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Species Locus Primer sequence 
(5′–3′)

Repeat motif Size range 
(bp)

Sample size 
(N)

Number of 
alleles  (NA)

Ho (He)

Pelochelys cantorii Pc_01a F:TGA GCA GAT 
TGA AGG AGC 
CAT CTC 

R:CTT AAA GAG 
ATC TGG CTC 
CAC TCA TC

(GTA)12 230–245 33 4 0.818 (0.682)

Pelochelys cantorii Pc_02a F:TCA ACC ATT 
GCC CAG TAT 
GTG TCC 

R:CCA TTC CTG 
TGA AAT GGG 
AAC AGC 

(GT)9 292–312 33 4 0.909 (0.601)

Pelochelys cantorii Pc_03a F:GGT ATT GTA 
ACT ACC AAG 
CTG 

R:GTG TAG TTA 
AGC ACT GGA 
ATA GGA ATCT 

(TATC)6 175–179 32 2 0.594 (0.502)

Pelochelys cantorii Pc_04a F:GTC AAG AGG 
AAC TGA ACA 
CCAG 

R:CTG AAG GCA 
ACA GAA TGG 
AAA CCG 

(ATC)6 243–258 35 2 0.086 (0.083)

Pelochelys cantorii Pc_05a F:AGC AAT TCA 
CAG CAG GGC 
CTT ATT 

R:GCA TTG TAT 
TTT GGG TGT 
CCT 

(TG)12 304–316 33 6 0.758 (0.695)
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Pelochelys cantorii Pc_06 a F:AGC TGT TGG 
CTG TGA TGT CTT 

R:GTC CCC CTT 
CCT AGT CTC TTA 

(TCC)12 200–215 35 3 0.314 (0.281)

Pelochelys cantorii Pc_07a F:CCA TGC GGG 
TCT TAC AAG G

R:CAG AGT AGT 
ATC CAG GTC 
CATC 

(AC)19 186–198 35 4 0.429* (0.554)

Pelochelys cantorii Pc_08a F:CAC TGC ACA 
TGT CTC TGA AT

R:CCG ATA GAT 
CCC TGT AGT 
GTAG 

(AAT)4 139–148 35 2 0.429 (0.342)

Pelochelys cantorii Pc_09a F:TGT TCC CAG 
TGT CCC TAA GC

R:GCA AAG TGC 
GCT CAT GGT 

(AGC)4 269–272 33 2 0.394 (0.321)

Pelochelys cantorii Pc_010a F:CCA TAT TCT TTT 
GCA GTG ATA 
CTT 

R:TCA CCT CAG 
TAC GTG TAT GC

(TG)18 254–256 31 2 0.258 (0.228)

Pelochelys cantorii Pc_011a F:ATC TTC CAA 
CTG ACC GAT 
TCT 

R:GCA TTT TGA 
TGC CGG AGT AT

(CA)8 191–197 33 3 0.576 (0.439)

Pelochelys cantorii Pc_012a F:GAT TCG TGG 
GAG AAT CAG GA

R:CGT TTC TGG 
GCA TCA CAT 
TACC 

(AGC)4 130–139 35 2 0.429 (0.342)

Pelochelys cantorii Pc_013a F:GTG GCT CAA 
CAG TCA TTT CA

R:GCA CAC ACA 
CTC AAC CTA 
GAC 

(TG)10 315–323 35 4 0.600 (0.617)

Pelochelys cantorii Pc_014a F:GTG GTG CTT 
GTA TCT GGT 
GGT TGA 

R:CAC CTG TGT 
GAT TAG CGT CA

(ACG CGC )5 138–150 35 3 0.171 (0.210)

Pelochelys cantorii Pc_015a F:AAA CAG TAG 
AAG AAC GTG CC

R:GGG GAT CGT 
GTT ACA GTA 
TGG 

(CT)16 278–298 35 7 0.914 (0.781)

Pelochelys cantorii Pc_016a F:CAC AGG AGA 
CAA TAG CCT 
TGG TAT G

R:CTG GCA TCG 
TCA ACA TAC TT

(TAA)7 147–150 33 2 0.455 (0.508)

Pelochelys cantorii Pc_017a F:CGG AGC ATG 
ACT TCG GTT TC

R:AGA GGG TGA 
AGG GAA TAG C

(TC)13 307–319 33 5 0.515* (0.717)
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Pelochelys cantorii Pc_018a F:ACA TCC CTT CTT 
ACG CAT GTA 

R:GGA GGA AAT 
CTG TGG CTA CG

(GT)11 199–207 33 5 0.879 (0.756)

Pelochelys cantorii Pc_019a F:GAA AGG GAG 
GTG ACT CGC 
TTA TTG 

R:TGA GAG GTC 
ATC TAG TCC 
AGT CCT 

(AG)16 177–183 35 3 0.543 (0.513)

Pelochelys cantorii Pc_020a F:TCA GGC AGC 
TGC ACT TCA 
TTGG 

R:AGT GAA GTC 
CTT GTC CGT GA

(AGCAG)4 122–132 35 3 0.657 (0.520)

