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Appendix S3. List of 133 gene-homologous EST-SSR primer pairs for Eucalyptus.a 
	Locus
	EST accession number or contig 
	Source species
	Repeat motif
	Annotation 
	Forward primer (5(–3()
	Reverse primer (5(–3()
	Size (bp)

	EGM09†ß*
	ES594818
	E. globulus
	(AG)17
	Glucan endo-1,3-beta-glucosidase, putative 
	ATTTGCTGAAGTGGGTCTCG
	ACAGGTCCAGAAGCATGAGC
	169

	EGM12†ß*
	CD668471
	E. tereticonis
	(CAG)10
	CONSTANS-like protein CO1
	GCGCCGAGAATCAATACG
	GTAGCTGTTGGCAGCTTTGG
	197

	EGM14†ß*
	CB968019
	E. grandis
	(CT)18
	Heat shock factor protein HSF30, putative 
	CACTGCCACTTACCAGAGTCG
	CCTCCACCATCTCGAACG
	350

	EGM24†ß*
	ES589764
	E. globulus
	(CT)17
	Putative S-adenosylmethionine decarboxylase 
	CCTGCAACGCTTCTCGTC
	TCTGTATTGAGGCTCGCGTA
	217

	EGM25†ß*
	ES589925
	E. globulus
	(TC)15
	Metal transporter Nramp3 
	CCAGAAGCAACCTCAATTTCC
	AGCCACAGCAGGGAGTAGC
	376

	EGM30†ß*
	CU398186
	E. gunnii
	(AG)18
	Chlorophyll A/B binding protein, putative 
	AGTGCAGCACCTTTCAGACC
	AAGATTGATTGCTAGATCAGTCACC
	235

	EGM35†ß*
	Contig92
	E. globulus
	(AG)18
	Fructose-1,6-bisphosphatase, cytosolic, putative 
	ATACGCGTCCCAGTGATTTC
	AGGAGCAGACGAACTTGCAT
	206

	EGM37†ß*
	Contig85
	E. globulus
	(GCTTA)5
	Quinone oxidoreductase
	TGAGGTCACTTCAAGCACCAAGA
	GGAAGCGGCAACAACCTTAACA
	269

	EGM46†ß*
	Contig18
	E. gunnii
	(CAG)4(AG)12
	Desiccation protectant protein Lea14 homolog 
	ATATTCGGCCTCTTCGCATT
	ACCTTGGCGTTGTACTCGAC
	236

	EGM47†ß*
	Contig79
	E. grandis + 

E. gunnii
	(AATCG)6
	Small GTPase Rab2 
	TCGTTCGGTTTCTGTTCTGA
	ACATCCTTCGATCCAACCAG
	118

	EGM48†ß*
	CU396026
	E. gunnii
	(CT)12
	Plasma membrane intrinsic protein 
	TCACACTCCAATCTCCAACG
	CCTGGTAGTCCTTCGACTGG
	144

	EGM28†ß
	Contig 98
	E. globulus + E. grandis
	(CTC)20
	Chloroplastic phosphoglycerate kinase
	TTTCTTCCAAGCAGCAAAGC
	CCTCACGAACACCTTCTTCC
	347

	EGM19†ß
	Contig 22
	E. globulus + E. gunnii
	(CT)22
	Aquaporin (PIP1)
	GGGCAGCGATCATCTACAAC
	CTCTCGGACTAGAAGCCACAG
	356

	EGM33†ß
	CD669184  
	E. tereticonis
	(TCTCC)5
	Synaptobrevin-related protein 1 (SAR1)
	CTTGGATCAAGCCGAAATCT
	AATCCGAAACAATGCCTCAC
	204

	EGM34†ß
	ES595033 
	E. globulus
	(CTT)9
	Rapid alkalinization factor (RALF)
	CGGCGCTTCCTACTACAACTGC
	GGCACACAGCTTCTGTTACATTGAC
	262

	EGM26†ß
	ES590647 
	E. globulus
	(GCA)8
	Magnesium transporter CorA-like family protein (MRS2-2)
	CGAAGAATCTCCAAGCGAAT
	GTGCATGATCGCGTACTTGT
	272

	EGM42†ß
	Contig 64
	E. globulus
	(TCT)8
	bzip (basic leucine zipper) transcription factor
	CCTAGTAACATCAGCAGCATCG
	TTGGAGACATGGACCTCAAAC
	397

