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Figure S1. Heatmap profile of CTCF peaks relative to the transcription start
sites (TSS) considering a + 3 kb region for each pool with two samples each
(considering chromosomes 1-29). Blue color intensity reflects the level of peak
enrichment, and black lines are missing data. BW: before weaning. AW: after
weaning.
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Figure S2. Chromosomal distribution of 7401 differentially CTCF-binding sites
after weaning (considering bovine chromosomes 1-29).
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Figure S3. KEGG adherens junction pathway obtained from the (A) induced
and (B) repressed differentially CTCF-binding sites (DCBS). Genes from the
DCBS are highlighted in red.




Cumulative Fraction of Genes%

FOCAL ADHESION

Data on KEGG graph
Rendered by Pathview

FOCAL ADHESION

/
- =

(Wt agrine

% ity
~
S Cenpritferaton

FECAN
L

gty |7y
|
|

Data on KEGG graph
Rendered by Pathview

(=) {Ficain}

COMBINED CTCF REGIONS

Figure S4. KEGG focal adhesion pathway obtained from the (A) induced and
(B) repressed differentially CTCF-binding sites (DCBS). Genes from the DCBS

are highlighted in red.
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Figure S5. BETA activating and repressive function prediction of differentially
CTCF-binding sites. The red line represents the up-regulated genes, the purple
line represents the down-regulated genes, and the dashed line represents
background genes with no differentially expressed genes. The p-values (inside
the box) represent the significance of the difference between the up/down
groups compared with the background genes by the Kolmogorov-Smirnov test.




TS0 SO R0 ATO
JESEE

A e
BEFORE WEANING peaks l
sk . " l

T

L R _ A

INDUCED REGIONS

[]
REPRESSED REGIONS

diffreps_chr13_19971381_19971700

GENES
R 2300134 1TGat

TS T T
[ty

BEFORE WEANNG peaks ‘ l

AFTER WEANING poaks
[ — A —
- -

INDUCED REGIONS
Gifrops chr1 144756021 144758560

REPRESSED REGIONS

GENES
‘ sokb
T v

BEFORE WEANNG peaks I l
IAFTER WEANING posks I ‘
Acaiin A ol oo i s s s

- ——
[NouceD REGIONS
diroos orto sseezn21 5842720 Gireps chrto Ss4s681 55851280
RepRESSED REGONS
—m
lcenes
s mose

D o
j ~ L

[AFTER WEANING posks
—a >y

INDUCED REGIONS
difreps chr1 69195761 69196140
REPRESSED REGIONS
GeNES
TGRS

Figure S6. Integrative genomics viewer (IGV) screenshot of CTCF
peaks (BW and AW) and the induced and repressed differentially
CTCF-binding sites after weaning for the (A) ITGB1 gene, (B) ITGB2
gene, (C) ITGB4 gene, and (D) ITGB5 gene. The X-axis represents the
chromosomal location with the size bar given in kb.
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Figure S7. Integrative genomics viewer (IGV) screenshot of CTCF peaks (BW
and AW) and the induced and repressed differentially CTCF-binding sites after
weaning for the keratin genes - (A) KRT9 and KRT14, (B) KRT32, KRT35, and
KRT36, (C) KRT80, and (D) KRT83, KRT85, and KRT89 genes. The X-axis
represents the chromosomal location with the size bar given in kb.