Pelochelys cantorii Pc_021a F:ATG ACA AAC 
ATC CTT CCA GT

R:ATT GCA GGT 
AAG CAG GAG TA

(GGA)5 244–247 33 2 0.606 (0.496)

Pelochelys cantorii Pc_022a F:TGG AGC CAA 
ACA CTA AAG 
AGC CAA 

R:ATC CAT CTT 
CGG GGCTC 

(CTTT)5 175–179 35 2 0.486 (0.448)

Pelochelys cantorii Pc_023a F:CTC ACA CTG 
CTA CCC TCT 
GAA 

R:TGA CAG CAC 
AGT TAA ACA 
GGC AGT 

(CCAGC)4 301–306 35 2 0.200* (0.373)

Pelochelys cantorii Pc_024a F:TGC TGG GTA 
CGA CTG CAC 

R:GCA AGC TCA 
TAC TGC CCT G

(TG)12 228–234 35 3 0.714 (0.519)

Tridacna crocea TC2–1b F:TGC CCG GCA 
ATC CGC ACA 

R:GCT TGG CTG 
GAG CAG ATG TT

(GCT)4 308–317 30 3 0.700 (0.501)

Tridacna crocea TC2–2b F:ATC GCA ATG 
TCC GGG TTT 

R:CAT AAT GCA 
CCT CGC ACC C

(AATAC)4 204–243 30 8 0.667 (0.721)

Tridacna crocea TC2–3b F:TTC TTT ACA 
CGG GTT CTC 

R:ATT GCC GCA 
GTT TTA GTG 

(GT)15 105–127 30 2 0.300 (0.508)

Tridacna crocea TC2–4b F:ATA GCC TGT 
AAC AAG CAG 

R:GCA TGA GGT 
CAT GGG TCA 

(TTG)6 210–232 30 7 0.700 (0.749)

Tridacna crocea TC2–5b F:GGT GCT GAA 
ACG CTA TAC 

R:CAG ACT CTG 
AGA TTG GAC 

(AT)5 350–371 30 5 0.533 (0.628)

Tridacna crocea TC2–6b F:TCA TCG CTG 
GAT TCA CTA G

R:TTC ATG CCC 
AAG AAG GAC 

(AGA)5 125–143 30 8 0.667 (0.784)
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Tridacna crocea TC2–7b F:AAT GAG ACC 
GGG TAT GAG 

R:GTG GTG GTG 
ATG CTT GTA 

(ATG)5 215–240 30 7 0.724 (0.814)

Tridacna crocea TC2–8b F:CAA TGT TTG 
ACC CAA GAG 

R:ACG AGT GTA 
CGC ATA GAA 

(GT)7 514–538 30 7 0.600 (0.823)

Tridacna crocea TC2–9b F:TGT CTG GTC 
CAC GAG TTA 

R:AGG AAA GTG 
ACG ACG AAG 

(TTC)5 520–541 30 6 0.433* (0.824)

Tridacna crocea TC2–10b F:AAG CCG TTT 
TCC ATA GGT 

R:ACA TTC GTA 
GAT GCA CTG 

(AG)7 351–368 30 6 0.357* (0.790)

Tridacna crocea TC2–11b F:GTT GGG TAA 
CGG GTA AAT 

R:CAA AGG CAT 
TGG ACA TTC 

(CAAT)5 363–420 30 8 0.360* (0.825)

Tridacna crocea TC2–12b F:CTC GGT GAA 
ACT GAA CTT 

R:TAG CAC ATG 
GAG GAT TGT 

(CT)6 253–277 30 2 0.267 (0.506)

Tridacna crocea TC2–13b F:AAA GTA GCA 
CCA ATC CAC 

R:ATG CTT ACC 
ATG AAA CCC 

(TG)8 340–355 30 7 0.433* (0.683)

Tridacna crocea TC2–14b F:GCC ACA GAA 
CGG AGG AGT T

R:TCA GCA GCC 
GCT ACC AAT 

(AGC)5 302–320 30 2 0.033 (0.097)

Tridacna crocea TC2–15b F:ACC AGT GGC 
TGT AGA TTG 

R:TAC ATC ATC 
ATC CCC TCC 

(TGA)6 160–225 30 5 0.500 (0.509)

Tridacna crocea TC2–16b F:GCA GTT GCC 
TTT CCC AAT A

R:CAG CAG CAA 
AGA GTG TAG 
AGC 

(AT)7 173–218 30 8 0.767 (0.763)

Tridacna crocea TC2–17b F:CGA AAT CTT 
GTC TTG TGG 

R:TGT CCT GGC 
AAA CTA TCT 

(TG)8 302–345 30 6 0.733 (0.819)

Tridacna crocea TC2–18b F:CTG CCC TGA 
AGT GAT TGG 

R:CGC TAT GTT 
TGC TAC CCT 

(AT)7 250–290 30 7 0.767 (0.799)

Tridacna crocea TC2–19b F:AGG AAA GGC 
GGG AGA AGA 

R:TAA GCG GAC 
GGC GTA GAT 

(TTG)5 360–438 30 6 0.600 (0.789)