	EGM15†
	CD668884 
	E. tereticonis
	(CT)20
	DnaJ protein, seed maturation protein PM37 
	CAAATCTTGACCGTCCATCG
	TCTTCCCGCCTCACTTGG
	183

	EGM32†
	ES589342 
	E. globulus
	(TC)13
	Nucleoside diphosphate kinase (NDPK)
	TAGAACAAGTTTTCGGTCCGGGATT
	ATCTGCATATCTGGGAGCTCATCCT
	216

	EGM21†
	ES590858 
	E. globulus
	(CT)16
	Putative histone, HTA, DNA-binding protein
	AACAGTTTCGGTCCGGATT
	CCCATTATCAGACCCTTTGC
	269

	EGM36†
	ES591895 
	E. globulus
	(TC)12
	Catalase (cat gene)
	GGCTAGGACTTGACAGTTTCG
	ACAGGAGCACCAGAGTTCGTA
	176

	EGM38†
	ES592994 
	E. globulus
	(CAG)9
	DNA/RNA binding protein, salt tolerance protein 6, ACBF
	GATGATGCAACCATCTGCAA
	CTTTACGTTGGCCACCTCTC
	346

	EGM18†
	ES593362 
	E. globulus
	(AG)18
	Alanine aminotransferase (AlaAT)
	AAGTTTCGCGTCCGGAAT
	GACCAAGTCCCTGGCTGTC
	326

	EGM22†
	ES594399 
	E. globulus
	(TGG)8
	SR1 splicing factor
	GCAAGTATGGACCGATAGCC
	TGGTGTCCGTATCCAGAGTG
	277

	EGM27†
	ES596840 
	E. globulus
	(CCTT)6
	UDP-galactose 4-epimerase
	GACAGTTTCGGTCCGGATT
	ACCTCGTGGAAGGAGAGGTT
	290

	EGM07†
	ES590897 
	E. globulus
	(AG)34
	Mitogen-activated protein kinase  (MAPK)
	GGTGCCTCCACAGTCTCG
	TGCCGAAGATGTTGTACTGG
	225

	EGM41†
	ES591830 
	E. globulus
	(CT)18
	No apical meristem family protein (NAM)
	GGCTTGGACTTGACAGTTTCG
	GAGCGAGTTGAGAGGCAAGAC
	324

	EGM05†
	ES595411 
	E. globulus
	(TTC)13
	SGT gene
	TCGCCCTTCCTCACTTGC
	GATCGCCTTATTCGCATCG
	301

	EGM06†
	ES596950 
	E. globulus
	(AG)15
	Hypersensitive-induced reaction protein 4 (hir4) 
	ACAGTTTCGGTCCGGATTC
	CCACTCGATATTGGATTGAGC
	304

	EGM20†
	Contig 19
	E. gunnii
	(CAG)9
	Ribosomal protein L17 (RPL17B)
	GGCTCGCTCATTTCAAGC
	TGACCTCAGCATTACTCTCAGC
	384

	EGM40†
	Contig 80
	E. gunnii
	(GAT)18
	Nascent polypeptide associated complex alpha chain protein 
	CTCAAGCTCTCGGCTGAAAT
	GACCTACCCGTACCATCTCCT
	188

	EGM11†
	Contig 99
	E. gunnii
	(AGG)8
	SVP-like floral repressor
	TTTCGCTTCAACAAGTCTTCC
	TCCCAATATTCTCGGAGTGC
	376

	EGM49†
	ES596102 
	E. globulus
	(TC)14
	MYB transcription factor 
	AGTTTCGGTCCGGGATTC
	GAGGAAGCGTTGGAGTTCAT
	138

	EGM17†
	ES592966 
	E. globulus
	(TCT)10
	RAC-like small GTPase (ROP1)
	CCCTTAGGGTTTGAGCTTCG
	GGTGACGCACTTGATGAACC
	292

	EGM29†
	ES596706 
	E. globulus
	(CTCAG)7
	RUBISCO activase
	AAGTTTTCGGTCCGGGATT
	CAAGAGAGGGCGAACGAC
	166

	EGM02†
	ES593878 
	E. globulus
	(GAA)12
	Salt tolerance transcription factor/zinc ion binding (STO)
	CTCAGCGTGGCCTGAGAT
	AGTTTGTTCGCTGCGTGAAT
	227

	EGM04†
	ES596829 
	E. globulus
	(CGG)11
	Dehydration responsive element binding protein (DREB2) gene
	AACGACAAGGTCAACTCTTGCATCC
	ATACATTGCTCTCGCGGCCTTG
	384

