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Isolation of Microsatdlite Loci from Perca schrenkii
and its Universal in Related Species
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Abgract :Microsatellites DNA was i 0lated and enriched from genome of  Perca schrenkii by magnetic beads, and were
ad o goplied to the other two geciesin the same genus, i.e. P. flwiatilis and P. flavescens, which aimed to get
dfective microsatellite primers in the gernplasm reources conservation of the eciesin Perca. Geromic DNA o tall
finfrom P. schrenkii was extracted and digesed with redriction erzyme. Redriction fragments were ligated with
linkersand anplified with primers. PCR products were enriched by hybridization with biotin-labeled (CA) s and
biotinrlabded (TG 15 probes. After the sdected DNAs anplified , cloned into T/A vectors and trandormed into E.
cdi DHS! , the microsatdlite-enriched library of P. schrenkii was succes$ully condructed. 48 random clones were
selected with repeat- sequence primersfrom the library and were sequenced. As a result , 38 microsatellite sequences
were iDlated , and the repeat timesd notifsin 41 microsatdlite loci were much nore than 8. 17 pairsd primerswere
desgned from the microsatdlite loci dl of which were polymomphiam for P. schrenkii. These primers were d
amplified in P. flwiatilis and P. flavescens, amongwhich 10 pairs could be used, 6 parsin P. flavescensand 5in
P. flavescens were high polymomphic (PIC>0.5) .
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Tablel Microsatelite marker primersand their repeat sequences in Perca schrenkii

Microsatdlite marker Primer szq-ugwe 9ze (p) Repeat sequence Optimum anneding( ter:perature
YFO2 : ;Agﬁggfggg;ie 160 (TO» 45
YFO3 ; gﬁ;m?&? 236 (G 2 55
vRoa F CGCAGGIGIACTAAGGAT % (&) 2C (GD6 5

R CAGGGCAGGITCAGIGITC AGAA (AQ) ,
YFO5 ; im&e:m&@ac 147 (G 10 56
YPO6 : ﬁ?gﬁgﬁgﬁ& 261 (AC) 56
YRO7 ; g(TBSZAoAG: o?\ (;)TCTGI(-II_:WOSC 125 (T2 52
YFO8 : fgﬁ&%@?&f 116 (GN 171G 54
L omaamacoea (40 -
YP10 E i&%ﬁ?ﬁ gTTOGAAA(\:A c 126 (AC) 17 54
YPLL s 234 (GN 1 58
YP12 E TEGAE EGr“ C“ GT“ - Om“ CcfrAG/:gg 191 (AC) » 47
YP13 ; g&%ﬂ%ﬁ; g&i G 161 (GN w 51
YPL4 ; ?&fggggfgc 187 (CA) 13 46
YP15 : ?ATCGG%T;AF':CC;FTC(;“; msts GCT3 AAC 144 (GN 2C(X) 6 58
YPI6 o o AT 212 (T6u:(GNs a6
YPL7 : ggggﬁeé?;; 156 (T 57

F: ‘R: F: Forward primer ; R: Reverse primer.
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Fig.2 PCRamplification results o some P. schrenkii microsatdlite primers on its related species
M: DNA ;1 20:

M :Sandard DNA Marker ; 1- 20: Anplification fragment of ©me primersin P. flwiatilis and P. flavescens.
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Table2 Number of observed heter ozygosity ( Ho) , expected heter ozygosity ( He) , number of effective alldes ( Ne) ,
paymor phism infor mation content ( PIC) at 10 microsatdlite loci of P. fluviatilis and P. flavescens

Ho He PIC Ne

Microsaellite loci
P. flwiatilis P. flaesoens P. flwiatilis P. flavescens  P. flwiatilis P. flavescens  P. fluiatilis P, flavescers

YP2 1.000 0 0.487 2 0.000 0 0.512 8 - 0.3750 1.0000 2.0000
YP3 0.197 4 0.244 9 0.802 6 0.755 1 0.750 4 0.691 5 4.597 7 3.7915
YP4 0.3128 0.487 2 0.687 2 0.512 8 0.612 3 0.3750 3.0303 2.0000
YP6 0.262 8 0.4385 0.737 2 0.561 5 0.667 3 0.444 5 3.555 6 2.2099
YP7 1.000 0 1.000 0 0.000 0 0.000 0 - - 1.000 0 1.000 0
YP8 0.3372 0.146 2 0.662 8 0.8538 0.5819 0.809 2 2.826 9 59701
YR 1.000 0 1.000 0 0.000 0 0.000 0 - - 1.000 0 1.000 0
YP11 0.194 9 0.169 2 0.8051 0.8308 0.750 4 0.784 8 4.651 2 5.263 2
YP15 1.000 0 0.219 2 0.0000 0.780 8 - 0.724 2 1.000 O 4.1885
YPL7 0.225 6 0.219 2 0.774 4 0.780 8 0.719 2 0.725 6 4.081 6 4.188 5
- - ¢ No polymorphism.
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