Appendix 1. Summary data from red drum (Sciaenops ocellatus) microsatellites characterized for spotted seatrout, Cynoscion nebulosus.


Msat
*Primer sequence (5’ – 3’)a



*GenBankb
*Repeat sequencec


TAd

N/NAe
Size Rangef
   
HE/HOg

  
PHWh

Soc9
AACATTTCCATCACGTATTTATCT++




   (AT)27



51

14/2

  248-252


0.138/0.143

1.000


TCCACATGAACACCAGTGCAGTTC
Soc11
GCCGAGTCACGAAGGAACAGAGAA+
AF73258


   (GA)11



62

21/4

  216-242


0.331/0.238

0.138


TGTCGTCTCATCTATCTCCATCTC
Soc44
GAGGGTGACGCTAACAGTTGA


AF73264


(CA)22(GT)5


62

25/2

  202-204


0.040/0.040

1.000


CACAGCTCCACTCTGATATG++
Soc49
GTTGCCTTCTGACAATACACTGTT

AF73265


   (CA)24



56

30/1

    209


0.000/0.000
  
na


CCGGCTCGCCTTGAAATGAATGAT+
Soc50
CCCGTGATTTTAGGCTCAGATA++

AF73266


   (GT)7



58

25/5

  183-197


0.586/0.520

0.788


CCTTTAGAGTGCAGTAAGTGATTT
Soc83
TGCTGTAATTGAAAAGCAGTGTAC

AF73269


   (TG)19



56

12/2

  113-115


0.391/0.167

0.093


AGCGGAACTAGAATTGGTTTTATA++
Soc85
TTTTGGACCTACACTAGAGTAGC+

AF73270


   (AC)17



58

30/1

    88


0.000/0.000
  
na


CGTGGGAGACTAGCGATGTAGAT
Soc99
CACCCACTGACACACACATACAC+++
AF73272


   (CA)29



62

28/9

  151-169


0.771/0.750

0.052


GGAACCAATATGTCTGCCATGAT
Soc133
CATTTGGACCATCGCTACTGCTG

AF73276


   (TGC)10


56

27/4

  193-202


0.592/0.741

0.457


CTTGGCATTTCCAGACATCACTG+
Soc138
CTGGAGCTTTTCCCTTTCTGT++





  (TGTC)6


58

19/1

    53


0.000/0.000
  
na


TGGGAGGAGAAGGCAGGAAGG
Soc140
GGTGCAAACACAGCCATACAGT

AF73277


  (CTGT)8


56

29/2

  130-134


0.034/0.034

1.000


GCAAAATCGAAGACCGAGTTTAG+++
Soc243
GACGGGGATGCCATCTGC



AF73283


   (CCT)9



56

29/4

  101-110


0.533/0.483

0.705


AATGCGAAAAAGACGAAACAGT+
Soc400
TGCCATTGTCATTCTACAGAGC+

AY161010

   (CA)19



52

30/1

    241


0.000/0.000
  
na


TTATAGTGGGGTGAGTGTTTGA
Soc402
CATATTTAACGAGCGACATAGC++

AY161012

   (CA)20



52

29/5

  126-134


0.618/0.690

0.924


AAACAGATGAAGCACCTGGACT
Soc405
CTTAGCCTTTTGTTTAGTTTCC+

AY161014

   (CA)12



56

26/1

    173


0.000/0.000
  
na


CACACTCATGGTCACTCCTCTC

Soc407
AAAGTCTGCCTCTTACAGCTTC+

AY161016

   (CA)13



56

30/2

  130-132


0.033/0.033

1.000


GAGTTAAAGCGTGTGCTAGTCC
Soc409
TTTATCTGCTCTGTGTGGAAGT++

AY161017

   (TG)11



52

26/6

  283-297


0.526/0.423

0.104


ATCTATTTGTCGGTTTCTCTGC

Soc410
GTACCAAGTCAGCCAGTGTCAG+

AY161017

   (TG)17



56

27/3

  290-298


0.073/0.074

1.000


TCTCTGTGTCCCTCTGTGTTTG
Soc412