	EGM16†
	Contig 116
	E. gunnii
	(GGC)15
	Xyloglucan endotransglycosylase/hydrolase (XTH3) 
	GACCTCCTTCTCGACCACAC
	CGGAGTAGGAGTGGAAGTGC
	384

	EGM23†
	CU397337  
	E. gunnii
	(TC)13
	Shikimate kinase
	AGAATTGCTGCTGTGGGAAC
	TTGAGGAAACCCTCGATTTG
	364

	EGM31†
	ES594504 
	E. globulus
	(AG)29
	14-3-3-like protein, General Regulatory Factor 9 (GRF9)
	ATAGCCAGTCTTCGTCTGCTTGAGG
	AGCTTCGCCACATTCTTCATGG
	201

	EGM43†
	ES595318 
	E. globulus
	(AG)14
	Oxophytodienoate reductase (OPR), old-yellow-enzyme (CROYEH)
	AAGTGTCTGCAACGCCATTT
	AATGAGAAGGCCACCCTTAGA
	261

	EGM03†
	ES596829 
	E. globulus
	(CGG)11
	Dehydration responsive element binding protein (DREB2) gene
	TCGACCAAATCTCCAAGTCC
	GTCGGGAACGTCTCAAGC
	388

	EGM13†
	Contig 94
	E. globulus
	(GGA)24
	Ascorbate oxidase promoter-binding protein (AOBP), CDF1 (Cycling dof factor 1)
	TCTTCGGTGCCAAGATCC
	GAGAATTTGGAGGTGGTTCG
	246

	EGM08†
	ES590252 
	E. globulus
	(CT)16
	Ruv DNA Helicase
	TCTTTCGTTCTGGAAACTGC
	TCTGCCGTATCATGTCAACC
	297

	EGM10
	ES592843  
	E. globulus
	(GCGA)6(GA)5
	Ankyrin-repeat protein 
	TCGGCGATAGGGTTTATTG
	ACGCCTTGACCTGATTGTG
	233

	EGM60
	ES590048 
	E. globulus
	(CGA)13
	DNAJ heat shock family protein 
	GAACGAACCAAAGCCGAAG
	GAAGCACGTATTTCCAGAAGGT
	216

	EGM61
	ES589425 
	E. globulus
	(AG)13
	Zinc finger (C3HC4-type RING finger) family
	TCTCTGCTCTGACACACCTCTC 
	GCACGACTCACAAAGAGAAGAA 
	210

	EGM62
	ES591602 
	E. globulus
	(CCG)8
	Alpha-tubulin (TUA1) 
	CAACTCCTCCGCCTTCCT
	GGTCCTCACTTCATCAATCACA
	334

	EGM63
	ES596328 
	E. globulus
	(AG)19
	Acid phosphatase
	TCTCTCTGGTTTGAGCCTTTTC 
	TATGTCCAGTTTCTCCCCAATC 
	332

	EGM64
	ES597093 
	E. globulus
	(CT)14
	4-coumarate:coenzyme A ligase (4CL1) 
	AAACGCTCACCTTCTCATCATC
	AGATGTTCTCGAAGCAGTAGGC 
	189

	EGM65
	Contig 22
	E. globulus + E. gunnii
	(GAA)8
	Aquaporin (PIP1)
	AGCTCCAGCTTGTGAGGTTTAG
	GTAGAACGACCAGGAAGTGAGC
	227

	EGM66
	Contig 35
	E. globulus + E. grandis
	(GA)19
	NAC transcription factor
	AGAACGCAGAGTCGACAGAGTT
	TCCCTCGGAGAAAAGAAGTACC
	273

	EGM80
	ES592180 
	E. globulus
	(GGC)14
	DNAJ heat shock N-terminal domain-containing protein 
	AGAGAGTGCGTGTCCATCG
	TCTCGAATGCACTTGTCCAC
	242

	EGM01
	CD669630  
	E. grandis
	(CAG)8
	Dehydration-responsive element binding protein (DBP)
	AAAGCGAACGCTACGATGAG
	ATAGGAGCCGAGCCAGATG
	185

	EGM81
	ES594458 
	E. globulus
	(GA)14
	Protein kinase (Pti1)
	AACCCACATCTCAAGAAGAAGC
	GTCTGTCCAGTCGCATAAAGTG
	168

	EGM82
	ES594780 
	E. globulus
	(TC)15
	Catalase (cat gene)
	AGAACAGTTTCGGTCCGGATT
	TCTGGAATCCTCTCCCTATCAA
	285