Tridacna crocea TC2–20b F:CCG AGG CTT 
GTA GCT TCT CC

R:CGT TGC CAT 
CAT CCT GGT C

(CGT)7 303–340 30 6 0.400* (0.618)
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Tridacna crocea TC2–21b F:TTT CTG CCT 
TTG ACT GGA 

R:TTG CCT CTA 
TGA TTG TAA GC

(TA)7 380–445 30 7 0.933 (0.770)

Tridacna crocea TC2–22b F:ACG AGT GGC 
TTC AAG TGC 

R:GGA TTC GTA 
AGC TAC AGC AC

(TCA)5 200–228 30 2 0.100 (0.097)

Tridacna crocea TC2–23b F:ACA TGA CCA 
CGA TTC TTC 

R:TGA TCT ATT 
CCG TCC ACT 

(TTG)6 265–320 30 6 0.567* (0.805)

Tridacna crocea TC2–24b F:TAC CTT GAC 
AGC TTC TGA 

R:TCT TGA GTT 
AAC CCC TCT 

(TG)6 154–208 30 10 0.462 (0.767)

Tridacna crocea TC2–25b F:CAC AGA AGG 
ATT GAG GGA T

R:CAG GGA CAG 
GTG TAT TGG AT

(CAT)5 125–186 30 3 0.333 (0.288)

Tridacna crocea TC2–26b F:TTC CTT GCG 
CTG TGA GTC 

R:ACG TAG AGG 
GAC GGG ATA 

(AT)6 461–483 30 4 0.267 (0.348)

Tridacna crocea TC2–27b F:AGC CTT CTC 
CAG CCA ACA 

R:TGC GCT GTA 
ACC TTC TTT G

(TC)6 248–269 30 5 0.467 (0.560)

Tridacna crocea TC2–28b F:CAG GGC ATG 
GCT CTT GTA 

R:TCG TGT CCG 
GCT TAG TGA 

(AT)6 307–340 30 5 0.367 (0.563)

Tridacna crocea TC2–29b F:ATG TTC TGA 
CAC GGG CTT CG

R:AAG GAC CAC 
AGG GTC AAA CG

(GC)6 145–196 30 6 0.433 (0.382)

Montipora digitata Md01c F:CCC AAT TTC 
AGT TGT CTC 
CAT 

R:GCA TGT AAG 
CTT CCA CTT CCT 

(AC)15 161–189 52 13 0.712 (0.775)

Montipora digitata Md02c F:GCC AGT TCG 
ATA ATG ACC 
AGA 

R:CCC TCT AAG 
TTA GTT GCC CGA 

(AG)12 170–200 51 15 0.738 (0.784)

Montipora digitata Md03c F:TTG AAG ACC 
CGT TCT AGC CA

R:GAT TGC TGT 
GCT CCT CGA AT

(AAC)8 309–324 52 5 0.502 (0.553)

Montipora digitata Md04c F:TCA TGG ATT 
CGA CAC CGC 

R:GGC CAT AAC 
TTG ACA GAG 
AACG 

(AAC)9 291–314 52 10 0.642 (0.712)

Montipora digitata Md05c F:TTC CTC TCG 
GTT GCA AGA AT

R:GGC CAA ACG 
GGA AAT GTT AT

(AAC)11 157–178 44 6 0.223* (0.734)
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Montipora digitata Md06c F:CAG CTG ACC 
TTG ATG AGC CT

R:GTT GCA AAT 
AGA CCA GAT 
CACC 

(AAC)11 277–310 52 6 0.619 (0.674)

Montipora digitata Md07c F:CTG AAA CCA 
AGC CCA GGT AA

R:TGA TAT CTT 
TGC TCC ACC 
CAG 

(AAC)12 231–303 51 10 0.657 (0.704)

Montipora digitata Md08c F:CAC AGG TGG 
CAA GAA CAT 
ACAT 

R:TGG CTA ATG 
CAC GTT TCA AG

(AAT)10 175–223 52 15 0.585 (0.626)

Montipora digitata Md09c F:TAC ATG TAT 
GTG CGC CGT TC

R:AGT TCG TGG 
CTA TCA TGT CG

(AAT)13 168–204 52 10 0.750 (0.756)

Montipora digitata Md10c F:CAA CGC ATG 
TAA ACC TCG 
ATT 

R:GCA TTT GTA 
AAG TTT CAC 
GTTTG 

(AAT)14 220–295 52 9 0.573 (0.653)

Montipora digitata Md11c F:TGG AGG AGG 
GAT ATT GTT GC

R:GCC CAT AGC 
ACT TTA AGG GA

(ATC)8 125–140 52 5 0.388 (0.420)

Montipora digitata Md12c F:GGT GGA TAC 
CAA ACT GAA 
GCA 

R:GGC CCA AAC 
AAG CAC CTA T

(ATC)8 181–190 52 4 0.423 (0.427)

Montipora digitata Md13c F:AAT ATT GCT 
GCC AAA GTG GG

R:TTG CGA AAG 
CGT ACT TTG AA

(ATC)9 219–231 51 5 0.735 (0.770)

