
K. Piórkowska et al. – Identification of genes related to fat deposition as candidates for ER stress

Table S1. Characteristics of Zlotnicka White pigs representing high and low-fat deposition traits, means ±SD

Traits
HFD (n=8) LFD (n=8)

P-value Group diff*
All pigs (n=72)

mean SD mean SD mean SD

Daily gain (g) 641 a 34.5 718 b 84.2 0.03 11% 700 106

Backfat thickness (cm) 2.09 A 0.31 1.53 B 0.36 0.004 27% 1.90 0.39

Peritoneal fat (kg) 0.72 A 0.11 0.46 B 0.06 0.0001 36% 0.61 0.16

Backfat thickness in the K1 point (cm) 2.23 A 0.37 1.44 B 0.20 0.0002 35% 2.00 0.52

Ham fat mass with skin (kg) 2.49 A 0.21 1.80 B 0.23 1.86E-05 28% 2.15 0.37

Loin fat mass with skin (kg) 2.37 A 0.17 1.58 B 0.28 2.06E-05 33% 2.03 0.48

Fat over shoulder thickness (cm) 2.85 A 0.27 2.11 B 0.31 0.0002 26% 2.75 0.61

Lumbar fat I thickness (cm) 2.43 A 0.26 1.44 B 0.32 1.096E-05 41% 2.16 0.55

Lumbar fat II thickness (cm) 2.20 A 0.47 1.26 B 0.21 0.0004 43% 1.95 0.54

Lumbar fat III thickness (cm) 2.74 A 0.63 1.80 B 0.29 0.003 34% 2.40 0.59

Average backfat thickness (cm) 2.46 A 0.27 1.60 B 0.17 8.63E-06 35% 2.27 0.45

Abbreviations: SD – standard deviation, HDF – high-fat deposition, LFD – low-fat deposition. *Group diff – differences between groups in percentage. 
Values with different letters belong to various statistical group (A, B = P< 0.01; a, b = P<0.05).
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Table S3. Validation of RNA-seq result using qPCR method

Gene Pearson correlation coefficient (r) P-value 

AHSG 0.66 0.0051

ACACA 0.87 <0.0001

CYP1A1 0.96 <0.0001

GYS2 0.81 <0.0001

PON3 0.97 <0.0001

ACAA2 0.78 0.0004

PCK1 0.94 <0.0001

LDHD 0.72 0.0018

PIK3R1 0.92 <0.0001

HP 0.81 0.0002

FADS1 0.96 <0.0001

CPT1A 0.95 <0.0001

FASN 0.59 0.016

FGB 0.96 <0.0001

Pearson correlation coefficient (r) and p-value generated using the SAS Enterprise 7.1.


