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Tab.1 Information of the microsatellite loci and primers sequence
(5'—3" NR-tophit_description
c8433 (AT R: CAAATCTGCCCTACGTCGE -
C8I7 (AT R: AGCACCTGTAGGAGGACTTG E3AL |
o an LAMCACGGNTICOGC -
caul (€00 R: ACCTGCTIACAGCTGAGTTTC ]
Cs670 (AGO) R: AGTGLIAGGGACAGCGCC -
C360  (AGO), R: CTGCATCCTIGOGTICATG -
s an, BENCCCCTaaaae -
css13 @My R: CTGGCTAATTGTGCAGACCG -
chon e, FASTGGGONTAG GGG c S
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cme emy  ROSCACATIIONCIGIGGS -
comgo,  ESCTeCmGNCGie -
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, K2 REEMERE. K. TREK. BARESSHIRR
GelePro Ansyzer 43
PopGen32 P
(P) (Na) 4235921167388 1844 6597  0.561
(Ne) (H,) (He), 7.9800=1.30702 560 1020 0.122
Botstein ~ (1980) 6.0800=0.79814 4.10 7.60  0.631
PIC 1.24000.28175 070 180  0.123
SPSS 16.0 Shapiro-Willk 15 2—17,
, (Na), (NVe)
(GLM) 15 (Ho) (H.) (PIC)
SSR 4 3.3333 2.7633 0.3989 0.5961 0.539177(
, 3)
2.3
ANOVA 15 4
, 4 , ,
5 ,
8387 (P=0.021) (P=0.02)
2 (P=0.032) (P<0.05), (P=0.0087)
2.1 (P<0.01); C211 (P=0.007)
, 60 (P=0.009) (P<0.01), (P=
, 4 0.028) (P<0.05); C5670 (P=0.000)
( , 2011) (P<0.01), (P=0.042)
SPSS 16.0 Kolmogorov-Smirnov , (P<0.05); C1312  C13038 (P=0.009)
P 0.05, 4 (P=0.002) (P<0.01)
( 2), 5
2.2 , ( 4):
PCR , 15 C8387 , CC
, 4 ,
, 1 2 AB (P<0.05), cc 4
C8433 C0009 ,AB
C5670 , BB

1 C8433
Fig.1 PCR amplification result of C8433 loci in P. sinensis

2 C0009
Fig.2 PCR amplification result of C0009 loci in P. sinensis
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x3 HEERK IS MIEMSRBEES ST AA (P<0.05),
Tab.3 Data of genetic diver.sity qf 15 microsatellite loci for BB

P. sinensis >

N, N. H, H, PIC AA

8433 4 3.0756 03833 0.6805 0.631108 C211 B ,
C4663 3 2.6836 04833  0.6326 0.580413
8387 4 27098 03333 0.6363  0.608413 , cC AB
c211 3 27304 03833 0.6391 0.571331 AA BB (P<0.05), BC
C5670 4 35122 04667 07213 0.686731 AB (P<0.05), AB AA BB
C5960 4 39024 0.6833  0.7500  0.722843
€0009 7 6.1121  0.6333  0.8434  0.895932 (P>0.05), ¢
C8513 3 2.8092 03667  0.6494  0.609267 ; CC

C11010 3 1.9667 03333 0.4957  0.406474 (P<0.05), 4
25692 3 24991 03000  0.6049  0.526842 (P>0.05); CC
2226 3 2.0202  0.4000  0.5092  0.393309 BB
C4950 2 2.0000  0.4000  0.5042  0.37500 (P<0.05), BB BC AB AA
cl1312 3 1.6969 02500  0.4141  0.367502 (P>0.05) . CC
C13038 2 1.8967  0.5333 04768  0.36101 ; BB
Cl1675 2 1.8349 0400 04588  0.351488 AB

33333 27633 03989 0.5961  0.539177 Cl1312 Derl-like
N, , N , H, , H. ,
, PIC 4

R4 PEESAMYIEMSAFRIZRBKE. KK, ERKNBELENTHERZELR

Tab.4 Means and multiple comparisons of body weight, body length, carapace length and side width of P. sinensis in 5 microsatellite loci

(2)

(cm)

(cm)

(cm)