Montipora digitata Md14c F:TTG AGG AGT 
TAA ATT AGA 
GAT GCT ATT 

R:CAG AGG AAA 
CCA GTT TGG 
AAC 

(ATC)15 160–196 52 7 0.473 (0.502)

Montipora digitata Md15c F:AAA GGT CAG 
ACT AAA CCT 
CTCCA 

R:AGA GAT CTT 
ACC ACT GCG CC

(ATC)16 177–216 52 12 0.762 (0.832)

Montipora digitata Md16c F:CAG GTA TAG 
CGG GTC CAC AT

R:CAT ACA CGT 
GGC GAC TTC TG

(AAAC)7 119–139 52 5 0.481 (0.540)
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Montipora digitata Md17c F:CTG CGC TCA 
TTA ATG GTC AA

R:TAT GGC TGA 
ACA AAT TGG CA

(AAAC)8 242–258 52 4 0.642 (0.691)

Montipora digitata Md18c F:GCG TTC ATA 
ACT GCG AGG AT

R:TCA ATT ACA 
TCC GGC TGA GG

(AAAT)7 229–245 51 4 0.490 (0.523)

Montipora digitata Md19c F:AGA GCC ACT 
CTG TGG AAA CG

R:GTG GCA AGC 
TTA AAC AAG CA

(AAGT)15 144–184 52 8 0.677 (0.706)

Montipora digitata Md20c F:CGT TGA AGT 
CAC CTA CCG TG

R:TGA CTG CTT 
CTA CCA TTG TAT 
TGA 

(AATC)9 224–248 52 5 0.607 (0.631)

Montipora digitata Md21c F:TGT TCG AAT 
TCT GGC ACA AA

R:TGA AGA ATC 
GAC CGT GGA 
TAA 

(AGAT)9 151–211 52 8 0.592 (0.670)

Psammocora contigua Pc01d F:CCA TGT TAG 
CCG TAT GGG TT

R:GGC AAT GGA 
TTA GTC TGC GT

(AAC)7 154–175 32 7 0.755 (0.778)

Psammocora contigua Pc02d F:CTT CCA GTG 
TAC GAG CTC CA

R:GGT GCT TAT 
TCA AGA AAT 
TCCG 

(AAC)9 103–160 32 11 0.688 (0.822)

Psammocora contigua Pc03d F:AGT GAA TTG 
CCA AGT CGA GG

R:TGG CAG TCG 
AAT TGA AGA CA

(AAC)10 136–170 32 10 0.813 (0.846)

Psammocora contigua Pc04d F:AAA CAT GAT 
GAT TTA TGC 
AAA CAA G

R:GAA TGC CGC 
CTT TGT AAC AT

(AAC)11 183–219 32 10 0.756 (0.809)

Psammocora contigua Pc05d F:AAA CTC AAC 
GGC TCT CCG A

R:AGC ACT TGC 
ACA AGC GAC AG

(AAC)13 189–213 30 4 0.623 (0.664)

Psammocora contigua Pc06d F:GCC CAA AGG 
TAT TTG GAT TG

R:TTA AAG CGT 
CTG CGA TGA TG

(AAG)12 208–238 32 10 0.800 (0.822)

Psammocora contigua Pc07d F:GAG GTA GCT 
TCA TCG CTT CG

R:GGT CCT TAA 
TCA ACG CCA AA

(AAT)8 129–162 30 8 0.750 (0.799)

Psammocora contigua Pc08d F:CGA GCT TCA 
TAC GAG CTG TC

R:GCC GAT TGT 
TTG TAA CAC CA

(AAT)13 114–159 31 11 0.790 (0.838)
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Psammocora contigua Pc09d F:AAA CGG TTT 
GCC TTG TCT GA

R:CGG CCA TGG 
TGA GAA GTA AT

(AAT)13 135–177 32 8 0.438 (0.494)

Psammocora contigua Pc10d F:GGC ACC GTC 
TGT TTC CTC 

R:TGA AGA AAT 
TAG GCG TAA 
ACA TCA 

(AAT)14 118–157 31 10 0.759 (0.865)

Psammocora contigua Pc11d F:TTT AGT GTC CTT 
AAT TCG CACAG 

R: CAC CCT AAT 
TCA CGT GTA 
AGAAC 

(ATC)8 232–268 30 12 0.684 (0.774)

Psammocora contigua Pc12d F:AAA TTT CAA 
CTG CAA ACT 
GGC 

R:TGC TAG ACG 
CGA CTG TAG 
TCAT 

(ATC)9 121–154 32 8 0.731 (0.794)

Psammocora contigua Pc13d F:CAT CTG CGT 
CAG AAG ACT GG

R:CTG GAC GCC 
TCC TGT AAA TG

(ATC)9 252–270 32 4 0.557 (0.678)

Psammocora contigua Pc14d F:CAG AAC CCG 
ACG TTT CTT GT

R:CGA CCA TTC 
ACT CCA TTC AG

(ATC)11 264–330 30 14 0.776 (0.895)

