Figure S2

TCGA (n = 1080)
cste  1.9% [N

ALDH3B2 7% [l
TRIM29  1.3%
KRT79  0.3%
RDH16  0.2%
FA2H  2.1% |

KRT10 4%
KRT15  2.2% I [ (T i
KRT16  2.2% T | | M ]
SERPINB3  2.3% I | \ L
CD209  1.5% i | {1
SBSN  2.5% I I R
CYP2F1  1.9% (] | T T T
KLK7  1.8% | Il R 11
HRNR 12% (D I ([ 0 1 T e
CRCT1 12% (D T e N 11T
KPRP 12% (N0 I [ 0 T e
FLG2 12% [0 T e 0 W 11 T T
ASPRV1  0.7% | | | [
ATP6VIC2  1.4% | M i (]
IL36RN  0.3% | | |
CSTA  0.7% Il ]

AADAC  2.7% I [ Il I T
MME  23% I B Il ' TR
PSAPL1 1% il i | | ]
TMPRSSTE  1.1% | | | | 1
cxcL13  1.8% ] Il | BN | (]
LY6GEC  1.5% Il g il I i
FABP4 11% DT (i (13 | nm T I e

AQP3  1.2% | [ [ | | Ml
| 1
Amplification  Deep deletion  No alteration
METABRIC (n = 2173)
cste  1.9%
ALDH3B2 6% [
TRIM29  04% | 1
KRT79  0.4% \ [ |
RDH16  0.7% | ] |
FA2H  0.7% | | | |
KRT10 4% 111 .y
KrRT15  29% | |1l [/ Nn
krT16  27% I |l [ ' N
SERPINB3  1.4%
CD209  0.6% | (. |
SBSN  1.8% | | .
CYP2F1  0.6% | [ I |
KLK7  1.7% | | [ \ [ .
HRNR 20% W IFFIN AON) D i e |
CRCT1  20% I 11 IWTE 0 1 VU@ ——— —— - ———— — i i
KPRP  22% (I I Il Aol S Emyf o | [ |
FLG2  20% I [TTh 1 T 1 e |
ASPRV1  0.3% | 1 | \
ATPBVIC2  1.2% |1 |11 1] \ [ |
IL36RN  0.6% | I I ]
CSTA  0.6% [ | I 1
AADAC 3% 1 i o rim | 111
MME  2.8% I [ I A I Y mi
PSAPL1  0.1% \ |
TMPRSS11E  1.9% | | |l | 1 |
CXCL13  1.2% (A \ | [ [ |
LY6G6C ~ 0.9% | I I [l 1 I
FABP4 18% 10N 1N RTINS Y AR | (N wyeys |
AQP3  09% | Il | [ I B | [ [ |
1. 1

Amplification  Deep deletion  No alteration

Figure S2. Copy number alterations for human homologous genes of taxifolin-induced mouse DEGs. Gene
amplification and deletion for the indicated genes affected by taxifolin in both TCGA and MEBRIC datasets
were determined using tools provided by cBioPortal.
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