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Appendix S1. Characteristics of the additional 85 EST-SSR markers in Firmiana danxiaensis.a
	Locus
	Primer sequences (5(–3()
	Repeat motifb
	Expected size (bp)
	GenBank accession no. 

	Fir_SSR1
	F: GAGAGTGAGTGGTTCTTGTA
	(TAG)9
	161
	KF313466

	
	R: CAATATCATCGTCTCCTAATCC
	
	
	

	Fir_SSR3
	F: GCCAATACTGCTTCTACAAG
	(CTT)9…(TTC)6
	206
	KF313467

	
	R: GCTGAAGGATGAAGAGGAG
	
	
	

	Fir_SSR4
	F: TGCTCTCCGCTTCTTCTT
	(CTT)7…(CTT)5
	285
	KF313468

	
	R: TTGCTCAACGCCAAGATG
	
	
	

	Fir_SSR6
	F: CTTCGACTTATCCGTGACA
	(TA)8…(AT)6
	271
	KF313469

	
	R: GATATTAGGCGATGATGTATGG
	
	
	

	Fir_SSR7
	F: CTCAGCCTCAGACAGAATC
	(TC)9…(CTT)6
	162
	KF313470

	
	R: AAGAAGAAGAAGAAGAAGGTC
	
	
	

	Fir_SSR8
	F: GGAATCTCAGGAAGCAACA
	(GA)7…(TTC)5
	270
	KF313471

	
	R: CCCAGTCATCTTTCTTCTTTC
	
	
	

	Fir_SSR10
	F: CGCTTGAGGAGACTATACG 
	(AC)13…(CT)9(CA)12(TA)8
	221
	KF313472

	
	R: ACGACTTGTTGATGGTGAG
	
	
	

	Fir_SSR11
	F: CATCAGCAGCAACAACAG 
	(ACAGCC)5…(GCA)6…(CAG)5
	186
	KF313473

	
	R: TGCGAGGTAACACATACAA
	
	
	

	Fir_SSR13
	F: GCTCCGATTATTGTAACCAA 
	(TC)6…(AT)6
	211
	KF313474

	
	R: CGTCTCTCTTTCTCTCTGG
	
	
	

	Fir_SSR14
	F: CTGTATGGTGGAGAGTTGAT
	(TCT)5…(CTC)9
	146
	KF313475

	
	R: AGAAGAAGAGGAGGAGGAG
	
	
	

	Fir_SSR15
	F: CATGTACGCTACTATTGATACC
	(TCA)5…(AAC)6
	169
	KF313476

	
	R: CGGTTGTTGTTGTTGTTGT
	
	
	

	Fir_SSR17
	F: AGAGTTGCTGTTGTTGTTG
	(GCT)5…(GCT)7
	239
	KF313477

	
	R: GCGTTATTATCATCACCTTCC
	
	
	

	Fir_SSR18
	F: CATCACCTATGTCAACTCCTA
	(AAG)7…(AAG)7
	207
	KF313478

	
	R: ATTATCAACGCCACCAACA
	
	
	

	Fir_SSR19
	F: CCCAGAGAACAAAGGAGAAA
	(AG)7…(TCT)6
	145
	KF313479

	
	R: GCAAAGGAGATAACGAGAGA
	
	
	

	Fir_SSR20
	F: TGCGAAGAAGAAGAAGAAGA   
	(GAA)5…(AAG)6
	116
	KF313480

	
	R: GGTCGTAAGAGATTGGAAGA
	
	
	

	Fir_SSR21
	F: ATGGATGCTGCTACAACC  
	(TC)8…(TG)9…(GC)6
	296
	KF313481

	
	R: TTGCCTTACTCATTGTTCTG 
	
	
	

	Fir_SSR22
	F: CACCACGGATAACACAGT  
	(GAT)6…(AAC)9
	198
	KF313482

	
	R: TCAGCAAGGGAGAACTCT
	
	
	

	Fir_SSR23
	F: CCTCTCCAAGTCAACATCAT  
	(TCA)5…(ACT)7
	140
	KF313483

	
	R: CATCCTCGTCATCATCTTCT 
	
	
	

	Fir_SSR24
	F: TTGATTCTGATGACGAGTTG  
	(TGA)5…(TCT)5
	189
	KF313484

	
	R: TCTTATACTTGTTCCGTGAC
	
	
	

