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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size

™)

Number of
alleles (N,)

H,(H,)

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pc_01°

Pc_02%

Pc_03?

Pc_04?

Pc_05*

F:TGAGCAGAT
TGAAGGAGC
CATCTC

R:CTTAAAGAG
ATCTGGCTC
CACTCATC

F:TCAACCATT
GCCCAGTAT
GTGTCC

R:CCATTCCTG
TGAAATGGG
AACAGC

F:GGTATTGTA
ACTACCAAG
CTG

R:GTGTAGTTA
AGCACTGGA
ATAGGAATCT

F:GTCAAGAGG
AACTGAACA
CCAG

R:CTGAAGGCA
ACAGAATGG
AAACCG

F:AGCAATTCA
CAGCAGGGC
CTTATT

R:GCATTGTAT
TTTGGGTGT
CCT

(GTA),,

(GT),

(TATC),

(ATC),

(TG),,

230-245

292-312

175-179

243-258

304-316

33

33

32

35

33

4

0.818 (0.682)

0.909 (0.601)

0.594 (0.502)

0.086 (0.083)

0.758 (0.695)

Electronic supplementary material The online version of this
article (https://doi.org/10.1007/s12686-020-01148-6) contains
supplementary material, which is available to authorized users.
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H,(H,)

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pc_06?

Pc_07*

Pc_08?

Pc_09?

Pc_010?

Pc_011*

Pc_012°

Pc_013*

Pc_014*

Pc_015*

Pc_016*

Pc_0172

F:AGCTGTTGG

CTGTGATGTCTT

R:GTCCCCCTT
CCTAGTCTCTTA

F:CCATGCGGG
TCTTACAAGG

R:CAGAGTAGT
ATCCAGGTC
CATC

F:CACTGCACA
TGTCTCTGAAT

R:CCGATAGAT
CCCTGTAGT
GTAG

F:-TGTTCCCAG
TGTCCCTAAGC

R:GCAAAGTGC
GCTCATGGT

F:.CCATATTCTTTT
GCAGTGATA
CTT

R:TCACCTCAG
TACGTGTATGC

F:ATCTTCCAA
CTGACCGAT
TCT

R:GCATTTTGA
TGCCGGAGTAT

F:GATTCGTGG
GAGAATCAGGA

R:CGTTTCTGG
GCATCACAT
TACC

F:GTGGCTCAA
CAGTCATTTCA

R:GCACACACA
CTCAACCTA
GAC

F:GTGGTGCTT
GTATCTGGT
GGTTGA

R:CACCTGTGT
GATTAGCGTCA

F:AAACAGTAG
AAGAACGTGCC

R:GGGGATCGT
GTTACAGTA
TGG

F:CACAGGAGA
CAATAGCCT
TGGTATG

R:CTGGCATCG
TCAACATACTT

F:CGGAGCATG
ACTTCGGTTTC

R:AGAGGGTGA
AGGGAATAGC

(TCO),,

(AQ) 9

(AAT),

(AGO),

(TG)g

(CA)

(AGC),

(TG)o

(ACGCGC);

(CT)y6

(TAA),

(TO) 3

200215

186-198

139-148

269-272

254-256

191-197

130-139

315-323

138-150

278-298

147-150

307-319

35 3 0.314 (0.281)

35 4 0.429* (0.554)

35 2 0.429 (0.342)

33 2 0.394 (0.321)

31 2 0.258 (0.228)

33 3

0.576 (0.439)

35 2

0.429 (0.342)

35 4

0.600 (0.617)

35 3

0.171 (0.210)

35 7

0.914 (0.781)

33 2

0.455 (0.508)

33 5 0.515* (0.717)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H,(H,)

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Pelochelys cantorii

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Pc_018*

Pc_019*

Pc_020?