CACAGAAACTCAGCTCGAGACC++

AY161019

   (AC)13



49

30/6

  121-131


0.382/0.400

0.628


AGGAAGAATGTACAAGGTGTTC
Soc415
CTCAGCACCCTCAGACATATGG


AY161020

   (TG)15



52

30/16
  186-246


0.911/0.867

0.007


CACAAGTTAAGTGGTATCGAGT++
Soc416
CTCGATACCACTTAACTTGT+++

AY161020

   (GA)38



49

30/17
  139-191


0.909/0.833

0.082


ATCGACATAATCTGGCACCA
Soc417
CTTACGTGATAAAGTGTGGGTGA+

AY161020

   (AC)24



47

15/6

   86-96


0.713/0.667

0.808


ATATGCCAGTAATCCACCGAAG
Soc418
GTTTTTCTGGCATTTATGGATG


AY161021

   (TG)24



52

29/2

  253-255


0.267/0.310

1.000


TGAGGTTATCAAACACCTGCCCACT+
Soc419
ATTTAGCCAACTGCTCCGCTCA+

AY161022

   (AC)20



56

26/12
  237-269


0.858/0.846

0.603


GAGTGCGTGGTGTAGGGGGGTA
Soc423
GTCACCGCACCATGATGGAGAT+

AY161025

   (CA)26



51

30/7

  183-223


0.420/0.433

0.178


TACCACTTACACTCAGCAGGTG
Soc425
ACACCGCATTGCCCACCAGGAA+

AY161027

   (CA)14



54

30/1

    153


0.000/0.000
  
na


CGAGTTTATCCTTCACGCTTG
Soc426
GAGAGGACGTGAGCTGCTGA+

AY161028

   (CA)11



52

30/14
  121-159


0.876/0.767

0.042


TGAGAAACAGAAACAGAAGGT
Soc430
TAACAGTCCCTAAACAGGTT+


AY161031

   (TG)23



48

15/1

    278


0.000/0.000
  
na


GTTTCTCCTCCCCTTTCCTC
Soc431
GACACGCTGTGGTAGATGAAAACG++
AY161032

   (TG)29



53

30/11
  125-155


0.648/0.667

0.602


TGTATATTAGTTGGCAAGGCAGAG
Soc432
TTTAGGCTACGTCTGGAGGCACA++
AY161033

   (AC)16



52

29/12
  90-118


0.727/0.690

0.165


GTGTGTTTGAGGGTCAGCGTAC
Soc433
AGTACGCTGACCCTCAAACACA+

AY161033

   (TG)16



52

29/1

    81


0.000/0.000
 
 na


TTCTCTTTGCCTCCTTTTTCCCTGA
Soc434
GACACTCCCAGATATGCTGA++

AY161034

   (CA)23



52

28/9

  127-183


0.695/0.750

0.124


TCCTTGTTTATCTTGGTGCTGT
Soc439
ACTCTCGTCCCACTTACCACA++

AY161037

   (TG)17



49

30/4

   87-101


0.437/0.467

0.701


TATGTTTGCATATAAGCTCA
Soc442
TTTGTTGGCAATAAACTGCGAGA+

AY161038

   (TG)30



52

27/12
  131-189


0.843/0.593

0.001


TTCTTAATACGTGCCCCGACT
Soc445
ATACAAAGGGACTCTCATACTCTC+
AY161040

   (TCC)10


52

30/5

  144-156


0.552/0.067

0.000


TTTTAATCCCATTACAGCTTT
Soc508
GCAGCACATTTCAGCACAC


EF609022

  (GATA)18




15/17
  242-230


0.943/0.933

0.651


TAATGCCCCTGTTATCTATCTA
Soc509
TTGACATCGCAGGAGTGAGA


EF609023

  (GATA)11




29/1

    190


0.000/0.000
  
na


GGAGACAGACGGATAAGCATA
Soc510
AGATGCCAACACCTCTAAAACT


EF609024

  (GATA)8




18/6

  264-316


0.470/0.389

0.232


ACAGACCACTCCGACTCAAA
Soc512
CCATCCCTCGCTCTCTCTT