	EGM83
	CB967765  
	E. grandis
	(AG)15
	Pectinesterase / SKS5 (SKU5 Similar 5), copper ion binding / oxidoreductase 
	CGACCCTGTCACCCAGACTTA
	CCGTAAGTGACATTCCAGTTGA
	252

	EGM84
	CD669924  
	E. grandis
	(AG)15
	Ribulose-phosphate 3-epimerase (RPE)
	GCATTTAATTCGTGGACCATCT
	TCTCCTTGTGAAGGTGAGTGAA
	184

	EGM85
	CT980897  
	E. gunnii
	(CGAG)7
	Protein transport proteins (SEC61 gamma subunit)
	CTTCTTCGGTCGTTAGGGTTTT
	AATCCACTTTCTTGATGGCCTA
	296

	EGM86
	CT986745  
	E. gunnii
	(CT)21
	Ubiquitin-conjugating enzyme 
	TCCTATTTCTCCTTCTCCTCCA
	GCCATTGGGTATTCTTCTGGTA
	292

	EGM87
	CU394932  
	E. gunnii
	(CCG)11
	Ribosomal protein S27-like 
	GCAAGCACTGCTAGGGTTTTG
	TGTTATGTTGAAGCATCCTTGG
	236

	EGM88
	CU396171  
	E. gunnii
	(AG)18
	Chloroplast chlorophyll a/b-binding protein (LHCA1)
	CCCACTCTTGAAGCTAAGGAGA
	ACAAACCAGGAAAAGCAAACTG
	249

	EGM89
	CU401753  
	E. gunnii
	(AG)15
	Aquaporin (PIP2;3)
	CATTCAGGAGCAACCCTTAGTC
	GGCAACGAAACAGAAGAGAGAA
	218

	EGM90
	CU402445 
	E. gunnii
	(CAG)8
	Reticulon family protein
	CTTTCCATAACCTGTCGAGTCC
	TCCTCCACAGTAACACATCAGC
	344

	EGM91
	ES588500 
	E. globulus
	(GA)15
	Omega-6 fatty acid desaturase (FAD6)
	CCCATGTATTGTAACCCCAGTT
	ATTCCCTTCTGGAGTGGATTTT
	295

	EGM92
	ES588650 
	E. globulus
	(CCA)9
	TCP-domain protein (tic gene)
	CCACAAACTCTCTGCAACTGTC
	CCTCCTTCTTCTCCAGCAACT
	255

	EGM93
	ES589839 
	E. globulus
	(CT)9(CCG)11
	Dicarboxylate/tricarboxylate carrier (dtc) 
	AGGAAGGTCCCTCGGTTTCTT
	CCAATTGAATCCTCACCTTGAT
	254

	EGM94
	ES589865 
	E. globulus
	(TC)20
	TCP-family transcription factor
	CTGCTTCAAGTTGGGATCTTTT
	AGACGGCCTTAATGGGATTTAT
	234

	EGM95
	ES590532 
	E. globulus
	(TC)18
	Actin (ACT) 
	GGGAACCTATAGAACAAGTTTTCG
	TTCCAACCATGACACCAGTATG
	336

	EGM96
	ES590640 
	E. globulus
	(TC)13
	Vitamin C Defective 2 (VTC2)
	ATCAAATATCACCTCCCAGCAA
	TATAGCCGTGATGTCTGCAACT
	188

	EGM97
	ES590915 
	E. globulus
	(GA)26
	Aberrant growth and death 2 (AGD2)  
	CCTCCCTATCTTTGGTCCTTCT
	GCGGGAGACCTTAGTCTTGTAA
	271

	EGM98
	ES590944 
	E. globulus
	(CT)13
	Biotin carboxylase subunit
	GATATCACCGCTCGACTCCTT
	CCTCTTAGAAGCATGACCGACT
	267

	EGM99
	ES591038 
	E. globulus
	(AG)17
	26S proteasome subunit (RPN11)
	CTCTCCTACACATCGGTTCACA
	CATAGCAAACACATCGACGACT
	349

	EGM100
	ES591126 
	E. globulus
	(GA)15
	CBL-interacting protein kinase 23 (CIPK23)
	TCGAGCTTGAATTGTGATTCTC
	TGTGCCTCAAAACCTTCTCTTT
	247

	EGM101
	ES591200 
	E. globulus
	(GA)22
	PHD finger family protein 
	TCTCTGTGAAATTCCTCCGTTC
	CTAAACACCTCCTCCACAGTCC
	335