Pc_021*

Pc_022%

Pc_023*

Pc_024*

TC2-1°

TC2-2°

TC2-3°

TC2-4°

TC2-5°

TC2-6°

F:ACATCCCTTCTT

ACGCATGTA
R:GGAGGAAAT
CTGTGGCTACG

F:GAAAGGGAG
GTGACTCGC
TTATTG

R:TGAGAGGTC
ATCTAGTCC
AGTCCT

F:TCAGGCAGC
TGCACTTCA
TTGG

R:AGTGAAGTC
CTTGTCCGTGA

F:ATGACAAAC
ATCCTTCCAGT

R:ATTGCAGGT
AAGCAGGAGTA

F:TGGAGCCAA
ACACTAAAG
AGCCAA

R:ATCCATCTT
CGGGGCTC

F:CTCACACTG
CTACCCTCT
GAA

R:TGACAGCAC
AGTTAAACA
GGCAGT

F:TGCTGGGTA
CGACTGCAC

R:GCAAGCTCA
TACTGCCCTG

F:-TGCCCGGCA
ATCCGCACA

R:GCTTGGCTG
GAGCAGATGTT

F:ATCGCAATG
TCCGGGTTT

R:CATAATGCA
CCTCGCACCC

F:-TTCTTTACA
CGGGTTCTC

R:ATTGCCGCA
GTTTTAGTG

F:ATAGCCTGT
AACAAGCAG

R:GCATGAGGT
CATGGGTCA

F:GGTGCTGAA
ACGCTATAC
R:CAGACTCTG

AGATTGGAC

F:TCATCGCTG
GATTCACTAG

R:TTCATGCCC
AAGAAGGAC

(G,

(AG)4

(AGCAG),

(GGA)s

(CTTT)s

(CCAGC),

(TG)y,

(GCT),

(AATAC),

(GT),5

(TTG)s

(AT)s

(AGA)s

199-207

177-183

122-132

244-247

175-179

301-306

228-234

308-317

204-243

105-127

210-232

350-371

125-143

33 5 0.879 (0.756)

35 3 0.543 (0.513)

35 3 0.657 (0.520)

33 2 0.606 (0.496)

35 2 0.486 (0.448)

35 2 0.200* (0.373)

35 3 0.714 (0.519)

30 3 0.700 (0.501)
30 8 0.667 (0.721)
30 2 0.300 (0.508)
30 7 0.700 (0.749)
30 5

0.533 (0.628)

30 8 0.667 (0.784)

@ Springer



340

Conservation Genetics Resources (2020) 12:337-351

Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of H, (H,)
(N) alleles (N,)

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

TC2-7°

TC2-8°

TC2-9°

TC2-10°

TC2-11°

TC2-12°

TC2-13°

TC2-14°

TC2-15°

TC2-16°

TC2-17°

TC2-18°

TC2-19°

TC2-20°

F:AATGAGACC
GGGTATGAG

R:GTGGTGGTG
ATGCTTGTA

F:CAATGTTTG
ACCCAAGAG

R:ACGAGTGTA
CGCATAGAA

F:-TGTCTGGTC
CACGAGTTA
R:AGGAAAGTG

ACGACGAAG

F:AAGCCGTTT
TCCATAGGT

R:ACATTCGTA
GATGCACTG

F:GTTGGGTAA
CGGGTAAAT

R:CAAAGGCAT
TGGACATTC

F:CTCGGTGAA
ACTGAACTT

R:TAGCACATG
GAGGATTGT

F:AAAGTAGCA
CCAATCCAC

R:ATGCTTACC
ATGAAACCC

F:GCCACAGAA
CGGAGGAGTT

R:TCAGCAGCC
GCTACCAAT

F:ACCAGTGGC
TGTAGATTG

R:TACATCATC
ATCCCCTCC

F:GCAGTTGCC
TTTCCCAATA

R:CAGCAGCAA
AGAGTGTAG
AGC

F:CGAAATCTT
GTCTTGTGG

R:TGTCCTGGC
AAACTATCT

F:CTGCCCTGA
AGTGATTGG

R:CGCTATGTT
TGCTACCCT

F:AGGAAAGGC
GGGAGAAGA

R:TAAGCGGAC
GGCGTAGAT

F:CCGAGGCTT
GTAGCTTCTCC

R:CGTTGCCAT
CATCCTGGTC

(ATG)s

(GT),

(TTC)s

(AG),

(CAAT),

(CT)s

(TG)g

(AGO);

(TGA),

(AT),

(TG)g

(AT),

(TTG)s

(CGT),

215-240

514-538

520-541

351-368

363420

253-277

340-355

302-320

160-225

173-218

302-345

250-290

360438

303-340

30 7 0.724 (0.814)

30 7 0.600 (0.823)
30 6 0.433* (0.824)
30 6 0.357* (0.790)
30 8 0.360* (0.825)
30 2 0.267 (0.506)
30 7 0.433* (0.683)
30 2 0.033 (0.097)
30 5

0.500 (0.509)

30 8 0.767 (0.763)

30 6 0.733 (0.819)

30 7 0.767 (0.799)
30 6

0.600 (0.789)

30 6 0.400* (0.618)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of H, (H,)
(N) alleles (N,)