Psammocora contigua Pc15d F:TGG TCA ATA 
ACT ATA TGC AAT 
CAG G

R:GGA TTT ATG 
ATC ATG CTA 
CAA ATG AA

(AAAC)7 207–248 31 11 0.797 (0.876)

Psammocora contigua Pc16d F:TTC GTG AAG 
GTA GAA CGC CT

R:GCA CAA TAT 
AGT TTA AGT 
GAA ACG GA

(AAAG)13 136–194 32 13 0.803 (0.902)

Psammocora contigua Pc17d F:TTT ACT TAG TTA 
TTC ACC GAC 
CGT T

R:TGT GTA AAC 
TAC CCA CTA 
GGT CAA 

(AATC)7 119–183 31 11 0.723 (0.832)

Psammocora contigua Pc18d F:TGC TTT CAG 
TGA TCC CTT CC

R:TGT CCG TTT 
AAA CCA GTG GA

(AATC)8 110–158 32 9 0.713 (0.785)

Psammocora contigua Pc19d F:CTG GGC TTT 
AAC TTG CTG GT

R:TTC AAG GTA 
ATC CCA CGT CA

(AATC)10 192–220 32 7 0.631 (0.784)

Psammocora contigua Pc20d F:CGA AAG GTA 
ATC TCA AAC 
ATTGC 

R:AGG GCA TAC 
GGT TTG ATA GC

(AATT)7 130–134 32 2 0.313 (0.461)
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Psammocora contigua Pc21d F:TAC ACA TGC 
CCA ACC GAC T

R:CCC AGC CAG 
TCT GTT ACG TT

(ACCG)7 148–204 32 7 0.685 (0.744)

Psammocora contigua Pc22d F:TCG AAC TGA 
TAC CTC CTT 
AAA CAA 

R:GAG TTG GCC 
CGG AAT CTA GT

(AGCC)8 200–244 32 9 0.781 (0.870)

Pteropus dasymallus Ks24e F:TGG TGC ACA 
TGC TCT GTT CC

R:GCT ACA TGT 
CAC AGC TAC 
TTTGG 

AAG 171–198 24 10 0.917 (0.839)

Pteropus dasymallus Ks38e F:CAG ACC TAG 
AGA GTC ACA 
CATGG 

R:GGT TTT GTG 
TTG ACC TTT 
TGCC 

GAAA 121–169 24 13 0.875 (0.877)

Pteropus dasymallus Ks41e F:AGA AAG GAA 
GAA AGA GAA 
AGA GGG 

R:CTT CCA TGC 
TTC AAA TTC 
ACT TCC 

GAAA 111–187 24 13 0.917 (0.874)

Pteropus dasymallus Ks47e F:AAA ACC TTC 
CTC TTC CCC CG

R:AGG GAA TGG 
AGA TTC TTC 
CTTCC 

AAAG 146–218 24 13 0.864 (0.881)

Pteropus dasymallus Ks48e F:AGT CCA GCT 
TAG TAA ATA 
GGG TCC 

R:ACC TTA TAA 
AAC AAG TAT 
GCT GTG TGG 

AAAG 148–224 24 14 0.958 (0.891)

Pteropus dasymallus Ks50e F:AGA ACA TCA 
AAA CTG CAA 
GATGC 

R:GCA AAA CTA 
CAA GGC TAT 
GGGC 

AGAA 182–246 24 12 0.833* (0.878)

Pteropus dasymallus Ks51e F:AGT GTA CAA 
TTC AAC CGT 
ATGGC 

R:ACA AAG TTG 
CCT CAC TTT TGA 
TCC 

CTAT 152–164 24 4 0.348 (0.419)

Pteropus dasymallus Ks52e F:CAA CCA AAA 
GCA ATC AGT 
TGA TCC 

R:GGT AGG TAG 
ATA GGT AGG 
TAG GTA GG

ATCT 129–153 24 7 0.708 (0.774)

Pteropus dasymallus Ks54e F:AAA GCA AAG 
GCA ACA AAG GC

R:TTC CTT TGC 
TGT GCA GAA GC

AAAT 98–122 24 5 0.750 (0.635)
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Pteropus dasymallus Ks55e F:AGA AGG CAA 
GAT CCT TGG CC

R:AAC AGA GGC 
TGA GAC CAA GC

ATGG 146–158 24 4 0.542 (0.577)

Pteropus dasymallus Ks56e F:TTC CAG GGT 
TCA CAA ATG CG

R:AGT GTG AAC 
AGA AGG CAG GG

CATC 99–107 24 3 0.583 (0.510)

Pteropus dasymallus Ks59e F:TCG AAA ATG 
AGA TTC TCA 
GGTCC 

R:AAA TCA CAT 
GGA TAA TTC 
GAA TCC G

TAGA 143–163 24 6 0.750 (0.747)

Pteropus dasymallus Ks60e F:ACA TAA ACG 
GAA AAG AAA 
GCT CTG G

R:AAG CAA AAC 
TCA CCA CCT CC

TATC 113–149 24 7 0.579* (0.789)

Pteropus dasymallus Ks64e F:TCT TCT ATC ATC 
TGT CTG TCT 
GCC 

R:TCA CGT TAC 
CAT CTG TGT 
GAGG 

TCTA 173–185 24 4 0.542 (0.602)