	EGM102
	ES591399 
	E. globulus
	(CT)17
	Apospory/apomixis associated-like protein
	ACCCTGAATCTCCCCACATATT
	GATGTTACATGGCCACCATAAA
	277

	EGM103
	ES591631 
	E. globulus
	(CGC)13
	Threonine synthase, methionine over-accumulator (MTO2)
	CTCCACCTCTCTCTTCAAAACC
	GAGGTGGGAGACTGGTAAATCA
	201

	EGM104
	ES592014 
	E. globulus
	(TC)19
	Obtusifoliol 14-alpha demethylase (Cyp51 gene)
	GGGAAGTGGACTTGACAGTTTC
	TGAAGAGTTTGTTGTCCGTGTC
	210

	EGM105
	ES592147 
	E. globulus
	(TTCGT)5
	Acyl-CoA synthetase, AMP-dependant synthetase and ligase family protein
	TTAGACAGTTTGGTCCGGAATC
	CATGATCACAAACTCGACGATG
	350

	EGM106
	ES592316 
	E. globulus
	(AG)17
	Hsp70 interacting protein/thioredoxin chimera
	GGGATCCTAGCCAGACACAGT
	GCCACAATGTCAGATTCGTCTA
	330

	EGM107
	ES592603 
	E. globulus
	(AG)22
	Forever young (FEY) oxidoreductase 
	ATTTCAATCGAGGGATCTTGG
	CTCTTCTGCTTCCTCTCTCTCG
	195

	EGM108
	ES592994 
	E. globulus
	(TC)23
	DNA/RNA binding protein, salt tolerance protein 6 (sato6 gene), ACBF
	TCTCCTTCCCACCACTTTTCTA
	TGCTGGTATTGATACTGCTGCT
	171

	EGM109
	ES593150 
	E. globulus
	(GA)41
	Squalene synthase
	GAGTTCAGCAAGCGAGAGAGA
	GGTATGCTTGTGTCATCCTCAA
	349

	EGM110
	ES593268 
	E. globulus
	(TGG)8
	SR1 splicing factor 2, RNA binding (SR1), SF2/ASF-like splicing modulator 
	GTCGTGATGGCTATGATTTTGA
	GATTCCACTTTGGAGATTCCTG
	330

	EGM111
	ES593637 
	E. globulus
	(CGG)9
	(P)APS reductase-like protein, adenosine 5' phosphosulfate reductase
	TTGAGATTTTAGCGAAGGAAGG
	GAAGGGACAATCAAGTCGTTTC
	286

	EGM112
	ES593902 
	E. globulus
	(CCTT)6
	UDP-glucose epimerase (UGE)
	AAATTCGACCCTTCTGGCTCT
	GTATCGGGACTGCAAAGAGAGA
	272

	EGM113
	ES594141 
	E. globulus
	(GA)22
	PHD finger family protein
	CTTCTCCGAGAGAGAAAAGCTC
	CTAAACACCTCCTCCACAGTCC
	173

	EGM114
	ES594215 
	E. globulus
	(CCG)8
	Plastidic phosphate translocator-like protein1 (PTL1)
	AATCCTCCACTCCCTCCTTATC
	GTTGTACACGATGACGGTGAAG
	229

	EGM115
	ES594868 
	E. globulus
	(GGC)8
	Sulfite reductase
	GAGGTTGTTGATCGGTCATGG
	ACCTTGCTACGTTTAGGCTCAG
	268

	EGM116
	ES595002 
	E. globulus
	(GCG)8
	Palmitoyl transferase, Tip Growth Defective (TIP1)
	GGATCAATCTTTCAGGCAGTG
	CCATTCTCGATGATGTACTGGA
	309

	EGM117
	ES595038 
	E. globulus
	(CTT)12
	Aquaporin (PIP3)
	GGGCCTTGTAGAACAGGTTTC
	CAAAAGCAACAACAACAAGCTC
	186

	EGM118
	ES595306 
	E. globulus
	(TC)22
	Sterol 4-alpha-methyl-oxidase 1 (SMO2-1)
	CCCTTACCTCACCTCAGTCCT
	ACCAGATACAGCCAACCAGATT
	162

	EGM119
	ES595575 
	E. globulus
	(CT)22
	Sulphate transmembrane transporter
	CAACCCAACCTCACTCCGATA
	CACTCGTAGTCCATGTTTTCCA
	230