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Tridacna crocea

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

TC2-21°

TC2-22°

TC2-23°

TC2-24°

TC2-25°

TC2-26°

TC2-27°

TC2-28°

TC2-29°

Mdo1°¢

Mdo02¢

Mdo03¢

Mdo4¢

Mdo5°¢

F:-TTTCTGCCT
TTGACTGGA

R:TTGCCTCTA
TGATTGTAAGC

F:ACGAGTGGC
TTCAAGTGC

R:GGATTCGTA
AGCTACAGCAC

F:ACATGACCA
CGATTCTTC

R:TGATCTATT
CCGTCCACT

F:TACCTTGAC
AGCTTCTGA
R:TCTTGAGTT
AACCCCTCT

F:CACAGAAGG
ATTGAGGGAT

R:CAGGGACAG
GTGTATTGGAT

F:-TTCCTTGCG
CTGTGAGTC
R:ACGTAGAGG

GACGGGATA

F:AGCCTTCTC
CAGCCAACA

R:TGCGCTGTA
ACCTTCTTTG

F:CAGGGCATG
GCTCTTGTA

R:TCGTGTCCG
GCTTAGTGA

F:ATGTTCTGA
CACGGGCTTCG

R:AAGGACCAC
AGGGTCAAACG

F:CCCAATTTC
AGTTGTCTC
CAT

R:GCATGTAAG
CTTCCACTTCCT

F:GCCAGTTCG
ATAATGACC
AGA

R:CCCTCTAAG
TTAGTTGCCCGA

F:-TTGAAGACC
CGTTCTAGCCA

R:GATTGCTGT
GCTCCTCGAAT

F:TCATGGATT
CGACACCGC

R:GGCCATAAC
TTGACAGAG
AACG

F:-TTCCTCTCG
GTTGCAAGAAT

R:GGCCAAACG
GGAAATGTTAT

(TA),

(TCA)s

(TTG)

(TG)g

(CAT)s

(AT)6

(TC)6

(AT)6

(GO)6

(AC);5

(AG)|,

(AAC)q

(AAC),

(AAC) |,

380445

200-228

265-320

154-208

125-186

461483

248-269

307-340

145-196

161-189

170-200

309-324

291-314

157-178

30

30

30

30

30

30

30

30

30

52

51

52

52

44

7

13

15

0.933 (0.770)

0.100 (0.097)

0.567* (0.805)

0.462 (0.767)

0.333(0.288)

0.267 (0.348)

0.467 (0.560)

0.367 (0.563)

0.433 (0.382)

0.712 (0.775)

0.738 (0.784)

0.502 (0.553)

0.642 (0.712)

0.223* (0.734)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H,(H,)

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Mdo6°

Mdo7¢

Mdog®

Md09°

Md10°

Md11°¢

Md12¢

Md13¢

Md14¢

Md15°¢

Md16¢

F:CAGCTGACC
TTGATGAGCCT

R:GTTGCAAAT
AGACCAGAT
CACC

F:CTGAAACCA
AGCCCAGGTAA

R:TGATATCTT
TGCTCCACC
CAG

F:CACAGGTGG
CAAGAACAT
ACAT

R:TGGCTAATG
CACGTTTCAAG

F:TACATGTAT
GTGCGCCGTTC

R:AGTTCGTGG
CTATCATGTCG

F:CAACGCATG
TAAACCTCG
ATT

R:GCATTTGTA
AAGTTTCAC
GTTTG

F:TGGAGGAGG
GATATTGTTGC

R:GCCCATAGC
ACTTTAAGGGA

F:GGTGGATAC
CAAACTGAA
GCA

R:GGCCCAAAC
AAGCACCTAT

F:AATATTGCT
GCCAAAGTGGG

R:TTGCGAAAG
CGTACTTTGAA

F:TTGAGGAGT
TAAATTAGA
GATGCTATT

R:CAGAGGAAA
CCAGTTTGG
AAC

F:AAAGGTCAG
ACTAAACCT
CTCCA

R:AGAGATCTT
ACCACTGCGCC

F:CAGGTATAG
CGGGTCCACAT

R:CATACACGT
GGCGACTTCTG

(AAC) |,

(AAC),

(AAT),

(AAT) 5

(AAT),

(ATC)

(ATC)

(ATC),

(ATC),5

(ATC),¢

(AAAC),

277-310

231-303

175-223

168-204

220-295

125-140

181-190

219-231

160-196

177-216

119-139

52 6 0.619 (0.674)

51 10 0.657 (0.704)

52 15 0.585 (0.626)

52 10 0.750 (0.756)

52 9 0.573 (0.653)

52 5 0.388 (0.420)

52 4 0.423 (0.427)

51 5 0.735 (0.770)

52 7 0.473 (0.502)

52 12 0.762 (0.832)

52 5 0.481 (0.540)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H,(H,)

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Montipora digitata

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Md17¢

Md18¢

Md19¢

Md20°

Md21°¢

PcO1¢

Pc02¢

Pc03¢

Pc04¢

Pc05¢

Pc06?