EF609025

   (GA)17





25/1

    102


0.000/0.000
  
na


GGCTCACCTAATGAATCCAG
Soc513
ATGACTCCCAGAGAGACAAAGA

EF609026

   (CA)34





22/1

    261


0.000/0.000
  
na


CCTCAGCACAAGATAAAGACAA
Soc516
GCAGACACAAAATGTTCAAAGCA

EF609027

   (CA)11





23/2

  178-182


0.507/0.478

1.000


GGAAGACTCACGGAGCAGGTT
Soc522
CTAGTGGATCTGCTTGATGCTTT

EF609029

   (CA)13





29/6

  125-141


0.572/0.482

0.1107


GCACACGTCTGAGGAGTGAA
Soc525
CACTGTGGGGACATTTAGAGG


EF609032

   (CA)14





30/2

  111-113


0.033/0.033

1.000


GGGTGTGACAAACTCAGGGAC
Soc527
CCAAATGTCAAGCCTGCTC



EF609034

   (TG)16





27/2

  195-203


0.140/0.148

1.000


GCTGTGAAAATCTCACCACACTT
Soc532 GAGTGCTCACAAAGTGCCAG


EF609037

   (CA)14





22/11
  134-166


0.867/0.864

0.873


GTGCCAGATAGATGCTGACG
Soc535
CGAGCGTAAACAAAGCACCTA


EF609039

   (CA)16





15/14
  126-174


0.922/0.667

0.004


GACTCACTGTAACACCACCAATCT
Soc538
CCAGCATATTTTGAGCAGC



EF609041

   (CA)17





15/6

  208-222


0.694/0.733

0.753


TGAAGGTTTTCCCCGTAGT
Soc540
GCTCGTTATCTGTATCAAAGGTT

EF609042

   (CA)13





21/1

    139


0.000/0.000
 
na


CTTGAAGCAGCGTTTGGAT
Soc544
CAGACCTGCTGTGTGCTTTTC


EF609046

   (CA)26





28/1

    181


0.000/0.000
  
na


TCTTGATTTGAGAGGGATAGTGC
Soc548
CGCACACACAAAAACAGTGAG


EF609048

   (CA)13





25/7

  166-188


0.500/0.400

0.230


CCATCGGTCCAGTATGAAGTC

Soc550
CGCAGACAGACAGCCTCTAT


EF609050

   (CA)26





16/9

  217-255


0.782/0.813

0.344


CATCCTCTCCTCAGTGTAGCC
Soc551
TCAACCACACTCAGGTCCAG


EF609051

   (CA)10





27/7

  257-277


0.576/0.444

0.110


GCAACACAAAGCACTCACAAA
Soc555
TACAAGCTGCCGAAACACAC


EF609055

   (CA)15





22/1

    175


0.000/0.000
  
na


AGAATGAGAGCCGACAGAGG
Soc558
CAGTGAACAGGAACGACTTTTAGA

EF609058

   (CA)18





28/11
  185-223


0.805/0.714

0.617


GACCCATCAACCTCCAGCA
Soc559
TGTGGGACAAGATGTGAAAT


EF609059

   (CA)31





22/3

  201-209


0.251/0.272

1.000


TTACCTTGGAAACGGTGTGA
Soc564
TGCCAGCATCCGTCTACTCA


EF609063

   (CA)15





28/14
  172-210


0.879/0.786

0.512


AAGAGCCGACCAATCAGAGAG
Soc566
GGACAAGAGAAGCAGCAGACG


EF609065

   (GA)13





30/4

  171-179


0.555/0.433

0.166


TCATCACGTCCAAAGCTACG
Soc567
ACACACACTCCCACAGATGAAT


EF609066

   (CA)31





17/3

  236-240


0.469/0.353

0.225


CGCTGCCCCAAAATAGAAT
Soc571
CGTGAACTGAGCGGAGACA


EF609070

   (CA)20





28/9

  234-252


0.851/0.821

0.580


GGGAGTGTGTGAGAATGTGGA
Soc575