Pteropus dasymallus Ks65e F:ACT TGA GGG 
CTC ATG ATC ACC 

R:TCC AAA TAC 
AAG ACA GAA 
GCACG 

TAAA 157–165 24 3 0.435 (0.510)

Pteropus dasymallus Ks67e F:AGG GTA ATC 
CTT GCA CAG CC

R:GGT CAT GGT 
TGT GCT TGT CC

TGTT 159–187 24 8 0.792 (0.817)

Pteropus dasymallus Ks68e F:TGA TTG TCT 
TTG AGC TGG 
AGGG 

R:TGT CAA GCC 
TCA GGT ACA GG

TTAT 110–134 24 6 0.650 (0.748)

Pteropus dasymallus Ks69e F:GGA TAG AAG 
TCT CCA AAG 
GGGG 

R:CAT CCG TCT 
GTC CAT CGT CC

GATG 120–136 24 5 0.391* (0.522)

Pteropus dasymallus Ks70e F:GGA AGA CCA 
GGT GCT GTA GG

R:AGC TAC AAG 
AGA GTC TGG 
AAAGG 

TAC 103–115 24 5 0.542 (0.655)

Pteropus dasymallus Ks71e F:AGG TTC TAA 
TTT CTC CAA TTC 
TTC ACC 

R:TCA GAT AAC 
ACC GCA CAC CC

TAT 102–120 24 5 0.652 (0.720)

Pteropus dasymallus Ks73e F:GTT TCT ACT 
CCC TGC CAG 
AGG 

R:TTC CTG CAA 
GAC AAA GGG GG

ATT 103–112 24 4 0.500 (0.510)
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Pteropus dasymallus Ks74e F:AGC CTC TTC 
TCT GTT ATT ATC 
ATT GC

R:TTG ACG AAG 
CAG TAA CTC 
AGC 

ATC 87–96 24 4 0.750 (0.629)

Pteropus dasymallus Ks75e F:AGC CAG GTC 
TAA AGT GCA GG

R:CTC CAC AAC 
AAG TTT ACA 
GGGG 

CAG 132–150 24 4 0.708 (0.687)

Pteropus dasymallus Ks76e F:TCA GAT AAC 
ACC GCA CAC CC

R:TGT TTT CCA 
TAG TGG CTG 
TACC 

ATA 151–159 24 5 0.667 (0.733)

Pteropus dasymallus Ks77e F:ACA TGA CCT 
AAC TCA CTT 
CTC TGG 

R:GTC GCT TAG 
CAT AGT TTC 
CAGC 

CAT 97–103 24 3 0.500 (0.461)

Pteropus dasymallus Ks78e F:ACT GGG AAC 
TCC ATC AAC GC

R:CAA AGG CTG 
AGT CTG ACT 
TTGC 

TAA 137–155 24 7 0.739 (0.733)

Pteropus dasymallus Ks79e F:TAT GAA CCC 
CAG TGT TGG CC

R:TGC CAC AGT 
CAT TTC TAG 
ATGC 

TTG 95–101 24 3 0.500 (0.508)

Pteropus dasymallus Ks81e F:AAA CAC ATC 
TTT TGA TAC CTG 
AAC C

R:AAT ACT GCC 
AAC ACT TCC 
AGG 

ATG 114–135 24 4 0.292* (0.592)

Pteropus dasymallus Ks84e F:AAG GGG AAA 
ATG CCA GGT GG

R:CCT TTG TTT 
CCT AAA AGC 
CTGGG 

AAC 136–148 24 5 0.350* (0.668)

Pteropus dasymallus Ks86e F:AAT CCC TTG 
CCA GTC TGA GC

R:AGA GGT ATG 
TTG GCC TAC 
AGC 

AAT 120–135 24 6 0.542 (0.647)

Pteropus dasymallus Ks87e F:ATT TCC AGG 
AGG GGG ATT GC

R:TGT TGA TTG 
TTC TTT GTT 
GCTGC 

TAG 158–170 24 5 0.696 (0.765)

Pteropus dasymallus Ks88e F:GCC AAG AGG 
AAA GAT CTA 
TGTGC 

R:GCC ATA AGC 
ATA TTC ATC ACT 
TCC 

GAT 155–158 24 2 0.417 (0.375)
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Pteropus dasymallus Ks89e F:ACC CCT TAG 
AAT CTG CAG 
TTAGC 

R:CTT TAC AGA 
GCA CGT AGT 
AGTGG 

TTA 95–113 24 6 0.583 (0.667)

Pteropus dasymallus Ks90e F:CCA CCT AGG 
TGC TGT AGG C

R:AGA ACT GCA 
TCT TTT TCA TAA 
GGC 

AAG 113–146 24 9 0.375* (0.838)

Actinopyga echinites Ae01f F:GGC TGA GTG 
TCA CCT CCT TC

R:TAT CAG ACA 
GCG GCA TCG TC

(AT)5 187–209 32 5 0.374 (0.403)