Pco7¢

Pc0g?

F:CTGCGCTCA
TTAATGGTCAA

R:TATGGCTGA
ACAAATTGGCA

F:GCGTTCATA
ACTGCGAGGAT

R:TCAATTACA
TCCGGCTGAGG

F:AGAGCCACT
CTGTGGAAACG

R:GTGGCAAGC
TTAAACAAGCA

F:CGTTGAAGT
CACCTACCGTG

R:TGACTGCTT
CTACCATTGTAT
TGA

F:-TGTTCGAAT
TCTGGCACAAA

R:TGAAGAATC
GACCGTGGA
TAA

F:CCATGTTAG
CCGTATGGGTT

R:GGCAATGGA
TTAGTCTGCGT

F:CTTCCAGTG
TACGAGCTCCA

R:GGTGCTTAT
TCAAGAAAT
TCCG

F:AGTGAATTG
CCAAGTCGAGG

R:TGGCAGTCG
AATTGAAGACA

F:AAACATGAT
GATTTATGC
AAACAAG

R:GAATGCCGC
CTTTGTAACAT

F:AAACTCAAC
GGCTCTCCGA

R:AGCACTTGC
ACAAGCGACAG

F:GCCCAAAGG
TATTTGGATTG

R:TTAAAGCGT
CTGCGATGATG

F:GAGGTAGCT
TCATCGCTTCG

R:GGTCCTTAA
TCAACGCCAAA

F:CGAGCTTCA
TACGAGCTGTC

R:GCCGATTGT
TTGTAACACCA

(AAAC),

(AAAT),

(AAGT),s

(AATC),

(AGAT),

(AAC),

(AAQ),

(AAC),

(AAC) |,

(AAC) ;5

(AAG),,

(AAT)q

(AAT)5

242-258

229-245

144-184

224-248

151211

154-175

103-160

136-170

183-219

189-213

208-238

129-162

114-159

52 4 0.642 (0.691)

51 4 0.490 (0.523)
52 8

0.677 (0.706)

52 5 0.607 (0.631)

52 8 0.592 (0.670)

32 7 0.755 (0.778)

32 11 0.688 (0.822)

32 10 0.813 (0.846)

32 10 0.756 (0.809)

30 4 0.623 (0.664)

32 10 0.800 (0.822)
30 8

0.750 (0.799)

31 11 0.790 (0.838)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H,(H,)

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Psammocora contigua

Pc09¢

Pc10¢

Pcll¢

Pc12¢

Pc13¢

Pcl4¢

Pcl15¢

Pcl6d

Pc17¢

Pc18¢

Pc19¢

Pc20¢

F:AAACGGTTT
GCCTTGTCTGA

R:CGGCCATGG
TGAGAAGTAAT

F:GGCACCGTC
TGTTTCCTC
R:TGAAGAAAT
TAGGCGTAA

ACATCA

F.-TTTAGTGTCCTT
AATTCGCACAG

R: CACCCTAAT
TCACGTGTA
AGAAC

F:AAATTTCAA
CTGCAAACT
GGC

R:TGCTAGACG
CGACTGTAG
TCAT

F:CATCTGCGT
CAGAAGACTGG

R:CTGGACGCC
TCCTGTAAATG

F:CAGAACCCG
ACGTTTCTTGT

R:CGACCATTC
ACTCCATTCAG

F:-TGGTCAATA
ACTATATGCAAT
CAGG

R:GGATTTATG
ATCATGCTA
CAAATGAA

F.-TTCGTGAAG
GTAGAACGCCT

R:GCACAATAT
AGTTTAAGT
GAAACGGA

F:-TTTACTTAGTTA
TTCACCGAC
CGTT

R:TGTGTAAAC
TACCCACTA
GGTCAA

F:-TGCTTTCAG
TGATCCCTTCC

R:TGTCCGTTT
AAACCAGTGGA

F:CTGGGCTTT
AACTTGCTGGT

R:TTCAAGGTA
ATCCCACGTCA

F:CGAAAGGTA
ATCTCAAAC
ATTGC

R:AGGGCATAC
GGTTTGATAGC

(AAT) 5

(AAT),

(ATC),

(ATC),

(ATC),

(ATC),,

(AAAC),

(AAAG),;

