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Analysis of Genetic Variation of Hippocampus kuda Base on D-loop and Cyt b Sequences
YUAN Ji-gui, LUO Jie" , LIU Li et al
Abstract [ Objective ] To study the genetic variation of Hippocampus kuda base on D-loop and Cyt b sequences. [ Method ] In this paper, the
genetic variations of H. kuda between Dongshan island (20 individuals) and Quanzhou City (20 individuals) were analyzed base on part of D-
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loop and Cyt b sequences. [ Result]D-loop and Cyt b sequences were 707 —709 bp and 404 bp, respectively, and the two sequences were
highly conserved between the two populations. G + C content of D-loop and Cyt b sequences were significantly lower than A + T, however, the
C content was lower than G, and G content of Cyt b sequences were the least in the third codon. The average number of nucleotide differences
of 20 D-loop sequences of H. kuda from Dongshan island and Quanzhou City were 0. 489 and 0. 958, and 3 and 6 kinds of haplotypes were de-

fined respectively, meanwhile, the similarity of Cyt b sequences were 100% with a total of 1 haplotype between the two groups. [ Conclusion ]

All the results showed that the variation of D-loop and Cyt b sequences were relatively little in the two population of H. kuda.
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cus ) HEAT TG ZREPEDIIE . B 38 T KIS D - loop
H Cyt b FRIF P51, 0 HAHEAT 13878 50 b, Ry H4RA 3 1
YT RRCHITE IO D il SRR A S | W] o R 1
HEH PR =R

1 #REHZE

L1 e 5 T 2016 4F 12 H SRAE T it M
AR LI Vi T 327 (20 J2 ) RS M T iy Eh 35537 (20 12) ,2
AT O SRR U BRI (R 1) RS TIOK
LI =20 CHRAF .

1.2 EFEHDNARZE  JOKE Sk RHHAN 2 0.1 g,
IR Sh Y ZHSUEE P 2 DNA $2I00R & (TIANGEN) $2
M IR 2, i 3 1% S5 0 B I Pl Uk A2 ) DNA i &5, 1
4 CRAFsHL

1.3 5|4i%&it % PCR ¥ 18 I\ NCBI Hfls i b N8 K165 5
LHRIR D — loop JF 31, #E T D — loop JFHN Y 34514 F:
AAGGAGAATCGAACTCCCACC/R: GGTTACCTGATAATCAC-
GGGG, PCR WA Z :10 x Easy Taq Buffer 2.5 ulL,dNTP
Mixture 2 wL,DNA #8545 1 wL,F/R 5144 1 uL,5 U/plL Tag
DNA polymorase 0.2 pL, FHHRGEKAMNEE 25 pl, P HEFETF.
95 “CHIAEME 4 min;95 CAME 30 5,59 CiR 2k 45 5,72 C LEfif
1 min, 40 NMEI; fJ5 72 CHEA S min, MAL, 2755 KA
SEPURFSEY 1S Cyt b FFF) PCR P47 Mk 2 1N G MER 28



45 % 36

3T D —loop #= Cyt b /55 8 K i L ik 45 T F 547

141

A SE G o

*1 FRUEBFMRMHEFEZAEDHEEEK
Table 1 The weight and length of Hippocampus kuda from the farms
of Dongshan island and Quanzhou City

i &4 Length // em 1A Weight // g
No. il M 7Rl M
Dongshan Quanzhou Dongshan Quanzhou

1 7.28 7.40 0.84 0.81
2 7.15 8.70 0.96 1.80
3 7.05 8.85 0.90 1.13
4 7.51 8.36 0.95 1.33
5 9.15 6.75 1.75 0.56
[ 6.95 7.80 0.70 0.99
7 7.60 6.90 0.88 0.61
8 6.80 7.90 0.65 0.98
9 5.90 7.60 0.42 0.91
10 8.20 6.70 1.12 0.58
11 7.80 6.50 1.12 0.56
12 7.75 7.10 0.90 0.81
13 7.42 7.45 0.84 0.85
14 7.20 7.10 0.74 0.74
15 7.20 6.85 0.75 0.65
16 6.00 6.80 0.86 0.72
17 7.80 7.00 1.05 0.65
18 7.30 7.10 1.25 0.69
19 7.00 5.90 1.20 0.76
20 7.00 6.10 1.11 0.92
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Table 2 Cyt b sequence bases composition of Hippocampus kuda