	Fir_SSR26
	F: AGGCTCTCCACCAACAAG    
	(GCT)6…(TCG)6
	183
	KF313485

	
	R: CCTAAGGTTCCGCTCCAA
	
	
	

	Fir_SSR27
	F: CTCTTAGCTTGCCTTCAGA  
	(CCT)5…(CCA)5
	148
	KF313486

	
	R: GGAGGAGACTTGTACTTGTAA
	
	
	

	Fir_SSR29
	F: GCACGAACACTACAATTAGA   
	(GA)7…(AG)9
	151
	KF313487

	
	R: CCACTCTCCACTCTTTCTC 
	
	
	

	Fir_SSR30
	F: TCTGGAATAATAGTGTTGGC  
	(ATA)5(ACA)6
	249
	KF313488

	
	R: AAGGTGCTCTGAATATGCT
	
	
	

	Fir_SSR31
	F: AAGAACCACTTCCGTCAC
	(ACC)5(ACA)6
	167
	KF313489

	
	R: AGAGGCGAGGTCATTGAT
	
	
	

	Fir_SSR33
	F: AATAGTGACCTTGTTCGTTG
	(AC)7…(AT)6
	255
	KF313490

	
	R: AAGCACAGACTCATCAGATT
	
	
	

	Fir_SSR34
	F: CCTATATGAGACATGGTGTGA
	(TTTC)7
	134
	KF313491

	
	R: AGTTCCAGGTTCAGAATCAA
	
	
	

	Fir_SSR35
	F: TCTGGAGATAATGGAGGAATG
	(GTCA)7
	212
	KF313492

	
	R: TTGAGTGGCTGACAACTG
	
	
	

	Fir_SSR36
	F: TGTAATGGACTCCGATGTAG
	(TGG)9
	101
	KF313493

	
	R: TTCTTTCTACCACGAACAGT
	
	
	

	Fir_SSR37
	F: GGTGGAATCTGCTGGATC 
	(GCG)9
	172
	KF313494

	
	R: TTCAAGACCTAAGCCTTACC
	
	
	

	Fir_SSR38
	F: GCCTGAAGCCATTAAGAAG
	(TTA)9
	160
	KF313495

	
	R: CGAATACTGTCAACACTGAG
	
	
	

	Fir_SSR39
	F: AAACGACAACAACTTCCCTA
	(CT)6…(TC)6
	250
	KF313496

	
	R: TGCCTCCAATCATCAAGAC
	
	
	

	Fir_SSR40
	F: TGCATAGTATCAGTGTCCTT
	(AT)6…(AG)6
	102
	KF313497

	
	R: TCATCAAGTCCAATCCTGTT
	
	
	

	Fir_SSR41
	F: GCCAGTAGTACGGATGATAT
	(TA)12
	273
	KF313498

	
	R: GTGGTTAATGGAGTAGAACAG
	
	
	

	Fir_SSR42
	F: GCTCTTCCTATTACACGATTG
	(CT)11
	158
	KF313499

	
	R: CTGGTTGCTGCATCATCT
	
	
	

	Fir_SSR43
	F: TCCAGCACTCGTACAACA
	(CT)11
	117
	KF313500

	
	R: GAGAGTAATCCAAGCCACAG
	
	
	

	Fir_SSR44
	F: AACCACACCAACAGAGAAC
	(CT)11
	129
	KF313501

	
	R: GGTTGATGATGTGCGAGAA
	
	
	

	Fir_SSR45
	F: GGTGAATATCAGAATCAGATGC
	(AT)11
	118
	KF313502

	
	R: AAGTAACGCTGGAGTGTTG
	
	
	

	Fir_SSR46
	F: ATTGATGTAACCTCCTTCCA  
	(CT)11
	142
	KF313503

	
	R: TTGTTGGTGATGAATGTGG
	
	
	

	Fir_SSR47
	F: CTATGCACCTGTAACCTGTT
	(AG)11
	132
	KF313504

	
	R: GGACTCTGAGAACCAAGC
	
	
	

	Fir_SSR48
	F: AACAATCTGAACTGTGAAGG
	(GA)11
	105
	KF313505

	
	R: GTTCTCTCTGGACGACATAA
	
	
	

	Fir_SSR49
	F: TCATACAAGAACTCCTGTCA
	(AT)11
	213
	KF313506

	
	R: TTCTTATCTTAACGGCTCCT
	
	
	