(AATC),

(AATC)q

(AATC),,

(AATT),

135-177

118-157

232-268

121-154

252-270

264-330

207-248

136-194

119-183

110-158

192-220

130-134

32 8 0.438 (0.494)

31 10 0.759 (0.865)

30 12 0.684 (0.774)

32 8 0.731 (0.794)

32 4 0.557 (0.678)

30 14

0.776 (0.895)

31 11 0.797 (0.876)

32 13 0.803 (0.902)

31 11 0.723 (0.832)

32 9 0.713 (0.785)

32 7

0.631 (0.784)

32 2 0.313 (0.461)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of H, (H,)
(N) alleles (N,)

Psammocora contigua

Psammocora contigua

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pc21¢

Pc22¢

Ks24¢

Ks38°

Ks41¢

Ks47¢

Ks48°

Ks50°

Ks51°

Ks52°¢

Ks54°

F:TACACATGC
CCAACCGACT

R:CCCAGCCAG
TCTGTTACGTT

F:TCGAACTGA
TACCTCCTT
AAACAA

R:GAGTTGGCC

CGGAATCTAGT

F:TGGTGCACA
TGCTCTGTTCC

R:GCTACATGT
CACAGCTAC
TTTGG

F:CAGACCTAG
AGAGTCACA
CATGG

R:GGTTTTGTG
TTGACCTTT
TGCC

F:AGAAAGGAA
GAAAGAGAA
AGAGGG

R:CTTCCATGC
TTCAAATTC
ACTTCC

F:AAAACCTTC

CTCTTCCCCCG

R:AGGGAATGG
AGATTCTTC
CTTCC

F:AGTCCAGCT
TAGTAAATA
GGGTCC

R:ACCTTATAA
AACAAGTAT
GCTGTGTGG

F:AGAACATCA
AAACTGCAA
GATGC

R:GCAAAACTA
CAAGGCTAT
GGGC

F:AGTGTACAA
TTCAACCGT
ATGGC

R:ACAAAGTTG

CCTCACTTTTGA

TCC

F:CAACCAAAA
GCAATCAGT
TGATCC

R:GGTAGGTAG
ATAGGTAGG
TAGGTAGG

F:AAAGCAAAG

GCAACAAAGGC

R:TTCCTTTGC

TGTGCAGAAGC

(ACCG),

(AGCC),

AAG

GAAA

GAAA

AAAG

AAAG

AGAA

CTAT

ATCT

AAAT

148-204

200-244

171-198

121-169

111-187

146-218

148-224

182-246

152-164

129-153

98-122

32 7 0.685 (0.744)

32 9 0.781 (0.870)

24 10 0.917 (0.839)

24 13 0.875 (0.877)

24 13 0.917 (0.874)

24 13 0.864 (0.881)

24 14 0.958 (0.891)

24 12 0.833* (0.878)

24 4 0.348 (0.419)

24 7 0.708 (0.774)

24 5 0.750 (0.635)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H, (H,)