	EGM120
	ES596049 
	E. globulus
	(AG)14
	Senescence-inducible chloroplast stay-green protein
	CTCTTGCTTTGCTTCCGATAGT
	CTTCTTCTTGGTGGATCTCCTG
	300

	EGM121
	ES596109 
	E. globulus
	(CT)17
	Phosphomannomutase (ATPMM) 
	GCTTCACTTCCTGCACAAATCT
	ACTGTGACAACCTTTCGGAGTT
	328

	EGM122
	ES596156 
	E. globulus
	(CT)20
	S-adenosyl-l-methionine decarboxylase proenzyme 
	CGCAACAAACTCTCTCGTTTCT
	TCCCACCTTTTGACTCCATTAG
	244

	EGM123
	ES596437 
	E. globulus
	(CGC)10
	C-4 sterol methyl oxidase
	TCCTCCTCCTCTCTCTCTCCAC
	TTGTGGCCGTAGAGGAAGTAAT
	219

	EGM124
	ES596477 
	E. globulus
	(CT)17
	S-adenosyl-l-methionine decarboxylase proenzyme 
	CCGCATAAACTCTCTCGTTTCT
	AGGGGAGCTTCGTAGAATAAGG
	284

	EGM125
	ES596575 
	E. globulus
	(CTC)20
	Chloroplast phosphoglycerate kinase
	CAGGTCAAGGGAAGGTAAAATG
	ATGCAGTCATCTGCTTTTACGA
	300

	EGM126
	ES596663 
	E. globulus
	(TC)15
	Beta-ketoacyl-ACP reductase
	TCACTATTAACGAACGCTACCC
	CAACTTGAGCTCTGACAACAGG
	348

	EGM127
	CB968028 
	E. grandis
	(TCGG)6
	Vitamin C Defective 2 (VTC2)
	GCTTCAAATCCTAGGCAAATCC
	TCTAGCAGTAGAGGAGGGAGGA
	336

	EGM128
	ES588434 
	E. globulus
	(CGC)10
	Hydroxy-methyl-glutaryl-CoA synthase (MVA1)
	CCTTCCCTTCTCGCTCTCTAT
	ATGTACTTCCATTGCCTCCTGT
	204

	EGM129
	ES588524 
	E. globulus
	(GA)17
	Nodulin MtN21 family protein
	TCTCAGGAAAAGGAGATTGGAG
	AATGGAAGCACATCCCTGTAAC
	156

	EGM130
	ES590232 
	E. globulus
	(GA)26
	Cyclin-dependant kinase (CDC2)
	TACCTTGCTCAGGCTAGTGAGA
	CTCACGTATGGCAGTTATTGGA
	285

	EGM131
	ES592699 
	E. globulus
	(CT)13
	Serine/threonine protein kinase
	CTTCAGATTCGTTGCTTTCCTT
	CCAAGTCCTAAATCCTCGATTG
	209

	EGM132
	ES593423 
	E. globulus
	(TC)15
	26S proteasome regulatory subunit 8
	TAGAAAAGTTTCGGTCCGGATT
	GCATTCTTACTCGGGAATTGAG
	347

	EGM133
	Contig 53
	E. gunnii + 

E. grandis
	(AG)15
	Eukaryotic translation initiation factor 5A  (eIF-5A)
	AGAGCTTCTTCTTGCTTTGCAG
	GAAGATATCAATCCCCACGAAG
	292

	EGM134
	Conitg 83
	E. globulus + E. grandis
	(TC)13
	Senescence-associated protein DH
	TCACATTTCTCAAGCCAGAAGA
	GCAGAGGAAGGCTATGAAGTTG
	187

	EGM135
	Contig 103
	E. globulus
	(AG)19
	Zinc finger protein indeterminate growth 1 (ID1)
	GAGTTTGGAAGGTAGAGCGAGA
	GGTTTCCTGGTAGGCTTCTTTT
	349

	EGM136
	Contig 110
	E. globulus
	(TGG)8
	SR1 splicing factor 2, RNA binding (SR1), SF2/ASF-like splicing modulator 
	GAAGATACCACCTAGGCCTCCT
	CACTCCATCGTAACTCACAAGC
	270

	EGM137
	Contig 111
	E. gunnii
	(AG)46
	Ubiquitin-conjugating enzyme (ubc gene) 
	GCTGCCGTAAAAGAAGAAGAAA
	GGTATTATGCAATGCCAGATCA
	280