GGACGCACCATCTCTCCATCT


EF609074

   (CA)11





19/10
  246-276


0.809/0.895

0.103


AGGCTTTGCTCTTTTCAGACG
Soc580
CTGAGCCTGAACGCACATCAT


EF609079

   (CA)25





15/2

  301-309


0.331/0.400

1.000


GAACAAACAACTGTCACCTGCTG
Soc586
GGGAAATGGACACAAAAGAAT


EF609082

   (CA)35





25/6

  151-161


0.740/0.800

0.348


CACCTGGGACCTTAGTCACTT
Soc588
TGAATGACTTGCTTTGCTGAA


EF609084

   (GA)22





30/13
  180-212


0.875/0.900

0.224


AATAACCCCCACCTCTCCCT
Soc589
ACGATGAGTGACGAGAACTTTTT

EF609085

(CA)5(N)2(CA)4



29/9

  127-153


0.802/0.552

0.002


CTTGAGCCAATAGCAGGATGT
Soc590
CAATGGACAGTTTGAGAGTTC


EF609086

   (CA)18





28/4

  187-193


0.733/0.821

0.656


GAAACCCACACCAATCACT
Soc592
AGAAGGAGGTCAGGAGGCATT


EF609087

   (CA)13





28/5

  125-133


0.631/0.607

0.144


TCCCATTCACAAACACAAGCA
Soc594
TCGTGCTCTGTCTCCGTTC



EF609089

   (CA)13





16/2

  206-208


0.417/0.563

0.250


TGACTATTTTTGCTTTTTACTTC
Soc595
TCATCATCCTCCTCCTTTTCTCT


EF609090

   (CA)23





30/1

    158


0.000/0.000
  
na


CTTTACCCACCCAAACTCCAT
Soc601
CTTTGGGACAACAGAAATGC


EF609094

   (GA)22





25/4

  166-172


0.626/0.560

0.535


TCCAGCAAGCAGACAACAAT
Soc602
AGCAACCATTCTTCCCACAC


EF609095

(CA)13(N)2(CA)2



28/11
  153-189


0.728/0.821

0.762


CCATCACACACCAGGGTTAA
Soc609
CCCGCATTAGACAGAAAAC


EF609099

   (CA)23





26/8

  269-285


0.762/0.846

0.579


ATGGGTATGTGTGGCTTACAG
Soc616
TTCCTCTCTCCGTGTTTGTGTT


EF609104

   (CA)32





26/7

  307-329


0.434/0.385

0.387


ACTGGGCAGGTTTCTTCTGAC
Soc618
ACCCGATAAGGAAACAAGCAGA

EF609106

   (GA)17





27/2

  118-120


0.107/0.111

1.000


CATCACCGTCCAACCAGAGAA  
Soc619
GCGTTCTCTCTCTCGTGACAA


EF609107

   (CA)19





23/3

  171-183


0.357/0.261

0.337


GCTCTCCTGCGTCTCGTCTT
Soc620
CGTGTCAGCCACAATCTCCA


EF609108

   (CA)13





15/4

  149-165


0.628/0.733

0.351


AGCCCAGCCTAAACCTCTCA
Soc622
CTGCCTAACATCCTTCTTTCTACT

EF609110

   (CA)29





15/10
  233-257


0.832/0.600

0.017


CCATAAACGCCACCAAACA
Soc623
CACTTTCACTTTCTGCCCTCA


EF609111

   (CA)14





21/9

  127-147


0.757/0.810

0.770


TCTGGTTTCTGGCTTTCATACA
Soc624
CACGCTGGTCTTTTTCTCAA


EF609112

(CA)28(N)2(CA)7



15/8

  125-151


0.802/0.667

0.192


CTGGGGTTATTTGTGTGTGC
Soc625
TACCCTCAGAAATGGTCGCTT


EF609113

   (CA)12





27/2

  115-117


0.037/0.037

1.000


GAGAGTGTTTACCCCGTGTGC
Soc626
ACTTTGAGCCAATGCTTTCC


EF609114

(CT)6(CA)9




29/5

  184-194


0.655/0.759