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Ks55¢

Ks56°

Ks59°¢

Ks60°

Ks64°

Ks65¢

Ks67°

Ks68°

Ks69°

Ks70°

Ks71¢

Ks73¢

F:AGAAGGCAA
GATCCTTGGCC

R:AACAGAGGC
TGAGACCAAGC

F:TTCCAGGGT
TCACAAATGCG

R:AGTGTGAAC
AGAAGGCAGGG

F:TCGAAAATG
AGATTCTCA
GGTCC

R:AAATCACAT
GGATAATTC
GAATCCG

F:ACATAAACG
GAAAAGAAA
GCTCTGG

R:AAGCAAAAC
TCACCACCTCC

F:TCTTCTATCATC
TGTCTGTCT
GCC

R:TCACGTTAC
CATCTGTGT
GAGG

F:ACTTGAGGG
CTCATGATCACC

R:TCCAAATAC
AAGACAGAA
GCACG

F:AGGGTAATC
CTTGCACAGCC

R:GGTCATGGT
TGTGCTTGTCC

F:-TGATTGTCT
TTGAGCTGG
AGGG

R:TGTCAAGCC
TCAGGTACAGG

F:GGATAGAAG
TCTCCAAAG
GGGG

R:CATCCGTCT
GTCCATCGTCC

F:GGAAGACCA
GGTGCTGTAGG

R:AGCTACAAG
AGAGTCTGG
AAAGG

F:AGGTTCTAA
TTTCTCCAATTC
TTCACC

R:TCAGATAAC
ACCGCACACCC

F:GTTTCTACT
CCCTGCCAG
AGG

R:TTCCTGCAA
GACAAAGGGGG

ATGG

CATC

TAGA

TATC

TCTA

TAAA

TGTT

TTAT

GATG

TAC

TAT

ATT

146-158

99-107

143-163

113-149

173-185

157-165

159-187

110-134

120-136

103-115

102-120

103-112

24 4 0.542 (0.577)

24 3

0.583 (0.510)

24 6 0.750 (0.747)

24 7 0.579* (0.789)

24 4 0.542 (0.602)

24 3 0.435 (0.510)

24 8 0.792 (0.817)

24 6 0.650 (0.748)

24 5

0.391* (0.522)

24 5

0.542 (0.655)

24 5

0.652 (0.720)

24 4 0.500 (0.510)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H,(H,)

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Pteropus dasymallus

Ks74°

Ks75¢

Ks76°

Ks77¢

Ks78°

Ks79°¢

Ks81°

Ks84°

Ks86°

Ks87¢

Ks88°

F:AGCCTCTTC
TCTGTTATTATC
ATTGC

R:TTGACGAAG
CAGTAACTC
AGC

F:AGCCAGGTC
TAAAGTGCAGG

R:CTCCACAAC
AAGTTTACA
GGGG

F:TCAGATAAC
ACCGCACACCC

R:TGTTTTCCA
TAGTGGCTG
TACC

F:ACATGACCT
AACTCACTT
CTCTGG

R:GTCGCTTAG
CATAGTTTC
CAGC

F:ACTGGGAAC
TCCATCAACGC

R:CAAAGGCTG
AGTCTGACT
TTGC

F:TATGAACCC
CAGTGTTGGCC

R:TGCCACAGT
CATTTCTAG
ATGC

F:AAACACATC
TTTTGATACCTG
AACC

R:AATACTGCC
AACACTTCC
AGG

F:AAGGGGAAA
ATGCCAGGTGG

R:CCTTTGTTT
CCTAAAAGC
CTGGG

F:AATCCCTTG
CCAGTCTGAGC

R:AGAGGTATG
TTGGCCTAC
AGC

F:ATTTCCAGG
AGGGGGATTGC

R:TGTTGATTG
TTCTTTGTT
GCTGC

F:GCCAAGAGG
AAAGATCTA
TGTGC

R:GCCATAAGC
ATATTCATCACT
TCC

ATC

CAG

ATA

CAT

TAA

TTG

ATG

AAC

AAT

TAG

GAT

87-96

132-150

151-159

97-103

137-155

95-101

114-135

136-148

120-135

158-170

155-158

24 4 0.750 (0.629)

24 4 0.708 (0.687)

24 5

0.667 (0.733)

24 3 0.500 (0.461)

24 7 0.739 (0.733)

24 3

0.500 (0.508)

24 4 0.292* (0.592)

24 5 0.350* (0.668)

24 6

0.542 (0.647)

24 5

0.696 (0.765)

24 2 0.417 (0.375)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H,(H,)

Pteropus dasymallus

Pteropus dasymallus

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Ks89°

Ks90°

Ae01f

Ae02f

Ae03f

Ae04f

Ae05

Ae06"

Ae07*

Ae08"

