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Supplementary Figure 2
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Supplementary Figure 3
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Supplementary Figure 4
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Supplementary Figure 5

c

d

HA-FOXM1

GAPDH

FOXM1 (ng) 0 50 100 200 0 50 100 200

pGL4.2 pTPX2-Luc

HA-FOXM1

GAPDH

FOXM1 + + + + + + +
pTPX2-(F

L)

pTPX2(
F1)

pTPX2(
F2)

pTPX2(
F3)

pGL4.2

pTPX2(
F1,2)

pTPX2(
F2,3)

HA-FOXM1

GAPDH

FOXM1

pTPX2(2A+2B)
pTPX2-2A
pTPX2-2B

+ + + +
+ - - -
- + - -
- - + -
- - - +

pGL4.2

HA-FOXM1

GAPDH

FOXM1 + + + +
pTPX2-2B-

FBS-9

pTPX2-2B-
FBS-10

pTPX2-2B-
FBS-11

pTPX2-2B



Supplementary Figure 6
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Supplementary Figure 7
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