	Fir_SSR50
	F: AAATAGTAGCGAAGCAGATC
	(TC)11
	240
	KF313507

	
	R: AGGAACGATTGAATTGAAGG
	
	
	

	Fir_SSR51
	F: TGATTGAGATTGAGGTGGAA
	(TA)11
	149
	KF313508

	
	R: CGTGCAGCTAAGCTATACT
	
	
	

	Fir_SSR52
	F: TCTCTGCTCTGCTCTTCT
	(AT)11
	130
	KF313509

	
	R: GTCCTGAATAATCCCTTCTTG
	
	
	

	Fir_SSR53
	F: AGTAGCCATAGCCTTGTATC 
	(AC)11
	140
	KF313510

	
	R: GGAAGCTGCTTTGAGGTT
	
	
	

	Fir_SSR54
	F: AGGAACGAATGAGGCTATTAC
	(AC)11
	114
	KF313511

	
	R: GCCATACTCCTGTCATCAAT
	
	
	

	Fir_SSR55
	F: ATACATAACAGGGCTCAAGA
	(GT)11
	193
	KF313512

	
	R: TCTTCTACATGACACCAACA
	
	
	

	Fir_SSR56
	F: AACAATACTCACTGAAGGAG
	(CA)11
	264
	KF313513

	
	R: TTACGGTCTGTCTGATCTT
	
	
	

	Fir_SSR57
	F: GGTTATGCTTTCTGGAATCT
	(AT)11
	149
	KF313514

	
	R: AGTTCTTCTCCCAGTCTAAT 
	
	
	

	Fir_SSR58
	F: CCTTGTCAACTGACCTTCT
	(CT)10
	118
	KF313515

	
	R: CATGGATATGAGATGGTGATAG 
	
	
	

	Fir_SSR60
	F: CCCTTGGTCTGATTTACTACA
	(TC)10
	118
	KF313516

	
	R: AAGCCTTGCGTGAATGAG
	
	
	

	Fir_SSR61
	F: CCAACTGCTACACGTAGAT
	(TC)10
	143
	KF313517

	
	R: GGAAGGAGGAAGGAGGAA
	
	
	

	Fir_SSR62
	F: GTTACACTCGAACCATCAC
	(AT)10
	232
	KF313518

	
	R: TAGAGGCTATTCTGTTAGGC 
	
	
	

	Fir_SSR64
	F: GGAAGTGAGTGAGTGAGTG
	(CT)10
	205
	KF313519

	
	R: GATTTAGGTAGTGGGCAGAA
	
	
	

	Fir_SSR65
	F: CAAGAGAGACAAAGAGAGAAAG
	(AG)10
	128
	KF313520

	
	R: ACCATGCTTCCTCCTTCA 
	
	
	

	Fir_SSR66
	F: AAGCCTTCGTCTCTAAGC
	(CT)10
	224
	KF313521

	
	R: CTGAACCCTAATCTCAAAGTG
	
	
	

	Fir_SSR67
	F: TGGTCTTGGGCATACTGA
	(AT)10
	272
	KF313522

	
	R: CACAAGGTCTGCGTAGTT
	
	
	

	Fir_SSR68
	F: CCAATCATAATGGACTTCCT
	(CT)10
	254
	KF313523

	
	R: GTCTTACATCTGGATTCACA
	
	
	

	Fir_SSR69
	F: GGTTAGGGTTTGGTGAAGA
	(AG)10
	211
	KF313524

	
	R: TCAGCCTCAATCTCAATCC
	
	
	

	Fir_SSR70
	F: CCTGGTTCTGTCTCAACTT
	(GA)10
	138
	KF313525

	
	R: TAGAGCGGAGCACATTAAG 
	
	
	

	Fir_SSR71
	F: GCAAAGTTGGGTTCAGTTC
	(AG)10
	228
	KF313526

	
	R: AGTAGAGCAAGAGGTGGAA
	
	
	

	Fir_SSR72
	F: GCTCACACTTCTTATACACATC
	(AT)10
	122
	KF313527

	
	R: GCCGATTCAATGGTGGTT
	
	
	

	Fir_SSR73
	F: TCCTTCCATTAACTCGGTAG
	(TC)10
	233
	KF313528

	
	R: ATTGATGATGAGATGCTGAG
	
	
	