Ae09f

Ael0f

F:ACCCCTTAG
AATCTGCAG
TTAGC

R:CTTTACAGA
GCACGTAGT
AGTGG

F:CCACCTAGG
TGCTGTAGGC

R:AGAACTGCA
TCTTTTTCATAA
GGC

F:GGCTGAGTG
TCACCTCCTTC

R:TATCAGACA
GCGGCATCGTC

F:GATCTACAG
TGTGCGAACCG

R:ACAAAGTGA
CGCCAGTAGGG

F:GCCTATAGA
CAATGGCACCC

R:GGACCTGAG
ATGAAGCCGTC

F:-TGTCTTCTC
AAGGGCTGGTG

R:GCATGTTTC
TGATTGCCT
TGC

F:TCACAACAG
CTCACTCCAGC

R:GCCGGGCCG
TTATTGAAGAA

F:AGTGTGGAA
TGATCTACC
CTGG

R:ACATTAGCT
ATGGCAAGG
ATAATTGG

F:GCACAAGTT
CAGCACGACAA

R:TGCTCCTGT
TATCATGCA
AGGA

F:.TGCTACTCG
AACAGCTGT
AGT

R:AGGCTGTAC
GTACGTGTTGG

F:CCCTGCAAT
GCGATGAAAGA

R:ACTAGTTAC
GTTACAGCA
AAGGT

F:GGAAGATCA
GGGTGGTGCAA

R:TCTCTGGCC
ACATATAAC
TTGCA

TTA

AAG

(AT)s

(AT)s

(AG)s

(AC)s

(AG)5

(AC)s

(AC)q

(AT),

(AG)g

(AC)4

95-113

113-146

187-209

227-249

116-124

251-281

169-181

311-327

157-183

164-180

139-157

204-234

24 6 0.583 (0.667)

24 9 0.375* (0.838)

32 5 0.374 (0.403)

32 6 0.492 (0.517)
32 5

0.426 (0.464)

32 8 0.792 (0.822)

30 6 0.710 (0.795)

31 4 0.347 (0.385)

31 7 0.474 (0.510)

32 6

0.681 (0.757)

32 7

0.729 (0.795)

30 6 0.500 (0.526)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H,(H,)

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Actinopyga echinites

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Aellf

Ael2f

Ael3f

Ael4f

Ael5f

Ael6f

Ael7f

Aelgf

Ael9f

Ae20f

PN4#&

PN23#

F:CCCTCTTCC
TAAAGCTGCCA

R:TCAGCATCC
ACTTGTGAAGT

F:GAGACCACC
CACATCGCAC

R:GCGGCATTT
CAATAACAT
GTGG

F:GGCAGGGAT
CTTGGATACCA

R:AGACAAGGC
ACAAGAATG
AGAGT

F:-TCTATTATTTAC
TTCCACTCA
GCGTGA

R:AGCATATCT
CAAAGATGA
AGTTGATGG

F:TGGGCAACA
GTACAATTC
GGT

R:TGAGCTTGC
CTCTCCATGTG

F:AGTCTTCTC
GCTTTCTCT
TGTGT

R:CGGACCTCT
AAAGAGTAA
TCTGCT

F:AGTGTTGTG
TTGATTGTG
CGT

R:CAAGAGGCA
AGTTGTACGCC

F:CAAACAGAA
AGGCAGCGGTG

R:ACTGATAAC
CAATAGAGC
ACGAGA

F:GCACTTAGC
TCATGGGACCA

R:TGCTCGAGA
GGCATTCCATG

F:ACACCCTGC
GTGAATGAAGA

R:CCGACACCA
GTGCAGAATTC

F:TCGGTGGAT
GCGAGGAATAC

R:TTCCGCCTG
TCAGTCAAGAC

F:GGCACTCAA
GGATAATCT
GAAC

R:TGTATCCGG
CCTCTGTGTAG

(AC)y

(AT),q

(AC),4

(AAAC);

(AT)s

(AT)s

(AC)s

(AT)s

(AC)g

(AAC)s

(AC)q

(GT),,

170-176

142-154

180-236

249-303

220-244

178-182

129-163

296-348

124-148

293-305

194-202

200-212

30 4 0.531 (0.587)

30 6 0.629 (0.695)

32 13 0.862 (0.894)

31 12 0.762 (0.860)

30 4 0.611 (0.667)

30 3 0.543 (0.600)

32 6 0.733 (0.783)

30 10 0.931 (0.942)

32 10 0.729 (0.751)

31 5 0.457 (0.481)
30 4

0.700 (0.585)

30 5 0.567 (0.565)
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Species

Locus

Primer sequence

(53"

Repeat motif

Size range
(bp)

Sample size Number of
(N) alleles (N,)

H, (H,)