0.877


GTGAGCTGTGTATCCCTGTGC
Soc628
GCACTGCTGCTACCTGACAC


EU015882

   (GA)19





23/15
  172-222


0.914/0.478

0.000


TCCAACTCACTCGTTGTTTACAG
Soc630
CGCTGCTTCTCACGCTCTG



EU015883

   (CA)16





27/1

    143


0.000/0.000
  
na


GGTGTCATGTATGGATACTGCTCTT
Soc633
CAAATGACAAGGAAGACAAGAGC

EU015886

(GA)18(N)2(GA)5



30/1

    176


0.000/0.000
  
na


CCGCCTCAGTTACAGGAAATG
Soc635
CATCAGCACGGTTATTTTCTTG


EU015887

   (CA)23





25/14
  239-269


0.918/0.920

0.697


CCTCTCTCTTTTCTTCCCTCG
Soc636
AACACGTAACAACATCCATG


EU015888

   (CA)35





28/1

    110


0.000/0.000
  
na


GATCAAATTAGCATCAGTAATGT
Soc638
CTTTCATTTGGACTGGCTTTG


EU015890

   (GA)14





29/20
  284-360


0.884/0.759

0.020



TGGTCTGCTCTGCTTTTGATT
Soc639
ATCTTCTCTCACAAACACTCAC


EU015891

   (CA)13





24/1

    133


0.000/0.000
  
na


CCAAACTGTCAAGGATGTCA
Soc640
AGGACATTTGGAGTGGAAGAGTA

EU015892

   (CA)14





23/7

  163-181


0.670/0.565

0.219


ATGGGGACAGGAGGTTTTCTA
Soc642
CAGAGAAGGTTACAGGAGGTG


EU015894

   (CA)22





21/15
  204-236


0.918/0.667

0.004


ATGTGCTGGGACAGGTTG
Soc645
GAGTTGGTCAATAGCCACAGG


EU015896

   (CA)20





29/3

  150-154


0.163/0.172

1.000


ATCTGAAGGGCAGGTGTTTG
Soc646
GGGAAAGTAGATAGGGGCACA


EU015897

   (CA)16





19/7

  120-140


0.657/0.579

0.241


AGAGGTCAGGGTTGAGCAGAGT
Soc647
GCACAGATTCGTCCCAGATT


EU015898

   (CA)51





29/1

    184


0.000/0.000
  
na


TGTTCAGTTGCTCACAAACCA
Soc654
CTCCGCTGCCAAACTGAC



EU015905

   (CA)13





14/4

  162-178


0.558/0.500

0.555


TGTGCTCTACATCCTCCTCCT
Soc657
GGAAAGCAAAGCAAAAGAAACT

EU015908

   (CA)34





30/2

  195-201


0.127/0.133

1.000


AGCCGAATGAGACAGAGGAAA
Soc658
AATCTCCCAGTGCCTTTGA



EU015909

   (GA)14





28/10
  165-191


0.800/0.821

0.461


CTGCTTTTTCCCTCTATTTCTC
Soc660
TTGCCAATGTTCTTTCTCTCT


EU015911

(CA)12(N)2(CA)2



30/18
  115-167


0.902/0.867

0.193


ATTCCTACTCCTGCCAAGAT






(N)2(CA)5
Soc661
ACCGCCTCAAAACAACACA


EU015912

   (CA)13





30/6

  155-165


0.749/0.800

0.761


AGGAGATTGGGAGTGGAGATA
Soc662
CGTCTTTAGGAAGGTGTGGC


EU015913

(CA)20(N)2(CA)6



30/6

   89-121


0.641/0.700

0.779


CCTGTCTGGAGGGGAAAAC






(N)2(CA)3
Soc664
GAGGTTCAGTTTGGCTGCTG


EU015915

   (CA)23





27/1

    122


0.000/0.000
  
na


CGTGTGTGTTTTCGCTCAGTT
Soc665
TCACAGTGGCTCTCCAGGTAA


EU015916

   (GA)33





29/1

    100


0.000/0.000
  
na


TTGCCCTCTTGTCGTTCATCT
Soc666
TAATCTCTGTGTGTGTCCAGGTG

