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Abstract ; Using MISA software, 7378 microsatellite markers were identified from the transcriptome data
of Paphia undulata, in which 95 loci were chosen to design the primers and the PCR products were verified in
a wild group of Paphia undulata. The results showed that a total of 30 loci were successfully amplified, of
which 15 loci were monomorphic and other 15 loci were polymorphic. The allelic number (N, ) and the effi-
cient allelic number (N, ) in these 15 polymorphic loci were 4. 733 and 2. 438, respectively. The average ob-
served heterozygosity (H,) and the expected heterozygosity (H,) were 0. 270 and 0. 516, respectively. The
average of polymorphism information content ( PIC) was 0. 457.
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o AEES (Paphia undulate) J&EARSIYIT] (Mollusca) . XN5e4 (Bivalvia) . S5 W4 ( Het-
erodonta) | il H (Veneroida) , fi#aH} (Veneridae) . WARMGIH (Paphia) , W9EFEM E] 28 FH
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H(18.20 + 1.72) g BYHGKL ARG, BE T 95% (KB ED) CBEh, -20 CORAFEH]
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P LR W/ 05/ 5 B sk 42 DNA, FH 1.0% (k20 0) SR8 b 6 Jie miy K AG: ) 6 PR 21
DNA 5884k, HIEEAN I EETHINAE 0D, 15 ODyy, , BEHGRHUHCR4F 19 DNA JKE B ok i 2
50 ng/pl, -20 CLRAFEH.
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PRI B S AR R 77 /2 DNA B ik 2 Abat A 0 s A R FRA R AT 0. ] Trinity %%
PN AR S A BT AL, R MISA (hitp: //pgre. ipk — gatersleben. de/misa/) {4 %} i
PEASF Y Unigenes fifff TR 70 HT, FLEPRLELL = HEE Hou M B EFS, {4 DNAMAN &
P BT TR RIS K 519, 383 95 XS AR M T 2G4, bl ETAY T
FEA PR A WG L.
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B 95 XM TLES IR PCR MK R (10 wl) : #ikk DNA 1 wl (50 ng) . 10 x PCR buffer
1.0 L, 15 mmol/L MgCl, 1.0 pL, 10 mmol/L dNTPs 0.2 pL, 10 mmol/L 5[#)%§450.2 pL. 5 U/pL
Taq fif# 0. 1 wL, 27K 7.3 pL. PCR W AEF: 94 C 5 min; 94 C 30 s, B AR 30 s, 72 C 30 s,
PEER 30 Y5 72 C 10 ming 4 CLRAF. T HGZYIH 6% (Fid /350 B2 SR N RTOE R BRI FL DK A
RYe g 6, ZEA7 R K/ 10 bp DNA Ladder (Invitrogen, USA) ShZ:HRERAESEATHIE.
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Fig.1 Statistics of the microsatellite identified from transcriptome of Paphia undulata
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Fig.2 The PCR product of microsatellite PU56 in Paphia undulata
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Fig.3 The PCR product of microsatellite PU29 in Paphia undulata
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Tab.1 The information of 15 polymorphic microsatellite markers for Paphia undulata
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pU28 (AGTA), gi%?rﬁiéﬁ%%iﬁgﬁ% 54.5  183~235 6 1.785 0.423 0.095 0.451
PU29  (TA), gfé%ﬁiﬁéiﬂﬁéﬁig\? 59 169 ~183 6 3.956 0.705 0.533 0.760
PU32 ((T;T”)'é” gii%?}%?}i%%?}iiﬁ%icgﬁfT 54 186 ~218 7 3.333 0.648 0.167 0.712
PUR3  (GA), g‘:%}ég&?géﬁiiéﬁﬁ% 56 260 ~280 3 1.995 0.390 0.035 0.508
PU3O  (TTG), gii?Tﬁi%ﬁﬁ%ﬁﬁé@ 56.5  108~132 6 2.052 0.468 0.250 0.522
PU46  (CAT), gigfzﬁif\c’iﬁ%ccg%iﬁic’ 56.5  252~260 3 1.106 0.064 0.100 0.098
PU49  (CAAA), g::(é%?\igi%gﬁgfggggmccc 57 162~185 6 3.645 0.691 0.111 0.740
PUSO  (AGC), g::(éfz?rgTG%CCTT%iﬁiﬁifCT 57 300 <312 3 2.104 0.423 0.000 0.536
PUS2 ((Tfék): géﬁi?é?ggggggggggm 55 182206 6 1.711 0.391 0.233 0.423
PUS5  (AAT), g i%‘éﬁé?é‘%i&iﬁ?ﬁéccmGTC 56 137~158 3 1.946 0.424 0.233 0.494
PUGO  (TGGT), gﬁ?ﬂ%ﬂ%ﬁi&iﬁiﬁ& 57 171~194 4 1.689 0.374 0.400 0.415
PUS3  (ACG), gfééigﬁégg&%&%g%% aceac 0 171~177 2 1.998 0.375 0.967 0.508
pUGs  (TCT), E‘ZEZCCTCCICTEQ%ECCEEEQ%TC o o 270~288 4 1.274 0.208 0.167 0.219
PUT0  (TTA), ﬂ‘é%ﬁ%ﬁ%%?fﬁ%ﬁ%?cﬂcC 64 160~190 9 6.017 0.831 0.105 0.856
PUSI  (TCA), f; EE%TTCC?TC?T(}FE%TCCAASETCST%C 57 284-303 3 1.963 0.437 0.655 0.499
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