S EEE{U%{EE T HEZH AR, Bases composition // %
Source p(;:ﬂ?:n T C A G
A1l 1 26.0 21.3 26.8 26.0
Dongshan 2 37.8 24.4 22.8 15.0
3 27.6 28.3 39.4 4.7
B 1 26.0 21.3 26.8 26.0
Quanzhou 2 37.8 24.4 22.8 15.0
3 27.6 28.3 39.4 4.7

2.2 BEER  dFK3 AIHL20 KRS KIED D - loop
FeBAAR A SV 4 A, 5 SCT 3 Rl i, Hop oA 18 A4
AR TR R A R BAG T AR 0. 195 £0. 115, B
FRZAEIE D 0.000 69, K H IR 22 540K 0.489,20 S5 M TR
{55 D —loop FFHIE A7 11 7 4,6 FHEAERL A 13 A
J& TR Fh A A, AR A R 0. 579 £ 0. 124, i TR £
FEPES 0.001 36, R H IR 2257400 0. 958 ; AR 1L R AR M T Y
Cyt b FFHIAIRLE Sy 100% , S5 RAT 1A, FPBAS S A a |
PSR RENE TR ARIE IR 2E B 0, 2 Rl
FUIIHTEE AR 2 ARG B R B R A TR LA 2R
(h<0.5) HAREZH TR Z HEME(Nd <0.5% ) iR, 5 D -
loop FF AN P Hr&s FEA 1L, 2T Cyt b JFH0 70 M R L B AR N
T 2 AN FRIA I I MR Ig AL 5K AR
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Table 3 The information of genetic variation of Hippocampus kuda

i FEA R RS A, LRzt AT A A g SRR 2E AL
kil J#51 Number of Variable Number of AR #‘ﬁ Tiﬁ:ﬁaé *# ﬁ Average number of
Source Sequence . Haplotype diversity Nucleotide diversity : e
sample site haplotype nucleotide differences

Z< 11 Dongshan Cyt b 20 0 1 0 0 0

D - loop 20 4 3 0.195 +0.115 0.000 69 0.489
SR Quanzhou Cyt b 20 0 1 0 0 0

D - loop 20 7 6 0.579 +0.124 0.001 36 0.958
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Table 3 The per capita public budget expenditure of all Jiangsu counties (city) in 2015

g AR

NGRS B A

H{_ﬂ,[Z' Public budget revenue lﬂj‘[z. Ho 2 Public budget revenue
Region Place name ; — Region Place name ; .
per capita// JG per capita// JG

PN DN =N QD! VLR 12 546 AR (1) FH 7 889

South of Jiangsu and 2T 8 706 Subei County ( City) e 8 285

Su Zhong county ( City) T 10 281 T E 7713
Tkgus T 13 673 BT 9075
Bl 15 465 AR T 7 206
Kot 15 373 ARt E 7132
BERH T 8 067 AR 7715
FHHT 8 169 R 9639
i 11 263 K E 7 422
AT 7918 i E 14 153
G 9 743 iRia0 8 815
AR 9 554 G 12 429
Ja &R 9 040 K H 10 126
Pk 8 062 HEER=0 7 380
3l 9 460 By 8 531
Fp B 7019 SR E: 6 664
AAETT 8293 pcafs 11 347
R 7 245 KET 10 305
P2 i) 6 574 RS 7303
EYLT 10 183 WIRHEL 8 299
Eradil] 6 262 Wit A 7532

L RLRIE T 2016 YIRS 4R %
Note: The data came from the 2016 Jiangsu statistical yearbook
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