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Abstract  Jangkou Luobo Pigs were used to construct DNA pool , the SNPs in genes of L-FABP, I-FABP, H-FABP and A-FABP
were rapidly screened by DNA sequencing, seven SNPs were detected in the four genes which included two SNPs (intron1-T1745C,
intron3-C65T) located in theintron, two SNPs (exon2-T125C, exon2-C153A) were synonymous mutation, and three SNPs were
missense mutations (exon2-A131C, Glu—Ala;, exon2-A65T, Lys—Met; exon2-G40A, Glu—Lys). The bicinformatics anaysis
indicted that the missense mutations could cause the change of dlele frequency, mRNA secondary structure, secondary and tertiary
protein structure.
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Figure 1 Results of PCR amplification

Note: M: DL1000 DNA Marker; A, B, C, D represent exonl,
exon2, exon3, exond; fragment length order by a large to a
small top-down
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Figure 3 Results of secondary structure change of RNA
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Table 2 The analytic of prediction of secondary protein structure with different mutation

B- ¥ (%)

o SR E (%)

TR (%) 4 B

Beta tum (%) Alpha helix (%) Random coil (%) Extended strand (%)
exon2-Al131C  FEAFHT 12.60 (16) 15.75 (20) 20.92 (38) 41.73 (53)
Before mutation
AR I 9.45(12) 21.26(27) 20.92 (38) 39.37 (50)
After mutation
exon2- AGST AR 12,88 (17) 20.45(27) 29.55(39) 37.12 (49)
Before mutation
S fG 13.64 (18) 21.97(29) 29.55 (39) 34.85 (46)
After mutation
exon2-G40A E ] 9.77 (13) 2331 (31) 31.58 (42) 35.34 (47)
Before mutation
R 11.28 (15) 24.06 (32) 30.08 (40) 34,59 (46)

After mutation

3 51 R, HHG b B R RR KRR
Table 3 Sequences of primer, predicted length and annealing temperature of amplified DINA

A 4 RS FIG-3Y i S| Hr E (530 HiR B bp)  IBKEE(T)
Gene Primer Sequence of the upstream primer Sequence of the downstream primer  Target fragment Annealing
(5'-39 (5'-3" length (bp) temperature ('C)

FABPI  exonl GCACTTGATTGACACCCAT GTCCAGGGAGGAATAGCAT 448 62.7

exon2 CCACTGACCTTCCCTTTC TCCCTAAGACCTTCCTCC 555 61.5

exond  CTATTCA GAGCCAGAGCACA  GCAATGATGAGGGAGTAGTG 535 57.6

exond ACTCCCTCATCATTGCCACAG ACGAGAATCACCCTTCAGACC 544 58.5
FABP2  exonl ATCATCCTTCAATGCAGCT CACAACAGGCACTATTCCC 391 55.3

exon2 CACAACAGGCACTATTCCC CTCCATTGGCTGCTTCAGTA 424 50.9

exon3 CTCCATTGGCTGCTTCAGTA AATCAGAAGGCATCAGAAAG 482 55.3

exond  ACACTTTCTGATGCCTTCTG AAATGCTGCAAATTATTCGA 590 8.3
FARBP?  exonl AGCTGGGCTOTCTGACTC CCTCCACCCTCCACTATC 474 61.2

exon2  TGAAGACCTGGTGTAAGCA ACAACAAGAACCGGAACTG 387 529
FABP4  exonl GGAGAACCAAAGTTGAGAAA CAGAGTGAAAAACAGCCATA 383 56.5

exon2  ACACACATACACGCATTCC TTTTTTTCCCTCTTTTCCC 556 57.0

exond  GTATGCTGTTGCTTTTGGT ATTGGAAGAGGTTAGGTGG 469 59.7

exond CTTCCCACCATTGGAGAA CCTAACACGGGCAACTTC 623 52.9
DNA it PCR #1445 2| FABP1. FABP2. FABP3. FABP4
32 R RS BN AN T 75 PCR XM AAZR N 40puL: 2xTaq

M NCBI 4 3k 4535% FABPL. FABP2,
FABP3. FABP4 3£ [X] DNA /5°%1l(GenBank 3% 543
HN: NC_010445 . NC_010450. NC 010448,
NC_010446), F|] Primer-BLAST %%t AN JE A 1
AN TV 1TSS, 3 14 %,
P15 B R 3.
3.3DNA 3187
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