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Abstract: In this study, the polymorphism of growth hormone (pGH) in Large White Pigs was detected by HRM typ-
ing, and its correlation with growth traits was analyzed. A total of 246 large white pigs were collected as research ob-
jects. Ear tissues DNA was extracted using DNA extraction kit. After PCR amplification of samples from 20 pigs, the
polymorphic sites of the gene in the population were searched by sequencing. HRM~-specific primers were designed
for the polymorphic sites found, and the HRM method was used to detect polymorphism in samples from 226 pigs,
and the results were correlated with production data. The results showed that one mutation site 1856C>T, two alleles
C and T, three genotypes CC, CT and TT were detected in the pGH gene sequence. The x* suitability test showed
that the genotype frequency and allele frequency of the gene were not significantly different among the small popula-
tions, which was consistent with the Hardy—Weinberg equilibrium law (P>0.05), but the genotype frequency of the
gene in the large population. The frequency distribution of the alleles was significantly different and did not conform
to the Hardy—Weinberg equilibrium law (P<0.05). According to polymorphic information content (PIC) analysis, the
pGH gene was in low polymorphism (P1€<0.25) in small populations, but moderate polymorphism (0.25<PIC<0.5) in
large populations. In the association analysis with growth traits, the pGH gene had a significant effect on the weight
of 20 days and the weight of the two months (P<0.05). In summary, the pGH gene has a certain influence on the
growth and development of Large White Pigs. This will provide reference for the modern molecular breeding of the

subsequent white pork quality traits and growth traits.
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Primer Premier 5 {50193 T pGH K& R 1355 43
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#1 PCRIHRM&N 54

H N I (5 —3") BRI (CC) 7R/ (bp) SR 1] (s )
pGH F: TTCACTCTCGACCCGGAGAA 58.6 489 15
R:CCATCGCAGAGTGACACCTA
HRM-pGH F: TAGTTGCTGGGCATCTCT 59 68 30

R:CATTGGGGTGGCACTTTC
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PCR JZ WA & f 20w, H:Hp 2XES Taq Master-
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*H LightCycler® 480 HRM Master Mix &5
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LightCycler® 480 & X 41 4 45 {4 1 47 545 43 A7 o
1.7 SZitoH
171 % &M%

FIH Excel 2016 3157 WA R pGH 2 [N (1 2
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F2 EEpGH Y E FE 552 50 5 F B i &

o S g SR 51 2
HEH AR (k) X
TT CT CcC T C
pGH 20 0 0.300 0.700
0.150 0.850 0.623
(0) (6) (14)
pGH 226 0.314 0.142 0.544
0.385 0.615 88.11
(71) (32) (123)
X2005<z )=5.991, X20v0|(3)29.21
*3 EEpGHM SEERN
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pGH(20) 0.745 0.255 1.340 0.222
pGH(226) 0.526 0.474 1.899 0.361
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HL
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AR (kg) 1.509+0.589 1.490+0.689 1.494+0.716

20 K (kg) 5.402+0.128" 5.328+0.1170" 5.359+0.1246"

Wi % 5 (kg ) 7.694+0.168 7.693+0.203 7.689+0.187
2 H i k4 (em) 71.74+1.078 72.00+1.077 71.96+1.193
2 H A (em) 41.40+0.903 41.4620.841 41.49+0.935
2 H R (kg) 22.25+1.261" 21.06+4.023" 21.97+1.183
6 H i A (kg) 102.6+1.713 102.1+1.457 102.4+1.548
6 H i (em) 117.51.722 117.2+1.533 117.5+1.700
6 H &1 5 (em) 72.64+1.425 72.40+1.291 72.50+1.250

H 34 (kg) 0.561+0.009 0.558+0.079 0.560+0.087
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