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Table S1 Sample RAD-Seq library quality assessment results

Sample Qubit concentration (ng/uLl)  Volume (uL)  Total amount (ug) Test result Remarks
J1 118 100 11.8 Qualified slight contamination
12 124.4 100 12.44 Qualified slight contamination
J3 95.6 100 9.56 Qualified no contamination
J4 86 100 8.6 Qualified slight contamination
J5 332.8 100 33.28 Qualified slight contamination
Jo 270.4 100 27.04 Qualified slight contamination

Table S2 Microsatellite loci and PCR primer information for 7. hsutschouensis

Locus Primer (5’to 3°) f Primer (5’to 3°) r Repeating unit T (°C) Length (bp)
J1 ACAGACATCAGCTTCTTGAATTG AACATTAGTAGGCCTAAATGAAAATG (AAT) 10 494 160~170
J2 CAGTATTACCAGCATTACACGGG GATTTGTACAGACGGACTGAAGC (TCA)9 53.0 125~310
J3 ATGTCCAGAAGCATCAAACCTT AGAAGAATCACACCAGCAAAGAG (GAT)9 50.3 138~269
J4 GCAAACCTACCTAAGAGCCATTT ACCAATACAACCATTTGACCAAG (ATT) 8 51.3 102~159
J5 ACCAATACAACCATTTGACCAAG GCAAACCTACCTAAGAGCCATTT (AAT) 8 50.3 159~298
J6 GGGTTCAGCTATGGTACACACTC GTCAATTCAGACGGATTGATCTC (ATC)8 53.0 129~172
J7 CAGGACACAAACTGGAGACCTAC TCTTCATGAGTCTTCTGGACACA (TAA) 8 53.0 144~207
J8 CACATCAACGGAATTTAAAGAGC GTTTCTGTGGATTCAATTTCAGC (AAC) 8 50.3 112~155
J9 GTGTAATGGTGTAACTCCCAAGC GACCGGTTTTATGGCAGAATAAT (TTC) 8 52.1 131~145

J10 TATGTATGCTTTGGCCCTTCATA TTCGGGCTACAATCATCTAAAAA (GAT) 8 49.4 129~257
J11 GAGTCTCAGCTCTGTCGGTCTTA TGCAGCTATATTTAGGGTTCGAG (AAT)8 53.0 142~238
J12 GCAAACCTACCTAAGAGCCATTT ACCAATACAACCATTTGACCAAG (ATT) 7 50.3 156~250
J13 CCAGACCTCATAGCTCAGGTAAT TCCCTGTAAATCTGCTTTGAAAC (TTA) 7 53.0 148~194
J14 GCAAACCTACCTAAGAGCCATTT AGTCACAGCTCTGTCGGTCTTAC (ATT) 7 53.0 138~107
J15 CGAAGGGCTAGAAACCTATTGTAT CAAGGACTACTACCATCTGACCG (TTC)7 53.0 136~145
J16 GCAAACCTACCTAAGAGCCATTT ACCAATACAACCATTTGACCAAG (TAT) 7 50.3 156~250
J17 TGCGACTGCATTAGTAGAGTCAT TCTTAAAACAACTGAACCATAAACAA (TAAAA) 6 494 120~199
J18 CCTAGCGTGTGTTTTCTGTCTCT GAAGAACAATGCGTTTCAATTTC (GTTCT) 6 52.1 147~228
J19 ACCACAAACTCTGAATCTCTCCA TACCATCTGTCATCCTCTCGTCT (ATCC) 8 52.6 154~180
J20 GAGAAGACAGATTGTTGAGGTGG CAATCATTCAGGTTCATCTTTTGA (TTGT) 7 52.6 126~366
J21 GTTATTTTGAAAACGGCACTCTG TCGCAAATAGAAAAACACAGACA (GTCT) 7 49.4 141~156
J22 AATTTGCACTTTTCACACCTCAT TATCTGTGTGTGTGGGAGTGTGT (CACG) 7 52.1 129~259
J23 ATAGCAAGGAAATTTGGACACTG TTCCTTTCCTTCTTTCTTTCGTT (GAAA) 7 494 105~119
J24 TTGGTCTTGAGCTCCTAAATGTC ACGAATGAAGTCGCAATTAGAAA (ATTC) 6 49.4 122~136
J25 GAGATTACTGAGGTTGGCCAGT ACGAAATGCCCATTAATAAACAC (TCCA) 6 52.1 98~284
J26 AGGAAATGAGAATGGAGTAGAAGC TGGAGTCTCAACACATCTCTGAA (CAGA) 6 52.1 116~128
J27 CCACATAAACGGTTAAAAGGACA TTTGGTGTAGTGGTTATTGTCACAT (GATA) 6 50.3 122~132
J28 CTCACTACTGATCCGCTGGAA TTCAGATCTCACAGCAGAAAACA (AGAC) 6 52.1 148~167
J29 AGCAGTTTTTAAAGAAGGCATCC AGGCACCTACAGCACACTAAAAC (TTAT) 6 52.1 138~287
J30 CATTGGAAAGAACTGGGTGAATA GACATGATGAATGAATTTGCTGA (AATA) 6 49.4 113~144
J31 AATGCTCACATGGACTGAGAAAT ACACACACACACACACACAGAAA (TCAT) 6 49.4 109~209
J32 TAATTGGAACAGAGGTGCATGAT TTCAGGACATTAGGACACAAGGT (TG) 15 50.0 156~181
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