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Figure S1. Peak Tissue Types for Sex Differentiation Genes

Top tissue by gene abundance for the sex differentiation gene set (peak tissue is defined as the tissue in which the gene is most highly expressed).
The highest peak tissue by a significant margin is the testis. The sex differentiation gene set has moderate expression in skin, endometrium, thyroid,
ovary, kidney and brain tissues.
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Figure S2. Comparison of Range By Tissue

Top tissues for each gene set by range. Range is determined by the difference between the minimum and maximum expression level across all
tissues. High range scores are indicative of tissue-limited gene expression and can be indicative of expression levels. Overall imprinted genes
demonstrate high range in placenta, kidney, liver, and brain, all of which have been associated with imprinting effects.
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Figure S3. Top 100 MEG vs PEG Heatmap
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Metascape heatmap of the MEG set vs the PEG set of imprinted genes.
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Figure S4. Top 100 Imprinted vs Sex Differentiation Heatmap
Metascape heatmap of the imprinted gene set vs the sex differentiation gene set.
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Figure S5. Gene Expression Correlation within the Imprinted Gene Set
A tissue correlation visualization of gene activity in the imprinted gene set.
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Figure S6. Gene Expression Correlation within the Sex Differentiation Gene Set
A tissue correlation visualization of gene activity in the Sex Differentiation gene set.
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Figure S7. PhenoGram of Murine Imprinted Gene Set
Disease classification and chromosome location are displayed for each imprinted gene respectively. The dot color next to each gene
indicates the category of disease that gene is associated with.
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Figure S8. PhenoGram of Sex Differentiation Gene Set
Disease classification and chromosome location are displayed for each sex differentiation gene respectively. The dot color next to each
gene indicates the category of disease that gene is associated with.

Sex Differentiation

“1-@ FOXC1

DMRT1

RNF38

ROR2
CTsv
TGFBR1
NRSA1

NRIP1
ADAMTS1

~1-@ NUDT1
"7 GATA4 ~
@ NKX3-1
INHBA "—/0 SFRP1
=
SEMA2A |
|
\
I/.VGF ZFPM2
IMMP2L
ANKRD7
| @NOS3 |
| I
_I/.SHH ! B
J 8 9
7
[ ®INSR -
I
@ b TeApac
LJ | COL9A3
—
21
19 20
(@)
]
@ Genitourinary system
@ Visual system
@ Endocrine, nutritional, or metabolic

AKR1C3
GATA3

ARID5B

—@ SGPL1
BMPR1A

FGF8
PLEKHA1

PATZ1

Musculoskeletal system or connective tissue
Congenital malformations, deformations, and chromosomal abnormalities

|
éf

RRM1
LGR4
KIF18A

SF1
CCND1

PGR

CBL

12

PRDX4

AR
TEX11
ATRX

MAMLD1 Y

FKBP4

DHH

ACVR1B

NUP107

KITLG



