
Supplementary Fig 1

A

B

HK1 HK2 GCK HKDC1
0

10

20

30

lo
g2

 C
PM

Normal
Tumor

*
****

***

****
C

EV OE
0.0
0.5
1.0
1.5
2.0

300

400

500

600

R
el

at
iv

e 
Ex

pr
es

si
on

 H
K

D
C

1/
18

s

AML12

0 1 2 3
0

10000

20000

30000

40000

50000

Days

C
el

l N
um

be
r

AML-12
EV

OE

****

***

D E

β-actin
HKDC1

HKDC1-LV     −          +   

AML12

EV                          HKDC1 

AML12



Supplementary Fig 2
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Supplementary Fig 3
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Supplementary Fig 4
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Supplementary Fig 5
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Supplementary Fig 6
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