Actinopyga echinites Ae02f F:GAT CTA CAG 
TGT GCG AAC CG

R:ACA AAG TGA 
CGC CAG TAG GG

(AT)5 227–249 32 6 0.492 (0.517)

Actinopyga echinites Ae03f F:GCC TAT AGA 
CAA TGG CAC CC

R:GGA CCT GAG 
ATG AAG CCG TC

(AG)5 116–124 32 5 0.426 (0.464)

Actinopyga echinites Ae04f F:TGT CTT CTC 
AAG GGC TGG TG

R:GCA TGT TTC 
TGA TTG CCT 
TGC 

(AC)5 251–281 32 8 0.792 (0.822)

Actinopyga echinites Ae05f F:TCA CAA CAG 
CTC ACT CCA GC

R:GCC GGG CCG 
TTA TTG AAG AA

(AG)5 169–181 30 6 0.710 (0.795)

Actinopyga echinites Ae06f F:AGT GTG GAA 
TGA TCT ACC 
CTGG 

R:ACA TTA GCT 
ATG GCA AGG 
ATA ATT GG

(AC)5 311–327 31 4 0.347 (0.385)

Actinopyga echinites Ae07f F:GCA CAA GTT 
CAG CAC GAC AA

R:TGC TCC TGT 
TAT CAT GCA 
AGGA 

(AC)6 157–183 31 7 0.474 (0.510)

Actinopyga echinites Ae08f F:TGC TAC TCG 
AAC AGC TGT 
AGT 

R:AGG CTG TAC 
GTA CGT GTT GG

(AT)7 164–180 32 6 0.681 (0.757)

Actinopyga echinites Ae09f F:CCC TGC AAT 
GCG ATG AAA GA

R:ACT AGT TAC 
GTT ACA GCA 
AAGGT 

(AG)8 139–157 32 7 0.729 (0.795)

Actinopyga echinites Ae10f F:GGA AGA TCA 
GGG TGG TGC AA

R:TCT CTG GCC 
ACA TAT AAC 
TTGCA 

(AC)8 204–234 30 6 0.500 (0.526)
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Actinopyga echinites Ae11f F:CCC TCT TCC 
TAA AGC TGC CA

R:TCA GCA TCC 
ACT TGT GAA GT

(AC)9 170–176 30 4 0.531 (0.587)

Actinopyga echinites Ae12f F:GAG ACC ACC 
CAC ATC GCA C

R:GCG GCA TTT 
CAA TAA CAT 
GTGG 

(AT)10 142–154 30 6 0.629 (0.695)

Actinopyga echinites Ae13f F:GGC AGG GAT 
CTT GGA TAC CA

R:AGA CAA GGC 
ACA AGA ATG 
AGAGT 

(AC)14 180–236 32 13 0.862 (0.894)

Actinopyga echinites Ae14f F:TCT ATT ATT TAC 
TTC CAC TCA 
GCG TGA 

R:AGC ATA TCT 
CAA AGA TGA 
AGT TGA TGG 

(AAAC)5 249–303 31 12 0.762 (0.860)

Actinopyga echinites Ae15f F:TGG GCA ACA 
GTA CAA TTC 
GGT 

R:TGA GCT TGC 
CTC TCC ATG TG

(AT)5 220–244 30 4 0.611 (0.667)

Actinopyga echinites Ae16f F:AGT CTT CTC 
GCT TTC TCT 
TGTGT 

R:CGG ACC TCT 
AAA GAG TAA 
TCT GCT 

(AT)5 178–182 30 3 0.543 (0.600)

Actinopyga echinites Ae17f F:AGT GTT GTG 
TTG ATT GTG 
CGT 

R:CAA GAG GCA 
AGT TGT ACG CC

(AC)5 129–163 32 6 0.733 (0.783)

Actinopyga echinites Ae18f F:CAA ACA GAA 
AGG CAG CGG TG

R:ACT GAT AAC 
CAA TAG AGC 
ACG AGA 

(AT)6 296–348 30 10 0.931 (0.942)

Actinopyga echinites Ae19f F:GCA CTT AGC 
TCA TGG GAC CA

R:TGC TCG AGA 
GGC ATT CCA TG

(AC)8 124–148 32 10 0.729 (0.751)

Actinopyga echinites Ae20f F:ACA CCC TGC 
GTG AAT GAA GA

R:CCG ACA CCA 
GTG CAG AAT TC

(AAC)5 293–305 31 5 0.457 (0.481)

Pseudopungtungia 
nigra

PN4g F:TCG GTG GAT 
GCG AGG AAT AC

R:TTC CGC CTG 
TCA GTC AAG AC

(AC)6 194–202 30 4 0.700 (0.585)

Pseudopungtungia 
nigra

PN23g F:GGC ACT CAA 
GGA TAA TCT 
GAAC 

R:TGT ATC CGG 
CCT CTG TGT AG

(GT)10 200–212 30 5 0.567 (0.565)
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Pseudopungtungia 
nigra

PN28g F:CTC TCC AAA 
TAT AGT GCC 
ATCCA 

R:ATC CTC CTT 
TCA CCC TCC GT

(AC)10 237–247 30 5 0.600 (0.575)

