Figure $1

KDM2A, mRNA expression Z-scores

PHF2, mRNA Expression z-Scores

NO66, mRNA Expression z-Scores
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KDM2A, Putative copy-number alterations from GISTIC
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PHF2, Putative copy-number alterations from GISTIC
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Figure S2
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Figure S3
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Figure S4

A
Sample ID Subtype Expression Z-Score
TCGA-BH-A0ODI LumA 5.54
TCGA-E2-A1IU LumA 416
TCGA-C8-A12Q Her2 12.29
TCGA-AQ-A04L LumA 3.18
TCGA-AC-A2FM N/A 3.08
TCGA-E2-A150 LumA 2.72
TCGA-AR-AO0U3 LumA 5.44
TCGA-OL-A66J N/A 2.16
TCGA-BH-AOBV LumA 1.18
TCGA-BH-A0OBD LumB 4.85
TCGA-BH-AOW3 LumB 7.41
TCGA-E2-A2P6 N/A 5.26
TCGA-BH-A18T Basal 5.65
TCGA-BH-A18L LumB 5.47
TCGA-BH-A201 LumA 23.92
TCGA-S3-A6ZG N/A N/A
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Figure S5
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Figure S6

0.6-

0.4-

KDM2A Fold Change

0.2-

Ctrl sh#1 sh#3

Ctrl sh#1 sh#3



Figure S7
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Figure S8
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Figure S9
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Figure S10
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Figure S11
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Figure S12
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