	EGM138
	Contig 15
	E. globulus
	(CTTTC)5
	Galactinol synthase 
	TAGACAGTTTCGGTCCGGATT
	CATTCTCACCACTCACTGCTTC
	199

	EGM139
	Contig 17
	E. gunnii
	(AG)29
	Auxin-repressed protein, dormancy-associated protein
	GAGCTCTGATCCTACTTCTAGTTCC
	GTACTTGCTGCTCTCCCCTTC
	221

	EGM140
	Contig 24
	E. grandis + E. gunnii
	(GGC)9
	Eukaryotic translation initiation factor 5A  (eIF-5A) 
	GTTGTGGGATGATGGAACAATA
	CTTCTCCCATAGCGGACATAAC
	341

	EGM141
	Contig 27
	E. gunnii + 

E. tereticornis
	(CCT)14
	Cysteine protease inhibitor, cystatin 
	CCATGAGATTCAACCACATCAT
	TCTTCGCTTCGTAGAGCTTCTT
	343

	EGM142
	Contig 29
	E. globulus + E. tereticornis
	(TCCT)7
	EBP1, cell cycle-related nuclear binding protein (cam1)
	GATGAAACCCTAATCCCCTCTC
	TGTACATGTTCCCTGTTTGCTC
	322

	EGM143
	Contig 37
	E. gunnii
	(TCT)11
	BTF3-like transcription factor
	AGCGAACGGGCTATAATTCTG
	TTTGTCATCCGTGGTAGTTGTC
	265

	EGM144
	Contig 38
	E. globulus
	(AG)22
	Omega-3 fatty acid desaturase
	CGTATAATTCAGCATCGGATCA
	GGGAGAGGTAGACAGCGTTAAA
	208

	EGM145
	Contig 45
	E. grandis + E. gunnii
	(CT)21
	GTP-binding protein (RAB8)
	CATTTCTGACACTCGGAGACCT
	AATCAAGAGGAGCTTGATGAGG
	183

	EGM146
	Contig 46
	E. gunnii
	(CT)18
	Actin depolymerizing factor (ADF)
	TCCCGTTGATAATTTCTCGTCT
	ATCACATAGCGGTGAACCTTCT
	238

	EGM147
	Contig 47
	E. globulus
	(AG)15
	Cysteine protease 
	GATCTCCGACCCACATTTCTT
	CTCGTACCTCTTCCCATACCTG
	278

	EGM148
	Contig 5
	E. gunnii
	(AG)27
	1-aminocyclopropane-1-carboxylate oxidase, ACC oxidase (ACO)
	GGGACACAAGAGTCATCACACA
	CATGGTTCACCAACTCAAAGAA
	195

	EGM149
	Contig 52
	E. globulus + E. grandis
	(CT)12
	S-adenosylmethionine decarboxylase (SAMDC)
	CGCAACAAACTCTCTCGTTTCT
	AGGGGAGCTTCGTAGAATAAGG
	286

	EGM150
	Contig 57
	E. globulus + E. gunnii
	(GAA)14
	Membrane-anchored endo-1,4-beta-glucanase (CEL) 
	GCAGAACGAGAGAGAGAGGAAC
	GAATCGGATATCAATCGGAGAC
	323

	EGM151
	Contig 59
	E. globulus + E. gunnii
	(CT)16
	Plastidic aldolase, fructose-bisphosphate aldolase
	TACGTGTACTAAGGCGATGCAC
	AGCAACTAAAGAGTGCCAGACC
	257

	EGM152
	Contig 60
	E. globulus
	(TCA)8
	FtsH protease, ATPase 
	ATATCTTCCCAATCGAAGTCCA
	GAGGGAGAAGGAGATGAGGAAT
	159

	EGM153
	Contig 65
	E. globulus
	(GA)17
	Adenine nucleotide translocator protein
	GTCTTCTCTCCCTCCCACCAT
	ATGACAGTTGGGTGTTGACCTT
	159

	EGM154
	Contig 67
	E. gunnii + 

E. tereticornis
	(CTT)15
	Copper chaperone homolog (CCH)
	TGGTCACTAAGGAAACTGAGCA
	GTCACCTTCTGCTCCTTCAGAT
	332

	EGM155
	Contig 71
	E. globulus + E. gunnii
	(AG)18
	Small Ubiquitin-Like Modifier 1 (SUM1) 
	TAGACTTTCCCGAATCGCTTAC
	GGTGCTTCGTTTGATCCTAAAA
	295

