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Whole Genome Sequencing and Genetic Diversity of
Mitochondrial Genome of Sujiang Pig
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Abstract:To discover the genetic diversity of Sujiang pig at molecular level, the complete mitochondrial genome of
Sujiang pig was sequenced by next generation sequencing. The Sujiang pig had high genetic diversity in 15436 bps 37
genes ,which A+T estimated percentage of 40% ,C+G estimated percentage of 60% of its mitochondrial genome and
tRNA had 8 mismatches. The Jianghai type mitochondrial nucleotide polymorphism was higher than the average level of
the all six pig types, which revealed its unique genetic diversity. Phylogenetic analysis based on the complete coding
region of the mitochondrial genome using NJ method, Sujiang pig was a separate pig among the six types of domestic pigs
in China,and support its unique pig pedigree.
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Table 1 Mitochondrial complete sequence information of different types of domestic pigs

29 AR GenBank #3585 P 29 i b GenBank & %5 I
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Table 2 Sujiang pig’s mitochondrial genome-wide gene distribution

FEH 4 P AR DA 2 S RVACS ek K HE R () A% R A
trnF (tic) 1 70 + 70
rrmS 71 1031 + 961
trnV( gta) 1032 1099 + 68
rrnl, 1100 2669 + 1570
L2 tta) 2670 2744 + 75 2
nadl 2747 3701 + 955
trnd (atc) 3702 3770 + 69 -3
trnQ( caa) 3768 3840 - 73 1
1M atg) 3842 3911 + 70
nad2 3912 4953 + 1042
trnW(tga) 4954 5021 + 68 6
trnA( gea) 5028 5095 - 68 1
trnN (aac) 5097 5171 - 75 32
trnC (tgc) 5204 5269 - 66 -1
trnY (tac) 5269 5334 - 66 1
coxl 5336 6880 + 1545 3
trnS2 (tca) 6884 6954 - 71 5
trnD( gac) 6960 7027 + 68
cox2 7028 7715 + 688
trnK( aaa) 7716 7782 + 67 1
atp8 7784 7987 + 204 -43
atpb 7945 8625 + 681 -1
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nad3 9478 9823 + 346 1
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nad5 11760 13580 + 1821 =17
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trnE ( gaa) 14092 14160 - 69 4
cob 14165 15304 + 1140
trnT(aca) 15305 15372 + 68
trnP(cca) 15373 15436 - 64

3AEARMERPA 1 LEF (nad6) 1ERHE IS, 12 23 H (nadl . nad2 . nad3 . nad4 . nad4L.
nad5 .nad6 .coxl .cox2 .cox3 .atp6 .atp8) TE FAE S ).
DNASP 59 IR L NG 2 1 25 F BALE N 32 4 IR M pi=0.000 53,315 4 4
TR R AR 4 FE IR ZHAS BN 0 2 505 BALE N 18 A IR 2 254 pi=0.000 57. 1T WL AUE LR AL
Iﬁ,m\‘f&kﬁrﬁﬂ:é[ﬂ 6 I FIE AL K-
— 99 —



PSR 4R (AR R 55 42 B 4 11(2019 4F)

FIPE 1 AT, IR A AERG R — 32, MR LU OG AR dmet. f 181 2 AR, I 2 0 7R B0 R A 1 O
N A S — 3, ARG ST AR g TR R B AR SR A T, AR AE BRI LR AE T e, Rl s A

—— BEH 46 R B
4 92 AR
81: I
e el
E ik
— #ll
Al R—— R
1 EFENEEFANNMLERERG R EN B2 EF&uEEEANAMERERGRERN
Fig.1 Phylogenetic tree of four types of Jianghai porcine Fig. 2 Six types of porcine phylogenetic trees
based on mitochondrial genome based on mitochondrial genomes
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Fig.3 The secondary structure of Sujiang pig&apos;s tRNA
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Fig. 4 The gene map of Sujiang pig&apos;s mitochondria genome
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