	Fir_SSR74
	F: TGTTCTACCAACGAATCTCT
	(GA)10
	128
	KF313529

	
	R: AATTACTGGCTCTGACATCA
	
	
	

	Fir_SSR75
	F: GTTGATGTTGGAAGACAGATTC
	(CT)10
	106
	KF313530

	
	R: AGGTGAGAGAAGCGAGGA
	
	
	

	Fir_SSR76
	F: TTCCTCTGAGCGTTCTCT
	(TC)10
	255
	KF313531

	
	R: GCATACCATCAACCTTGTG
	
	
	

	Fir_SSR77
	F: GTCGGCTTTCCTGTTACTT
	(AT)10
	264
	KF313532

	
	R: GGCTCATATCAGATACCACAA
	
	
	

	Fir_SSR78
	F: TTGGCGAGATGATGATGG
	(GA)10
	105
	KF313533

	
	R: AACCTACAGTGCTTTGCTA
	
	
	

	Fir_SSR79
	F: AGGGTTCAAGATGTAATCGT
	(AG)9
	239
	KF313534

	
	R: GCGTGATAGCATGTTCTAAT
	
	
	

	Fir_SSR82
	F: CTTCTGTACGCAAGTAGTAATG
	(CT)9
	220
	KF313535

	
	R: AGAGCACAATCTTCAGGATC
	
	
	

	Fir_SSR84
	F: AGTCGTCCGTCTTGTCTA
	(TC)9
	151
	KF313536

	
	R: ATTCACAGCCTCACTCAC
	
	
	

	Fir_SSR86
	F: GTCATCACTCATCACCATATTG
	(AT)9
	193
	KF313537

	
	R: GCATCACTCCTAAGACATCT
	
	
	

	Fir_SSR87
	F: CAACAGTGCCATTCTACTTG
	(GA)9
	192
	KF313538

	
	R: CTAGGATGAAGGAGATGTAACT
	
	
	

	Fir_SSR88
	F: TTGGATTTAGGAGGGAGAGA
	(GA)9
	245
	KF313539

	
	R: CAGCAACCATCACAATACG
	
	
	

	Fir_SSR89
	F: ATTTAGCAATGGGAGAGACT
	(TC)9
	223
	KF313540

	
	R: CAAGCATGTTGAACAGGAA
	
	
	

	Fir_SSR90
	F: CGTCCATCTCTTCTTCACTT
	(GA)9
	195
	KF313541

	
	R: ACTTGTACTATCCTGGTAAGC
	
	
	

	Fir_SSR91
	F: GTGAATTGAATGCGACCAA
	(CT)9
	175
	KF313542

	
	R: TGTGATTGTGGATGATGCTA
	
	
	

	Fir_SSR92
	F: GAAAGTCCGTCTTGGTTTG
	(GA)9
	202
	KF048054

	
	R: GTAATTCTGTGTAGCTCTTCC
	
	
	

	Fir_SSR94
	F: GACATTATCACACTCCAAGG
	(GA)9
	160
	KF313543

	
	R: ACTTCCTCTGCCGACTTA
	
	
	

	Fir_SSR95
	F: ACTCGTTCTGCGTACAAT
	(AG)9
	202
	KF313544

	
	R: GTGTGTTTGGTTTGATTTCC
	
	
	

	Fir_SSR96
	F: ATCTCTTGGCAGGCTGTG
	(TC)9
	131
	KF313545

	
	R: CCGAACCCTCAATCTGTATAG
	
	
	

	Fir_SSR97
	F: AGATTGGCTCGTGAATGG
	(CT)9
	167
	KF313546

	
	R: CGAATGATGGAACTATACCTC
	
	
	

	Fir_SSR99
	F: GCGGAGAATCGTTAATGC
	(TC)9
	275
	KF313547

	
	R: CCTGATAGTTAGTTGCTGAA
	
	
	

	Fir_SSR100
	F: GTCCTTATTACAGACTACCTTC
	(GA)9
	198
	KF313548

	
	R: GGTCCGACATTATCTCAAGA
	
	
	

	Fir_SSR102
	F: GGTGACATTGAAGGTAAGAAC
	(TA)9
	149
	KF048056

	
	R: GTCTACTCCAGCACTCTCA
	
	
	


Note: F = forward primer; R = reverse primer.

a All the primers have melting temperatures of 49–51(C.

b Ellipses in repeat motifs signify intervening non-repeat sequence ((100 bp) between two microsatellite repeats.

