
Table S1 The additive QTL regions detected in the current study overlapped with 

previous studies. 

traits SSC SNP ID 
QTL 

ID QTL Span (Mbp) traits reference 

AGE 

& 

ADG 

9 CNCB10006667 170909 41.5-41.5 Average daily gain [1] 

9 CNCB10006792 130568 69.1-69.1 Average daily gain [2] 

BF 
15 CNCB10010792 31284 87.8-87.8 

Backfat between 3rd and 

4th last ribs 
[3] 

7 CNCB10005591 169095 113.6-113.6 Intramuscular fat content [4] 

12 CNC10120707 65372 33.3-33.3 Intramuscular fat content [5] 

13 CNCB10008592 7404 17.6-17.7 Intramuscular fat content [6] 

LMD 
7 CNC11071977 172691 97.6-97.6 Loin muscle area [7] 

7 CNC11071978 172692 97.6-97.6 Loin muscle depth [7] 

 



Table S2 The dominance QTL regions detected in the current study overlapped with 

previous studies 

traits SSC SNP ID 
QTL 

ID QTL Span (Mbp) traits reference 

BF 

3 

CNC10031979 

CNC10031980 

CNC10031983 

CNC10031984 

CNC10031986 

CNC10031987 

CNC10031988 

CNC10031994 

CNC10031993 

CNC10031991 

CNC10031977 

CNC10032002 

31220 94.2-94.2 
Backfat between 3rd and 

4th last ribs 
[3] 

3 CNCB10002800 7530 122.3-126.9 Average backfat thickness [8] 

7 CNC10070016 193582 0.9-1.5 Average backfat thickness [9] 

LMD 

14 CNC10142793 16363 135.0-135.0 Loin muscle area [10] 

10 CNCB10007305 2999 6.4-11.1 Loin muscle area [11] 
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Figure S1. Linkage disequilibrium (LD) blocks in the significant region on SSC3 for BF 



 
Figure S2. Epistatic sub-network 2 among SNPs affecting ADG and the related LD information. The 
color of the node represents the P-value of an interaction (P < 1 × 10-12 = red; P < 1 × 10-11 = blue; P < 1 × 

10-10 = green). The color of the edge indicates the type of epistatic effect (A × A = red; A × D = purple; D 

× D = green). The genes located in the LD regions were listed. 
 

 
Figure S3. Epistatic sub-network 3 among SNPs affecting ADG and the related LD information. The 
color of the node represents the P-value of an interaction (P < 1 × 10-12 = red; P < 1 × 10-11 = blue; P < 1 × 

10-10 = green). The color of the edge indicates the type of epistatic effect (A × A = red; A × D = purple; D 

× D = green). The genes located in the LD regions were listed. 
 

 



Figure S4. Epistatic sub-network 4 among SNPs affecting ADG and the related LD information. The 
color of the node represents the P-value of an interaction (P < 1 × 10-12 = red; P < 1 × 10-11 = blue; P < 1 × 

10-10 = green). The color of the edge indicates the type of epistatic effect (A × A = red; A × D = purple; D 

× D = green). The genes located in the LD regions were listed. 
 

 
Figure S5. Epistatic sub-network 5 among SNPs affecting ADG and the related LD information. The 
color of the node represents the P-value of an interaction (P < 1 × 10-12 = red; P < 1 × 10-11 = blue; P < 1 × 

10-10 = green). The color of the edge indicates the type of epistatic effect (A × A = red; A × D = purple; D 

× D = green). The genes located in the LD regions were listed. 
 

 
Figure S6. Epistatic sub-network 2 among SNPs affecting AGE and the related LD information. The 
color of the node represents the P-value of an interaction (P < 1 × 10-12 = red; P < 1 × 10-11 = blue; P < 1 × 

10-10 = green). The color of the edge indicates the type of epistatic effect (A × A = red; A × D = purple; D 

× D = green). The genes located in the LD regions were listed. 
 



 

Figure S7. Epistatic sub-network 3 among SNPs affecting AGE and the related LD information. The 
color of the node represents the P-value of an interaction (P < 1 × 10-12 = red; P < 1 × 10-11 = blue; P < 1 × 

10-10 = green). The color of the edge indicates the type of epistatic effect (A × A = red; A × D = purple; D 

× D = green). The genes located in the LD regions were listed. 
 

 
Figure S8. Epistatic sub-network 2 among SNPs affecting LMD and the related LD information. The 
color of the node represents the P-value of an interaction (P < 1 × 10-12 = red; P < 1 × 10-11 = blue; P < 1 × 

10-10 = green). The color of the edge indicates the type of epistatic effect (A × A = red; A × D = purple; D 

× D = green). The genes located in the LD regions were listed. 
 



 

Figure S9. Epistatic sub-network 3 among SNPs affecting LMD and the related LD information. The 
color of the node represents the P-value of an interaction (P < 1 × 10-12 = red; P < 1 × 10-11 = blue; P < 1 × 

10-10 = green). The color of the edge indicates the type of epistatic effect (A × A = red; A × D = purple; D 

× D = green). The genes located in the LD regions were listed. 
 


