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Figure S1. The heatmaps of gene expression detected in at least two samples. (a) The median
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of genes

expressed in at least two samples; (b) The average of genes expressed in at least two samples.

b

High variation

a
oxidoreductase activity []
peptide metabolic process (]
ribonucleoprotein complex [} Gene Number
peptide biosynthetic process [ ]
translation [ ] ® 19
structural molecule activity L ® 20
structural constituent of ribosome [ ®
ribosome [ ]
ribosomal subunit [ ]
cytosolic ribosome [ ] ~logso(p.adjust)
rough endoplasmic reticulum L]
rough endoplasmic reticulum membrane L] 20.0
di active transporter activity L] 175
small ribosomal subunit o
ic side of ic reti . 150
y ic side of rough i o 125
— small nuclear ribonucleoprotein complex-{ @
5 c E spliceosomal snRNP complex- ® 100
§ £ 2 cytosolic small ribosomal subunit{ ®
; o 7 spliceosomal tri-snRNP complex- ®
[} § o o o
E GeneRatio
c . . d o
Medium variation Low variation
catalytic complex q Amyotrophic lateral sclerosis [ ]
membrane protein complex [ ] Gene Number
envelope [ d Huntington disease o
organelle envelope [ ] * 20
ribonucleoprotein complex [ ] ® 40 Spliceosome - o
mitochondrial envelope [ ] Gene Number
mitochondrial membrane (] ® o0 Spinocerebellar ataxia [
. P ® 2
organelle inner membrane [ ] ® s
mitochondrial inner membrane [ Nucleocytoplasmic transport [ ]
ribosome ° s ) . ~log1o(P adjust)
ial protei ° —logo(p.adjust)  Ubiquitin mediated proteolysis ° 125
of ril L] .
ribosomal subunit{ @ Mitophagy - animal ° 10.0
inner protein L 30 75
aerobic respiration L] mRNA surveillance pathway [ ] 50
respirasome- ® 25
electron transfer activity | ® Proteasome L4
cytosolic ribosome { ® 20 . X
respiratory chain complex{® :ssin-regulated water reabsorption| @
mitochondrial respirasome 1 ® Protein export1 ®
o> ® N Ao
o o o] 002 004 006 008 0.0
GeneRatio GeneRatio

Figure S2. Analysis of HKGs. (a) Gene expression heat map of low variant HKGs; (b) The GO analysis of

high variant HKGs; (c) The GO analysis of medium variant HKGs; (d) The KEGG analysis of low variant

HKGs.
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Figure S3. The expression of nine randomly selected HKGs in PigGTEx.
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Figure S4. KEGG analysis of TSGs in each tissue. (a) KEGG in backfat, gallbladder, heart, and ileum; (b)
KEGG in the jejunum, kidney, liver, longissimus, and Ovary; (c) KEGG in lung, muscle, pituitary, and

spleen.
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Figure S5. GO analysis of TSGs in each tissue. (a) GO in backfat, gallbladder, heart, ileum; (b) GO in the

jejunum, kidney, liver, longissimus; (c) GO in lung, ovary, pituitary, spleen.
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Figure S6. The expression of particular TSGs in PigGTEx.
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Figure S7. The weighted gene correlation network analysis. (WGCNA) in detail.

clustering of 14 tissues of pigs. (b) The determination of the power Beta (B) value.
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Figure S8. The network of interactions between genes highly correlated with traits including. (a) backfat;
(b) gallbladder, (c) jejunum, (d) muscle, and (f) skeletal. The yellow represented HUGBs, and the purple

represented non-HUGBs.



