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Background: Graph pangenome
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Background: Structural variation
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Highlights

J The comprehensive pig pangenome assembly of 27 genomes represents the
most extensive collection assembled to date.

 BTF3 is a key candidate gene for regulating intramuscular fat deposition and
meat quality in pigs.

J The graph pangenome reveals the importance of structural variations in
adaptation and breed-specific traits.
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Results: Pig pangenome and structural variations analysis
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RDA score

Results: Structural variations and pig adapation
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Results: Selection signature analysis
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Results : BTF3 functional analysis

(K)_ 51 « (L) (M)
S = ﬁ = 301 @ pcDNA3.1 pcDNA3.1 pcDNA3.1-BTF3
3, n o x » pcDNA3.1-BTF3 - '
- 221 T Ki67
> SoSER @ .
< 3 B £ 201 ‘ 3
& = i CyclinE | J—_—_—
5) 2 E 5 .
= E 4] " «  CyclinD
[a0] g 3_ m‘%ﬂ . g
.g 1{ SEPe = B +| NL ‘“r
®© © ;i
IO r 17 GAPDH
ol Ll Bl ALl Al
Large White Laiwu BTF3 CDK CyclinD  CyclinE
©) 4. (P) Q)
- *ok »pcDNA3.1-BTF3 pcDNA3.1 pcDNA3.1-BTF3 - pcDNA3.1 | ’ ‘ pcDNA3.1-BTF3
520 *Te : , — . .
? < | ’ o 2 .
o o &
5154 o R O
o &-’ * v n:
<ZE 3 b s : “‘,Q»O
v Wy % : h% .‘y:
S sL‘ .
o 29 AN g .
I % e et ;
- 4 * *k W R <
¢ | F5 w e g
‘ I | Tﬂ % R 100 ym
0 | I | . 2 « Ta'e @ & d

BTF3 PPARy  C/EBPR  FABP4



Summary

J In this study, we constructed
the most representative pig
pangenome to date.

J The pangenome and structural
variation sets provide valuable
resources for identifying
candidate genes linked to
Important traits in pigs.
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