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

Pseudopungtungia
nigra

PN28#

PN64¢

PN70#

PN71¢

PN75¢

PNgg#

PN92¢

PN94#

PNosgé

PN99®

PN123#

PN124#

F:CTCTCCAAA
TATAGTGCC
ATCCA

R:ATCCTCCTT
TCACCCTCCGT

F:TCAACACAA
CGGACAGAT
TCG

R:CTATAAGTA
CTGCCCCGT
GCT

F:GTCGCCAAC
AGCTCATCTTG

R:GCTGAGAGC
TTGAGTCAT
CAC

F:TCCACACCG
CACCACAATG

R:CGCATCACA
CACACCGTAAC

F:CCTGCATCC
ATGCCGTATAG

R:GCTGTTATA
GCGCTGATG
ATAG

F:CAACAGGCT
CCACGATTGC

R:CTGCCCTCG
GAAATAAGA
TGG

F:CCGTGCTCA
TATACAGTCCTC

R:CCGCATTGT
TCCTCCGATTG

F:CAGCACTTC
CTGTTGGAGGT

R:GGAGTATGT
AAGGGGTCC
AGA

F:CAGGATGAG
TCCATCGTCTC

R:GCTCAGAAG
TGACCGACAGA

F:AGAGGAGGT
CAGATGCTA
TGC

R:GCCAATAAT
CCGTGCCGA
TAG

F:GGGACACAC
TTAGCAAGCCT

R:GCCAGTGAG
ATTGAAAGA
CCA

F:GAGACGCAC
GACTGATGAAG

R:GGCTAACAG
GGCGATTGA
TTG

(AC)yo

(AC)4

(GT)y

(TG)q

(AC)y

(AC),

(CA)y

(CT)y

(GT),,

(TC)g

(GT)yo

(AC)q

237-247

249-255

268-278

214-226

199-217

176-186

258-266

100-104

281-301

225-245

213-223

246-258

30 5 0.600 (0.575)

30 3 0.500 (0.603)

30 6 0.700 (0.724)

30 7 0.800 (0.789)

30 8 0.867 (0.813)

30 6 0.633 (0.676)

30 5 0.600 (0.710)

30 3 0.467 (0.493)

30 9 0.900 (0.866)

30 5 0.667 (0.679)

30 6 0.700 (0.742)

30 6 0.733 (0.728)
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Species Locus Primer sequence Repeat motif Size range  Sample size Number of H, (H,)
(5'-3") (bp) (N) alleles (N,)

Pseudopungtungia PN125¢ F:CTGCACTCA (TG)y 166-184 30 6 0.600 (0.611)
nigra CTTCCATAG
ACG
R:AACAGTGAC
TCAGTGGAC
AGG

Pseudopungtungia PN126# F:CCACACTAC (GT), 180-186 30 4 0.767 (0.706)
nigra TGAGACTAA
ACTG
R:TGACAGACC
ATCTTGCAT
TCTG

Pseudopungtungia PN1338 F:AGACAGCTC (AC), 226-234 30 4 0.467 (0.541)
nigra AGGACCAATCC
R:CCACTAACT
GACGTGCAG
AAT

Pseudopungtungia PN139# F: GTGCGAGTG (TG)y 208-218 58 4 0.567 (0.607)
nigra AACGACTGATG
R: ACTTGTGCC
TGCTGCTAGAG

Pseudopungtungia PN147¢ F: GGCTTATGT (AC)y 122-128 58 4 0.633 (0.729)
nigra GGCTTCGGA
TAC
R: AGGTGAGCC
TGAGAGAGAAG

Pseudopungtungia PN154# F: CCCACCAGA (TC)y 161-169 0.767 5 0.767 (0.703)
nigra TTGTATCGG
GAT
R: TCTGTGTTA
ACGGTGCAG
GAA

*Indicates significant deviations from Hardy—Weinberg expectations after Bonferroni corrections

4Chen C et al. Identification of 24 novel microsatellite loci for the endangered Asian giant soft-shelled turtle Pelochelys cantorii (Trionychidae)
(ESM 1)

"Ma H et al. Development of microsatellite markers for the boring giant clam (7ridacna crocea) (ESM 2)

‘D’Alexis Q et al. Isolation and characterization of 21 microsatellite loci from the finger coral Montipora digitata (Scleractinia, Acroporidae)
and cross-amplification tests of Montipora capitata microsatellite loci (ESM 3)

4Bruggemann F et al. Isolation and characterization of 22 microsatellite loci from the Indo-Pacific coral Psammocora contigua (Scleractinia,
Psammocoridae) (ESM 4)

®Taki et al. Development of 34 microsatellite markers for the Ryuku flying fox (Pteropus dasymallus) (ESM 5)

fPierrat J et al. Isolation and characterization of 20 microsatellite loci from a commercial tropical sea cucumber, Actinopyga echinites (Echino-
dermata, Holothuroidea) (ESM 6)

£Kim K-R et al. Development of 20 novel microsatellite markers for the black shinner (Pseudopungtungia nigra) using next generation sequenc-
ing (ESM 7)
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