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Supplementary Fig 2
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Supplementary Fig 3
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Supplementary Fig 4

A
EV KO B ':;
x 250 . K
HKDCH| s | o 200 - 3 He
HK1| i | o %0 HKDC1
= 100
[*]
T 7 50
g
GCK| | & 3
3
i (4
B-actin s s - - - _
o)
4

1 1 1 1
EV KO EV KO EV KO

C D
9 49 8 AML-12
e 4T } ** i = 1.2+ *kk
§ 1.0 - 8 1.0- Glycolysis Glycolytic Capacity
T § . 2500 3000
< -1 -
2 08 s 0.8 § 2000 §
] B e 4
o 0.6 éa 0.6 o 1500} -
Q. = £ £
u’j 0.4+ £ 0.4 E 1000 é
2 '
2 0.2 .g 0.2- g 500 g
3 8 o-
oz 0.0- © 0.0-
sc siHK2 sc siHKDC1
E
& B GLUTT
] [ GLUT2
‘x‘;,’ [ GLUT4 F
2 i EV KO
o
2 - oLuTz [ e |
‘w60
kL1
g 20 — e GLUT4| % "
u%- 1 =
: 0 pcin [
5 o —LL
& EV KO EV KO EV KO
G MTT assay
120
Il EV
1 KO

©o
o
1

Cell Proliferation Index (%)
w (2]
o o
1 1

o
1



Supplementary Fig 5
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GO terms: Upregulated in KO
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Supplementary Fig 6
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