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Supplemental Figure 2
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Supplemental Figure 3
Fold change for Kail”/WT primary PCs

159 (MRNA expression)
10- -
5_.- 1 1 _ —_r

127

1.0 l -
o8] L | | T T -

0.6+

0.4+

0.2

OO I I I m FI |=I-_| 1 I 1 I I I I 1 I 1 I

?\
B % of total
_ 80~ *
10T1/2 mock sup. 10T1/2 Kail OE sup.
N

mg_; o - °e—; o N 60 1"_‘

|G1.| SIG2M |.]G1  SIG2/M s

40
““Eé @ *k T

GO B N GO 0 r—li .

> GO Gl SIG2/M

[ 10T1/2 mock sup.
B 10T1/2 KAI1 O/E sup.

Hoechst 33342

C
Mouse Human
Cell line Cell line
G
RO

LIF

LIFR

GP130

GAPDH




Supplemental Figure 4
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Supplemental Figure 5
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Supplemental Figure 6
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Supplemental Figure 7
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Supplemental Figure 8
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Supplemental Figure 9
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Supplemental Figure 10
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Supplemental Figure 11
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