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Supplemental Figure 2

A T74A B

T393 AwiId-type .
Aldh3b2 ===-== Ter119+ CD71-high bone marrow cells

EG666668 cyclin ET74A T393A vs cyclin E wt

LOC666403
Enrichment plot: P5S3_SIGNALING

p =0.00
FDR q = 0.007

L0 L

0.45
0.40
0.35 4
0.30
0.25
0.20
0.15
0.10
0.05
0.00
-0.05 |

Spib
Arl5c
Vpreb3
Igkv1-99
Igl-5

1410076121Rik
Akap12
H2-T10
Cplx2
Vpreb1l
Cd72
Rapgefl1l
Chst3
Slc9a3r2
Blnk
Blk
Nrgn
Cpm
Tubb2b
Nuak1
Pou2af1l
LOC635601
Irf4
Epb4.114b
Adam33
Pafah1b3
Ptprcap
Rsph1
Bcl7a
Igh-6
Dusp2
Cd79b
Trib2
Diras2
-0C1000478...
Hes6
Sbk
Bach2
Dnajc7
Ng23
Arlac
LOC386520
Aoc3
Cdkn1b
Arl6ip2
1190002N15...
Cpeb3
Histlh2be
Rbm15
Fhi1l
Metti7al
Ccne2
Cpeb4
Rab7b
Map3k7ip3
LOC666652
Abhd9
1700102PO08...
Bbc3
Plek2
Kptn
3110040M04...
Trim15
Fgf17
Snx21
Tulp2
Kif18a
Kdm2a
Ube2i
LOC625175
Ddit4
Camsap1l
Rhbdf1
Olfmi3
Itsnl
Cdknla
Ppmid
Igfals
Spty2d1
Cecngl
Slc6a9
Tmcé
5031425E22...
Actal
Slc20a1l
Rfx2

Enrichment score (ES)

Myl4
I' (positively correlated

Zero cross at 14165

O N WS

-2 ‘0" (negatively correlated)

0 5,000 10,000 15,000 20,000 25,000 30,000
Rank in Ordered Dataset

Ranked list metric (Signal2Noise)

~ Enrichment profile — Hits Ranking metric scores

Npm2
LOC641366
Zcchel4
Hspala - -!%
T74A T393AWI -Type

-2 0 2



Supplemental Figure 3
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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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