	EGM156
	Contig 73
	E. globulus
	(GA)15
	Putative cathepsin B-like cysteine protease
	TGTTGCCTGTCGTCATCTTATC
	TTGAGCTGGGAAAGTGATTTCT
	267

	EGM157
	Contig 75
	E. globulus
	(CT)13
	Serine/threonine protein kinase 
	TCGTGAAACACACACAGAATTG
	CTCTCCTCTCCTCTCCTCCTTC
	299

	EGM158
	Contig 75
	E. globulus
	(GAGGA)5
	Serine/threonine protein kinase 
	TTAGGAATCTTGGGATCGTTTC
	CAGCTCTTTGACCAGATACACG
	268

	EGM159
	Contig 86
	E. gunnii
	(AG)19
	Aquaporin (PIP2;3) 
	TCATTCAGGAGCAACCCTTAGT
	TTTGGCAACTCAACAGAAGAGA
	230

	
	CU396219  
	E. gunnii
	(AG)13
	SKP1-like protein 1
	no suitable primers detected
	
	

	
	ES596846 
	E. globulus
	(CT)19
	Putative alpha-expansin (EXP gene)
	no suitable primers detected
	
	

	
	Contig 13
	E. globulus
	(CTT)12
	Aquaporin (PIP3)
	no suitable primers detected
	
	

	
	CD668372  
	E. tereticonis
	(TCCG)11
	Ubiquitin fusion degradation family protein (UFD1)
	no suitable primers detected
	
	

	
	CT981114 
	E. gunnii
	(GA)18
	Salt tolerance protein (SRTG152), late embryogenesis abundant family protein 
	no suitable primers detected
	
	

	
	CU395605  
	E. gunnii
	(TC)13
	Eukaryotic translation initiation factor (SUI1)
	no suitable primers detected
	
	

	
	CU404775  
	E. gunnii
	(TC)25
	Ubiquinol-cytochrome C reductase
	no suitable primers detected
	
	

	
	ES588739 
	E. globulus
	(CT)12
	S-adenosylmethionine decarboxylase (SAMDC)
	no suitable primers detected
	
	

	
	ES590932 
	E. globulus
	(TC)19
	ADP-glucose pyrophosphorylase 
	no suitable primers detected
	
	

	
	ES591191 
	E. globulus
	(TC)14
	Zeta-carotene desaturase (ZDC)
	no suitable primers detected
	
	

	
	ES591854 
	E. globulus
	(AG)25
	Amino acid transporter (AAP)
	no suitable primers detected
	
	

	
	ES594313 
	E. globulus
	(TC)13
	Dicarboxylate/tricarboxylate carrier (DTC) 
	no suitable primers detected
	
	

	
	ES595241 
	E. globulus
	(CTC)20
	Chloroplast phosphoglycerate kinase
	no suitable primers detected
	
	

	
	ES595903 
	E. globulus
	(AG)14
	Nitrate reductase (nar7 gene)
	no suitable primers detected
	
	

	
	ES596185 
	E. globulus
	(GA)15
	Polypyrimidine tract-binding protein
	no suitable primers detected
	
	

	
	ES596438 
	E. globulus
	(AG)30
	ACC oxidase 
	no suitable primers detected
	
	

	
	ES594305 
	E. globulus
	(GCG)11
	Beta galactosidase (BGAL)
	no suitable primers detected
	
	

	
	Contig 114
	E. globulus
	(GCC)19
	ATP sulfurylase
	no suitable primers detected
	
	

	
	Contig 121
	E. gunnii
	(TC)16
	Xyloglucan endotransglycosylase 1
	no suitable primers detected
	
	

	
	Contig 21
	E. globulus
	(CT)21
	Aspartate aminotransferase
	no suitable primers detected
	
	

	
	Contig 56
	E. gunnii
	(AGC)8
	Oligouridylate binding protein-like protein (UBP1 gene)
	no suitable primers detected
	
	


Note: EST accession number or contig = source EST accession number (GenBank) or contig (see Appendices S1, S2); Source species = species from which original EST(s) were derived; Repeat motif = repeat motif within the EST targeted by each primer pair; Annotation = gene annotation according to the top or most common BLASTN hit; Size (bp) = expected product size in base pairs.

a An additional 21 EST-SSR motifs are included at the end of the table for which Primer3 could not detect suitable primers according to our criteria.
† Indicates loci prioritized for optimization in E. gomphocephala.

ß Indicates loci that reliably amplified a product of expected size in E. gomphocephala.

* Indicates loci that were reliably scorable and polymorphic in E. gomphocephala.

