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Table S1. Characteristics of two panels (eight microsatellite markers each) performed on seven Mytilus unguiculatus populations in South Korea.
	[bookmark: _Hlk119663333]Locus/
Acc. No.
	Primer sequence (5’-3’)
Forward/Reverse
	Repeat motif
	Ta (℃)
	Size range
	Na
	Ho
	He
	Fis
	PIC
	Fnull
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	P26/
JQ678752
	F: FAM-TGGAAGTGTGTACTGGGCTA
R: AAGAAATGGAACAGGAGCAG
	(GAT)22
	55
	123-216
	32
	0.452
	0.952
	0.525***
	0.947
	0.22a
	An and Lee 2012

	P36/
KX423606
	F: FAM-TATTTTGACGAAGTGCTACCCC
R: AAAGTAAGTGGACGAAGGTGGA
	(AC)7
	55
	223-285
	8
	0.548
	0.568
	0.034
	0.521
	0.08
	Fu et al. 2018

	P05/
JQ678758
	F: HEX-GGTCGTGTCCAAAGGAATTG
R: CTAAATAACTGCACGACTCG
	(TG)12
	55
	105-199
	42
	0.742
	0.963
	0.230***
	0.959
	0.13
	An and Lee 2012

	P57/
KX423605
	F: HEX- GCGCAGAAGGTATTTGATTGTT
R: GAAGAACTTGCCAGAAAACAGG
	(GCT)6
	55
	240-264
	8
	0.488
	0.496
	0.019*
	0.421
	0.00
	Fu et al. 2018

	P30/
JQ678750
	F: TAMRA-AGGGGCTGTTAAGACTGTCG
R: ATTCCACAGTCATTGGTCC
	(ATCA)12
	55
	142-246
	25
	0.718
	0.902
	0.200***
	0.893
	0.13
	An and Lee, 2012

	P31/
KX423597
	F: TAMRA- CTTTGGCAGCAGAATATCACAG
R: ACAGGATCGGAAGTGAATGAGT
	(TA)7
	55
	341-356
	3
	0.286
	0.258
	-0.123
	0.225
	0.00
	Fu et al. 2018

	P25/
JQ678741
	F: ATTO-GGCTCAGTGTGTCAATCATC
R: TATGTAGGTTCTGCAAAGTGG
	(ATC)30
	55
	64-166
	34
	0.496
	0.934
	0.468***
	0.929
	0.22a
	An and Lee 2012

	P60/
KX423607
	F: ATTO-TGTCAGAGGCCAATAAAACAAC
R: TTCGGGTTCCTAAACATTAACC
	(ACAA)5
	55
	280-304
	4
	0.320
	0.601
	0.470***
	0.533
	0.20a
	Fu et al. 2018
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	P07/
KX423596
	F: FAM-CACGGATCTCGGGTATTCTCTG
R: CAGTCGGATGTTGTTTATTGATGTG
	(TA)7
	50
	207-247
	11
	0.423
	0.431
	0.018
	0.403
	0.02
	Fu et al. 2018

	P39/
KX423611
	F: FAM-GCTGAAGTCTGCGATAAAACCT
R: ATGAAAGACACACTGGTTGTGG
	(GA)8
	50
	252-358
	42
	0.423
	0.889
	0.524***
	0.880
	0.29a
	Fu et al. 2018

	P50
	F: HEX-AGGCGAAGGATACTAAAAGGAC
R: CTCCGATAATTCTTCTTCATCG
	(AT)8
	50
	180-223
	13
	0.611
	0.685
	0.108
	0.635
	0.07
	Kang et al. 2013a

	P52
	F: HEX-TATTGAGTGTTTTTGAGAGGGG
R: TACTGCATGATTTTTGCTCATC
	(AT)9
	50
	232-248
	8
	0.629
	0.665
	0.057
	0.604
	0.00
	Kang et al. 2013a

	P21/
GQ888528
	F: TAMRA-GAAGTCATGCTATAGGGAT
R: TCAACAAATGGGAACAC
	(TG)8
	50
	115-173
	20
	0.395
	0.737
	0.401***
	0.717
	0.20a
	Xu et al 2010

	P34/
KX423600
	F: TAMRA-GGCAGAGGGTCATAGTTTTCAC
R: CCCTTTCTGTGATTTCCTCAAC
	(TA)7
	50
	234-242
	5
	0.435
	0.440
	-0.001
	0.400
	0.00
	Fu et al. 2018

	P45
	F: ATTO-TGTCAAGGTAAGATGCTGTGC
R: AAACATCCCTGCTGAACGAC
	(TG)13
	50
	165-245
	11
	0.641
	0.746
	0.146***
	0.716
	0.05
	Guo et al. 2013

	P32/
KX423598
	F: ATTO-GCAACATTTACCGATGAAGACA
R: CGGACATTCCAGAAGAAACATA
	(AT)8
	50
	334-376
	12
	0.153
	0.186
	0.175
	0.183
	0.05
	Fu et al. 2018


[bookmark: _Hlk119663488]Acc. No., Accession number in GeneBank; Na, number of alleles per locus; Ho, observed heterozygosity; He, expected heterozygosity; Fis, fixation index inbreeding coefficient. PIC, polymorphic information content; Fnull, null allele frequency per locus; a Locus was excluded from diversity analysis due to a suggestion of high null allele frequency. Significant deviating from HWE (*p<0.05; **p<0.01; ***p<0.001).




