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Figure S3. Schematic representation of the metabolic functions (PANTHER Classification System) and the proportion of candidate
genes identified in the genome-wide association analyses for the intercept of the genomic reaction norms based on reproductive traits in

four maternal-line pig populations.
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Figure S4. Schematic representation of the biological processes (PANTHER Classification System) and the proportion of candidate
genes identified in the genome-wide association analyses for the intercept of the genomic reaction norms based on reproductive traits in

four maternal-line pig populations.



25%

20%

15%

10%

0%
S

N

N N

N = N ) QN Q) = ) N N
& ¥ 3 N 5 W § > A $\ $ § S %
& o > 0 oV Ny o> o> g o5 oS & N o
O Q N ) N O Q \) \) \} \} \] \) Q
N N S S S S N N N N N S N N
O O Q- (o} Q- ) Q- ’ o} (o} : )
S S & & & ¢ &S & ¢ ¢ & ¢ S
N & \& e AR & & & . Q & S+ 2 &
& @ & S 3 2 2 ) XS & S & % &
W § @ & g g g ) & & & & R
& & & & ¥ S 50 < N N & N <
° & S & & N4 & > & N
Q\(\ & & < ™ X° < N s\
R S 6@/ &'b & Q &
& N & d o
& & ¢% g &
. \Q' \S’b ‘0<b Q(b
&o& er & BN
Q <

Figure S5. Schematic representation of the cellular components (PANTHER Classification System) and the proportion of candidate
genes identified in the genome-wide association analyses for the intercept of the genomic reaction norms based on reproductive traits in

four maternal-line pig populations.



