

1

G
-B

R
2

M
G

-B
R

2

G
-B

R
3

M
G

-B
R

3

M
G

-B
R

3

G
-B

R
2

M
G

-B
R

2

G
-B

R
1

M
G

-B
R

1

M
G

-B
R

3

G
-B

R
1

M
G

-B
R

1

G
-B

R
2

M
G

-B
R

2

G-BR1

MG–BR2

G-BR2

MG-BR3

G-BR3

G-BR2

MG–BR1

G-BR1

MG-BR3

G-BR3

WM1366 – 48hWM1366 – 24h

Figure S2: (A and B) Distribution of ratio values (log2(Man+Glc/Glc)

for the dimethyl labeling experiment, for each cell line/experimental

condition. (C) and (D) Correlation plots, showing the reproducibility of

protein quantitation values (log2 (intensity L or H)) between the three

biological replicates for each cell line and their corresponding Pearson

correlation coefficients.
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G = Glucose (25 mM)

MG = Glucose + Mannose (25 mM final)

Figure S3: Protein content (measured by Bradford method) in each

cell line/expermental condition. Statistical analysis (t-test) between

each time point (24h or 48h) was performed in GraphPad Prism 9.
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Figure S4: Biological pathways of substrates

identified by TAILS analysis in both cell lysates

under culturing condition comprised by the mixture

of hexoses (glucose + mannose 25 mM, final).7
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Figure S5: Mannose-induced cell death was evaluated by flow cytometry (as the percentage of cells in sub G1

phase of the cell cycle) after culturing A375 (A) or WM1366 (B) cells for 72h in media with glucose, mannose,

or glucose + mannose (*** p< 0.005; ANOVA followed by Tukey test).

G
lc

M
an

G
lc

M
an

0

2

4

6

8

%
 o

f 
s

u
b

 G
1

S7


