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	Marker
	Linkage group1
	GenBank_ID
	Marker type
	Primer1_sequence
	Primer2_sequence
	Motif
	Size range (bp)

	1,2CmSI0031
	H
	290474526
	EST-SSR
	AGCGCCACTTTTCTTTTTCA
	GAATCCCAGCCTGACCAATA
	AAG
	171-189

	1,2CmSI0049
	B
	290474533
	EST-SSR
	CCGATGCCGATTTCTACAAC
	GCGGCAGACACATAGTTTCA
	TCTTCA
	193-215

	1,2CmSI0327
	K
	290474585
	EST-SSR
	CTCCTCCGCCTCCATTCA
	AGTCCTTGCGGATCACTTTG
	AG
	240-264

	1,2CmSI0391
	A
	290474604
	EST-SSR
	TTTGGAGTGCTGAGGAGACT
	GACTCAAAGTCCTCGGCAAA
	TAA
	194-215

	1,2CmSI0396
	E
	290474606
	EST-SSR
	AACTCCCACCACTCACATCC
	TTTCGGACCATCCAGAACTC
	CACACC
	191-203

	1,2CmSI0495
	B
	290474633
	EST-SSR
	GAAACAACAGGCTCTGCCTC
	CTGGGAAAATCCGAACTCAA
	GA
	246-256

	1,2CmSI0527
	F
	290474668
	EST-SSR
	TACGACCTAAACGACTCGCC
	AGGAGGAGAAGTCAGCCACA
	GTT
	166-178

	1,2CmSI0537
	A
	290474676
	EST-SSR
	AGAGATGGGTTGGGAAGGTT
	GGCCTCTCTGGTTTGTGTGT
	AG
	158-182

	1,2CmSI0551
	H
	290474692
	EST-SSR
	TAACCAATCACGTTCACCGA
	CGCCACATCTAAAACCCCTA
	CGC
	205-237

	1,2CmSI0559
	C
	290474700
	EST-SSR
	AGGTGGGAGTGAAGGTGTTG
	TATCTCGCTCGCTCCATCTT
	AGG
	139-155

	1,2CmSI0561
	D
	290474702
	EST-SSR
	CGTATAGGGTGGAAACGGAA
	GGACAAGCAAATCACGGAAT
	TCG
	161-186

	1,2CmSI0594
	H
	290476538
	EST-SSR
	GCCCCCAAAGAAAGAGAAAG
	GCATGCCCATACCCATTAAC
	GGT
	253-264

	1,2CmSI0600
	J
	290474736
	EST-SSR
	TCACACTCACACACGCAAAA
	TGTTCACGAAATACGCAACG
	CT
	265-287

	1,2CmSI0608
	L
	290474745
	EST-SSR
	TTTGATTGGCCCTCCTAGAC
	CTGAATCGCCGAAACTCATT
	AGG
	194-197

	1,2CmSI0611
	K
	290474746
	EST-SSR
	GCTGACCCTGTCAACAACAA
	CAGAACTAGACAAGGATCACAAGA
	TC
	203-217

	1,2CmSI0678
	K
	290474795
	EST-SSR
	GGTCAGACCCGCTAGCTCT
	ACCCAAAACCAAAACCAAAA
	TCT
	140-158

	1,2CmSI0683
	A
	290474802
	EST-SSR
	CACCAGCACCTCACTTCTCC
	CCGGAAGATTTAGGTTTAGGG
	AGA
	215-238

	3CsCAT1
	C
	FJ868942.1
	g-SSR
	GAGAATGCCCACTTTTGCA
	GCTCCCTTATGGTCTCG
	(TG)nTA(TG)n
	195-229

	3CsCAT3
	J
	FJ868944.1
	g-SSR
	CACTATTTTATCATGGACGG
	CGAATTGAGAGTTCATACTC
	AG
	224-264

	3CsCAT7
	H
	FJ868948.1
	g-SSR
	GAACATGATGATTGGCCTC
	CCAAACATGACATATGTCCC
	(TG)nCG(TG)n
	235-263

	3CsCAT8
	H
	FJ868949.1
	g-SSR
	CTGCAAGACAAGAATTACAC
	GAATAACCTGCAGAAGGC 
	(GT)n(GA)n
	203-249

	3CsCAT14
	K
	FJ868951.1
	g-SSR
	CGAGGTTGTTGTTCATCATTAC
	GATCTCAAGTCAAAAGGTGTC
	CA
	157-179

	3CsCAT24
	-
	FJ868961.1
	g-SSR
	AAACCGAAGATATAAGAGAGAG
	CATTAGGCCAAATAGGCACC
	AG
	220-264

	4QaCA022
	-
	-
	g-SSR
	AACAATAGGAGTTGGTTTGAG
	GTTAGGGTTTGGAAAATAGGA
	AC
	188-210


1Kubisiak et al. (2013)
2Gailing and Nelson (2016)
3Marinoni et al. (2003)
4Kubisiak and Roberts (2006)