EU015917

(CA)4(N)2(CA)21



25/6

  194-208


0.416/0.400

0.286


GACGCAAGGCTGAGGCATA
Soc667
TAACGCTCTGTCCATCACTG


EU015918

(CA)14(N)4(CA)5



27/11
  219-249


0.851/0.778

0.169


CATCTACGAATGCCCAACA
Soc668
TGATGAGGACCAAGTGACAAC


EU015919

   (CA)18





29/11
  100-124


0.842/0.655

0.002


ATCAGTGTTTTTCCATTAGCC
Soc670
TTCGTCCCGTCACAGCACA



EU015921

   (CA)30





29/3

  220-224


0.132/0.138

1.000


CAAAGAGAGATGAATAAACCCAAAG
Soc671
CGCCTCTCTTCCTCAGATGT


EU015922

(CA)30(N)4(CA)4



30/5

  187-199


0.499/0.433

0.126


ACAGTGGGCAAATCCATACA
Soc672
CGTATGGTGAGTGTTGGCA



EU015923

   (CA)22





14/2

  139-141


0.254/0.286

1.000


TGTCGTCTCTGAATGTGTCCT
Soc675
TGTCCCCATAAAGAACAAGG


EU015925

(CAGA)4(N)4




30/2

   92-96


0.097/0.100

1.000


ACACAACGTCTACAGGAAGGC






(CAGA)2(N)4(CAGA)2
Soc679
ACACCTTCCACTGACTGACCAC


EU015928

   (CA)27





18/1

    134


0.000/0.000
 
 na

GAATGTGTGCGTGTCTGCGT
Soc681
TATGGCTCCGACACACTCCT


EU015930

(GACA)4(CA)12



30/1

    118


0.000/0.000
 
 na

CCACCCCAGTAGACACTCAGA
Soc683
TTCGCACACATACATAACTAAACT

EU015932

(CA)6(N)2(CA)7



29/3

  185-195


0.132/0.138

1.000


AGCGTCATAATCCAACTGTCA
Soc685
TCAAACAGGGTCATTGGTGA


EU015934

   (CA)14





29/3

  220-226


0.605/0.517

0.666


AGGAGAAACGCAGGGAAGA
Soc691
CAGTGAGAGACGCAAACCAG


EU015940

   (CA)31





27/1

    106


0.000/0.000
  
na


GTCAAGTAGGTAAATAAAGCCTGA
Soc692
TGCTGCCATTGAGAAGAGA


EU015941

   (CA)10





28/3

  121-131


0.137/0.143

1.000


TTTGTATGTTAGGGGTTGTGT
Soc694
CTCGCTCCCATCGTGACT



EU015943

   (CA)11





15/9

  175-193


0.857/1.000

0.717


TCCTGAAAGTTGTGCTTGTCC
Soc695
TCTGGAGGGATGATGTGTTT


EU015944

(CA)21(N)2(CA)5



16/3

  129-133


0.123/0.125

1.000


CCTGTTTCACTGCTACTCGC
Soc696
GAAAATGGTGAAAACCCTGA


EU015945

   (CA)31





15/3

  185-193


0.191/0.200

1.000


CAAAATGGAGAAGCCTGAAG
Soc697
AAGCACGCAATCTATGAAACAC

EU015946

   (CA)10





29/1

    177


0.000/0.000
  
na


TGTGGGAAAACATCCAGAGG
Soc706
ACTCTGTTGCTCCACTACCCA


EU015954

(CA)5(N)2(CA)8



14/4

  162-170


0.267/0.214

0.206


GCTCTTCTCCTGTTTGTGTGA
Soc707
TTCCTCTCTTCACTCCTGGT


EU015955

   (CA)21





30/1

    150


0.000/0.000
  
na


CAACACTGCCTCCCTATGG
Soc708
TTCCCACTAGAGCTGTGATTGA


EU015956

   (CA)17





15/10
  148-174


0.823/0.800

0.766


TCTGACTTCCTCTGCCCATT
Soc713
AATAGTTTCCTCTGGATTGACG


EU015961

   (CA)18





15/3

  184-188


0.591/0.533