Pseudopungtungia 
nigra

PN64g F:TCA ACA CAA 
CGG ACA GAT 
TCG 

R:CTA TAA GTA 
CTG CCC CGT 
GCT 

(AC)8 249–255 30 3 0.500 (0.603)

Pseudopungtungia 
nigra

PN70g F:GTC GCC AAC 
AGC TCA TCT TG

R:GCT GAG AGC 
TTG AGT CAT 
CAC 

(GT)9 268–278 30 6 0.700 (0.724)

Pseudopungtungia 
nigra

PN71g F:TCC ACA CCG 
CAC CAC AAT G

R:CGC ATC ACA 
CAC ACC GTA AC

(TG)9 214–226 30 7 0.800 (0.789)

Pseudopungtungia 
nigra

PN75g F:CCT GCA TCC 
ATG CCG TAT AG

R:GCT GTT ATA 
GCG CTG ATG 
ATAG 

(AC)9 199–217 30 8 0.867 (0.813)

Pseudopungtungia 
nigra

PN88g F:CAA CAG GCT 
CCA CGA TTG C

R:CTG CCC TCG 
GAA ATA AGA 
TGG 

(AC)7 176–186 30 6 0.633 (0.676)

Pseudopungtungia 
nigra

PN92g F:CCG TGC TCA 
TAT ACA GTC CTC 

R:CCG CAT TGT 
TCC TCC GAT TG

(CA)10 258–266 30 5 0.600 (0.710)

Pseudopungtungia 
nigra

PN94g F:CAG CAC TTC 
CTG TTG GAG GT

R:GGA GTA TGT 
AAG GGG TCC 
AGA 

(CT)8 100–104 30 3 0.467 (0.493)

Pseudopungtungia 
nigra

PN98g F:CAG GAT GAG 
TCC ATC GTC TC

R:GCT CAG AAG 
TGA CCG ACA GA

(GT)10 281–301 30 9 0.900 (0.866)

Pseudopungtungia 
nigra

PN99g F:AGA GGA GGT 
CAG ATG CTA 
TGC 

R:GCC AAT AAT 
CCG TGC CGA 
TAG 

(TC)8 225–245 30 5 0.667 (0.679)

Pseudopungtungia 
nigra

PN123g F:GGG ACA CAC 
TTA GCA AGC CT

R:GCC AGT GAG 
ATT GAA AGA 
CCA 

(GT)10 213–223 30 6 0.700 (0.742)

Pseudopungtungia 
nigra

PN124g F:GAG ACG CAC 
GAC TGA TGA AG

R:GGC TAA CAG 
GGC GAT TGA 
TTG 

(AC)10 246–258 30 6 0.733 (0.728)
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Pseudopungtungia 
nigra

PN125g F:CTG CAC TCA 
CTT CCA TAG 
ACG 

R:AAC AGT GAC 
TCA GTG GAC 
AGG 

(TG)9 166–184 30 6 0.600 (0.611)

Pseudopungtungia 
nigra

PN126g F:CCA CAC TAC 
TGA GAC TAA 
ACTG 

R:TGA CAG ACC 
ATC TTG CAT 
TCTG 

(GT)9 180–186 30 4 0.767 (0.706)

Pseudopungtungia 
nigra

PN133g F:AGA CAG CTC 
AGG ACC AAT CC

R:CCA CTA ACT 
GAC GTG CAG 
AAT 

(AC)9 226–234 30 4 0.467 (0.541)

Pseudopungtungia 
nigra

PN139g F: GTG CGA GTG 
AAC GAC TGA TG

R: ACT TGT GCC 
TGC TGC TAG AG

(TG)9 208–218 58 4 0.567 (0.607)

Pseudopungtungia 
nigra

PN147g F: GGC TTA TGT 
GGC TTC GGA 
TAC 

R: AGG TGA GCC 
TGA GAG AGA AG

(AC)9 122–128 58 4 0.633 (0.729)

Pseudopungtungia 
nigra

PN154g F: CCC ACC AGA 
TTG TAT CGG 
GAT 

R: TCT GTG TTA 
ACG GTG CAG 
GAA 

(TC)10 161–169 0.767 5 0.767 (0.703)

*Indicates significant deviations from Hardy–Weinberg expectations after Bonferroni corrections
a Chen C et al. Identification of 24 novel microsatellite loci for the endangered Asian giant soft-shelled turtle Pelochelys cantorii (Trionychidae) 
(ESM 1)
b Ma H et al. Development of microsatellite markers for the boring giant clam (Tridacna crocea) (ESM 2)
c 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)
d Bruggemann F et al. Isolation and characterization of 22 microsatellite loci from the Indo-Pacific coral Psammocora contigua (Scleractinia, 
Psammocoridae) (ESM 4)
e Taki et al. Development of 34 microsatellite markers for the Ryuku flying fox (Pteropus dasymallus) (ESM 5)
f Pierrat J et al. Isolation and characterization of 20 microsatellite loci from a commercial tropical sea cucumber, Actinopyga echinites (Echino-
dermata, Holothuroidea) (ESM 6)
g 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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