C8387 AB
AA

BC

CcC

C5670 AA
AB

BB

C211 CC

BC

AA

BB

AB

C1312 AB
BB

AA

BC

C13038 AB
AA

BB

28.6575%+10.56721°
40.2771210.4760°
50.8920+9.6764"
51.2329+7.1991°
36.2590=2.0200°
47.623122.7360°
54.198243.8690°
24.363246.5334"
33.197017.4441%
43.42407.5511"
47.0631210.9060*
50.4123211.971°
31.695018.7454°
40.208710.4746™
50.730029.9586"
55.45007.1233°
40.487311.4677°
43.3414%12.9017°
49.2175%6.0706*

6.475020.7974°
7.758341.2703"
8.8800-+0.95237°
8.957120.7067"
7.84510.2433°
8.7670+0.3250°
8.8830+0.4591°
7.275240.7412°
7.733341.2702°
8.56840.7917"
8.27341.7340°
8.32511.4408"
7.2500%2.3335°
7.7133%1.21506°
8.8500=0.6758"
9.47500.7805°
7.86361.3040°
8.0000==1.4507"
8.55000.8062°

5.200020.9055"
5.97500.7525%
6.3600=£0.4159
6.742940.5533"
5.813120.6142°
6.14240.9312°
6.933340.5355"
4.6500=£0.4042°
5.622120.9539"
6.2474=0.60311°
6.291240.5216"
6.553240.9678"
5.4500=0.7778"
5.963320.8037°
6.675020.6185°
6.675020.3304°
5.818240.8063"
6.25710.6802
6.9000=£0.4243°

1.179240.2653"
1.0000=0.2449"
1.420040.2387°
1.457120.2070°
1.0913220.0533"
1.151320.1022°
1.1674+0.0723"
0.851120.1915"
0.9667=0.2309
1.115820.1501"
1.2700=0.3434°
1.175120.1707"
1.0000=0.4243"
1.1933220.2586"
1.4500220.2646"
1.5000=20.2160"
1.271420.3315°
1.2091=£0.2724°
1.3000=0.1414°

(P<0.05)
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CORRELATION OF EST-SSR MARKERS WITH GROWTH TRAITS IN CHINESE
SOFT-SHELLED TURTLES (PELODISCUS SINENSIS)

ZHANG Qun-Ying', HUANG He-Zhong', YUAN Wen-Cheng', LI Wen-Long',
YONG Fu-He?, XU Xue-Ying’, ZHANG Ping*

(1. School of Medicine and Life Sciences, Medical College of Soochow University, Fisheries Research Institute of
Soochow University, Suzhou, 215123; 2. Mashe Special Aquaculture Farms in Xukou Town, Wuzhong District,
Suzhou City, Jiangsu Province, Suzhou, 215004; 3. Fisheries Technology Extension Station of Suzhou City,
Jiangsu Province, Suzhou, 215006; 4. Fisheries Technology Guide Station of Suining
County in Xuzhou City, Jiangsu Province, Xuzhou, 221200)

Abstract 15 polymorphic microsatellites were developed from the transcriptome sequencing EST database of Chinese
soft-shelled turtles (Pelodiscus sinensis) to analyze the genetic diversity and linkage of 60 individuals. The result indicate
that: 15 EST-SSR markers obtained amplified products successfully in a high polymorphism level; the number of mean
valid alleles was 2.7633; the value of mean expected heterozygosity was 0.5961; and the mean polymorphism information
content (PIC) was 0.539177. The linkage analysis showed the locus C8387 had a significant impact on body weight, body
length, carapace length and a extremely significant difference in side width (P<0.01), and CC at C8387 was a favorable
genotype for the four growth traits while AB was a disadvantage genotype; locus C211 showed an extremely significant
impact on body weight, carapace length (P<0.01) and a significant impact on the side width (£<0.05), among them allele C
was negatively associated with the body weight and genotype CC was disadvantage genotype of carapace length and side
width, while BB and AB were favorable genotypes of side width and body weight respectively; locus C5670 had an ex-
tremely significant impact on body weight (P<0.01) and a significant impact on carapace length (P<0.05), in which BB
was the dominant genotype of body weight and carapace length while the AA was the negative genotype; the locus C1312
and C13038 had a extremely significant correlation of body weight, carapace length, respectively (P<0.01), in which BC of
locus C1312 and BB of C13038 was dominant genotype of body weight and carapace length, respectively.

Key words Pelodiscus sinensis; EST-SSR marker; growth trait; correlation analysis