0.712


TGGCTTAGACAAGTGGTGCT
Soc715
TTTCCCTCTCTTTCCCACAG


EU015962

   (CA)10





19/3

  110-114


0.560/0.368

0.047


GCAACACAGTCAGCCCACA
Soc718
CCCTCTGTTTTCTCTGGGATTT


EU015965

   (CA)16





29/1

    195


0.000/0.000
  
na


CTTTGGTGTGTGCGTGTTTCT
Soc721
GGTAAAGTGTAAAATGCCAATAG

EU015967

(CA)10(N)24(CA)12



24/7

  201-215


0.777/0.542

0.002


AGGGAAACGAAAAGAGGAAA
Soc729
CTTCTTCCACCTGTAACTGAATC

EU015973

(CA)9(N)2(CA)4



27/1

    158


0.000/0.000
  
na


CTTTGTCCTCCGCTTGTTTC
Soc730
GCACAGGGAGATAAACACAG


EU015974

   (CA)14





29/2

  101-130


0.034/0.034

1.000


CTGAAGAAAAGCCAGAGTGAA
Soc731
CAACCGATGAGAGCAGAGACT


EU015975

   (CA)22





18/1

    213


0.000/0.000
  
na


TGTGTGTAGGTGAGACAAAAGAA
Soc733
GCTGATGATGAACTGGTGCT


EU015976

   (CA)12





19/1

    153


0.000/0.000
  
na


TTTCTTGTATGCTCTGTTTGC
Soc734
CAGATTGGAACTGACACACAC


EU015977

(CA)10(N)2(CA)3



27/1

    103


0.000/0.000
  
na


AAGCCCCTTCTTGGAGATT
Soc736
GAACCACCACTGCGAAACT


EU015979

(CA)3(N)2(CA)9



26/1

    174


0.000/0.000
  
na


GCCTACAGATTGAGAACCACT






(N)2(CA)6
Soc737
TCCAGGAAGTGGTCGGTTT



EU015980

(CA)6(N)2(CA)19



16/5

  188-200


0.745/0.308

0.002


GGGAGAATGTGTGAATGCTTG
Soc738
TGTAACAGCAGAGACTGAAGC


EU015981

   (CA)28





28/3

   94-98


0.105/0.107

1.000


CTGGGTGAAAGGCAGAGTA

aPrimer sequences are forward (top) and reverse (bottom); bGenBank Accession numbers – sequences for Soc9 and Soc138 are not available in GenBank; cRepeat sequence indicates microsatellite repeat motif; dTA is annealing temperature in OC; eN is the number of samples that were scored and NA is the number of alleles detected; fSize Range refers to alleles thus far uncovered – for Soc508 to Soc738, size includes the 21 base pair 5’-tail-sequence primer used for PCR amplification (Karlsson et al. 2008c); gHE and HO are expected and observed heterozygosity, respectively; hPHW represents the probability of deviation from Hardy-Weinberg expectations – significant deviations following Bonferroni correction are underlined (Soc445 and Soc628) and monomorphic loci are noted by ‘na’.  The fluorescently labeled primer is in bold with the appropriate label signified by + (6-Fam), ++ (Hex), or +++ (Ned).  Information taken from earlier descriptions of these microsatellites [Saillant et al. (2004) for Soc9-Soc445 and Karlsson et al. (2008b) for Soc508-Soc738] is indicated with an asterisk (*).
