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Detection of SNP-QTL associated with pork pHI and pHU value

JIANG Juan'?, MA Hai-ming?, LIU Xiao-chun?, HUANG Sheng-giang?, HE Jun?, ZHANG Xi-quan®"

(1.College of Animal Science, SCAU, Guangzhou 510642, China; 2.College of Animal Science and Technology, HNAU,
Changsha 410128, China)

Abstract: Pork pH value is an important trait related to meat quality, the trial has screened the SNP-QTL associated
with pork pHI and pHU from genome wide SNP screening in a Danish swine predgree. The result indicated there was a
QTL on chromosome 6 which was associated with pork pHI and pHU value signficiantly. Effect value of QTL
associated with pHI significantly was between 2.6%~8.5%, FLJ30670 locus had a strong effect on pHI and it took 8.5%
of total variation, while effect value of QTL associated with pHU significantly was 2.1%~4.3%, all of which were lower
than pHI related effect of them, the FUT1 locus had a strongest effect on pHU and it took the 4.3% of total variation,

indicating acidity of pork within 24 h was more likely to be affected by other environmental factors.
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FARZRMBEEEN 14 SNPESE T
S3P pH EAXE SNP-QTL P | ZESEE
EHW 18 REFRGH , BIF 462 NSERMEXH
SNP, H& 17118 cM , F1J SNP BEEL 3.94 ctM
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Table1 Information of SNP linkage maps

FEHE(SSC) KE/cM SNP /A TR /M

1 151.4 26 5.82

2 150.7 41 3.68

3 100.5 20 5.03

4 137.6 40 3.44

5 53.4 14 3.81

6 148.0 50 2.96

7 64.2 29 2.21

8 107.4 19 5.65

9 116.6 27 432

10 139.5 20 6.98
11 15.7 6 2.62
12 69.8 17 411
13 128.0 57 2.25
14 96.3 28 3.44
15 100.3 31 3.24
16 38.1 13 2.93
17 60.2 17 3.54
18 34.1 7 4.87
&1t 1711.8 462 3.94
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pHU #x<# QTL . HEHiIIMF N RYR1-RELB-
FLJ30670-FUT1- SNRP 70-FCGRT .

22 QTLfim

6 SFREALN 6 NERM SNP EHRERE
2 FH# < (P<0.01) , RYR1, RELB. FLJ30670,
FUT1,SNRP70,FCGRT #£Z& ) LRT(log likelihood
ratio) & THE A KRPZXHFELEZWEA
pHI #1 pHU #BXH QTL . R 2 3|HTEBEEX
Bi(LRT>4.0)f 6 NERMNTABMENRABEER 5
pHI £ ZE M<K QTL MR N 2.65%~8.5% , HH
B {E% FLI30670 MSIERE &S , N 85% , 5 pHU
SEMEXM QTL PN 2.1%~4.3% , R T
pHI XM , EP MR AW ESE R FUTL,
TEERN 4.3% . fiT2REAN 24 hBRETLZAR
HitRRNEMESHEK .
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Table 2 Significant results for haplotype associated with pHI

oy LRT & TERE%

pHI pHU pHI pHU
RYR1 7.82 5.3 5.7 24
RELB 12.44 7.9 3.6 2.7
FLJ30670 16.13 8.1 8.5 38
FUT1 13.22 9.8 6.3 43
SNRP70 7.66 6.0 3.2 25
FCGRT 6.07 4.2 2.6 2.1

LRT>4.0, /R P<0.01.
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