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On-line Suppl. Material. DNA sequence similarity of repeat regions across the genome sequence of E. grandis in Phytozome, the SSR 
source sequence from NCBI and the allele sequences of all the loci analyzed.

Name of the SSR Loci: ECc1
GQ302860.1 ----CTGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTGTC-------- (TC)18
Eucgr.A01897 ----CTGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCAA-------- (TC)18
ET86A -----TGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTA------------ (TC)16
Et86B TGAAGTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCGG (TC)25
Eg9A -----TGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCACAG---------- (TC)17
Eg9B ------GAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTT------ (TC)19
EtEgH1A -GAAGTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCGG (TC)25
EtEgH1B -----TGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTTTCGCAG (TC)19
EtEgH2A -----TGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTAT----------- (TC)16
EtEgH2B -----TGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCACA----------- (TC)17
Et217 -----TGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCT----- (TC)19
Ec17 -----TGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTGTCT----- (TC)19
EtEcH1 ----CTGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTGTCT----- (TC)19
EtEcH2 -----TGAAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTGTC------ (TC)19

Name of the SSR Loci: ECc2
GQ302861.1  ATGGGAGAGAGAGAGAGAGAGAGATATAGAGAGAGAGAGAGGAGGCCAGGGAGGGGAGGGA (GA)10TATA(GA)6
Eucgr.E01093 ACCAGAGAGGAGGTCGGAGAGAGAGAGAGAGAGAGAGAGA------GAGAGAG-AGAGATA (GA)18
Et86  ACCAGAGAGGAGGTCGGAGAGAGAGAGAGAGAGAGAGAGA------GAGAGAG-AGAGATA (GA)18
Eg9  CCCTCAGAGGGAGGAGGACGGAGAGAGAGAGAGAGAGAGA------GAGAGAG-AGAGATA (GA)16
H1  CCAGAGGAGGAGGTCGGAGAGAGAGAGAGAGAGAGAGAGA------GAGAGAG-AGACATA (GA)17
H2  CCAGAGGAGGAGGTCGGAGAGAGAGAGAGAGAGAGAGAGA------GAGAGAG-AGACATA (GA)17
ET217  GAGGAGGTCGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA------GAGAGACACAGAGTC (GA)18
EC17  TGTCCAGAGAGAGGAGGAGAGAGAGAGA--GAGAGAGAGA------GAGA-GAGAGGGGTA (GA)15
EtEcH1  ATGACCAGAGGAGGAGGAGAGAGAGAGAGAGAGAGAGAGA------GAGAGAGAGAGAGAA (GA)19
EtEcH2  TGTCC-AGAGGAGGAGGAGAGAGAGAGAGAGAGAGAGAGA------GAGAGAGAGAGGGTA (GA)17

Name of the SSR Loci: Eg61
EU699745.1 -GAAGATGAAGAAGAAGAAGAAGAAGAAGAAGAAGATGATGATGATGATGATGAAGATGATGAATA------ (GAA)9(GAT)9
Eucgr.G02313 ----TGCAAAGAAGAAGAAGAAGAAGAAGATGATGATGATGATGATGATGATGGTGAT-------------- (GAA)6(GAT)8
Et86 TTTCCTGGCCGTCGTTTAACAAAAAGAAAAAAAAGATGATGATGATGATGATGAATAAAGA----------- (GAT)6
Eg9 CAGGCCGTCATTTTAAAAAGACGACGATTATCAAGATGATGATGATGATGATGATTATAAAA---------- (GAT)7
EtEgH1 -TGGCCGTCATTTTAAAAAGCAGAAATATAACAATAATAT--TATTATTAATTAAATAATGATGAAT----- (TAT)3
EtEgH2 -----TGGCCATCATTTTACAAAAAAAAAAAAAAAAGAAGAATAATAATAATAAATAAATAACAGGA----- (AAT)4
Et217 ------CAAAGAAGATGAAGAAGAAGAAGAAGAAGATGATGATGATGATGATGATGATGAAGAAAA------ (GAA)6(GAT)8
Ec17 ------------CAAAGAAGAAGAAAAAGAAGAAGATGATGATGATGATGAAGATGAAAATGAGAATCGA-- (GAT)5
EtEcH1 ---------GGCCAAAAAAAAAAAAAAAAAAAAAGATGATGATGATGATAAGAAAATAATGATGAATCATTA (GAT)5
EtEcH2 ---------TCCCAAGAAAAAAAAAAAAAAAAAAGATGATGATGATGATAAGAAA----------------- (GAT)5

Name of the SSR Loci: Embra100
BV682837.2 ATTTAGTTGTTAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AGAGAGAGAGAGAGAG—TTT (GA)19
Eucgr.A02047 ATTTAGTTGTTAGAGAGAGAGAGAGAGAGAGA--------------GAGAGAGAGAGAGAGAG—TTTA (GA)26
Et86 ATTTGAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AGAGAGAGAGAGAGATTTTT (GA)25
Eg9 ATTTGAGAGAGAG------AGAGAGAGAGAGAGAGAGAGAGAGA------------GAGAGATATTTT (GA)20
EtEgH1 ATTTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA--------GAGAGAGTGTTTTTTT (GA)23
EtEgH2 ATTTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA------------------GAGAGAGTGTTGATTT (GA)18
Et217 ATTTGAGAGAGAGAGAGAGAGAGAGA----------GAGAGAGA--------GAGAGATTGTTGATTT (GA)18
Ec17 ATTTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATTTTTT (GA)29
EtEcH1 ATTTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA------------------GAGAGAGAGATTTTTT (GA)20
EtEcH2 ATTTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA----GAGA--------GAGAGAGAGTTTTTTT (GA)22

Name of the SSR Loci: EMBRA1468
GF101903.1 GAGTTATTCATCTCTCTCTCTCTC--------------------------------TCTCTCTCTCGTCATCA (TC)12
Eucgr.H00849 GAGTTATTCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTCATCA (TC)23
Et86 -AGTTCTTCAACGGACTACTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC--TCTCTCTCTCTCTACTTATAG (TC)20
Eg9 -GTTTCTTCAACGGACTACTGCTCTCTCTCTCTCTCTCTCTCTCTCTCT----CTCTCTCTCTCTCTCTATAG (TC)21
EtEgH1 -GTTTCTTCAACGGACTACTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC--TCTCTCTCTCTCTCTCTATAG (TC)22
EtEgH2 -GTTTCTTCAACGGACTACGGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC--TCTC----TCTCTGAGTTACG (TC)18
Et217 -GGTTTTAACCGGCCTCCGGCCTCTCTCTCTCTCTCTCTTTCTTTGTCTT--TTTTTTTTTTTTCTCTAAGAG (TC)18
Ec17 --GTTCTTCAACGGACTACGGCTCTCTC------TCTCTCTCTCTCTCTC--TCTCTA---------TTTATG (TC)13
EtEcH1 -GGTTTTAACCGGCCTCCGGCCTCTCTCTCTCTCTCTCTTTCTTTGTCTT--TTTTTTTTTTTTCTCTAAGAG (TC)18
EtEcH2 --GTTCTTCAACGGACTACGGCTCTCTC------TCTCTCTCTCTCTCTC--TCTCTA---------TTTATG (TC)13

Name of the SSR Loci: Embra2002
GF101907.1 CTCCCTCCACCACCACCACCACCACCACCACCCCTCGTCTCACCGGCCACCACCACCACCACCACCACCACGCGT- (CCA)8(CCA)8
Eucgr.A01420 ----TCCCTCCACCACCACCACCACCACCACCCCTCGTCTCACCGGCCACCACCACCACCACCACCACCACGCGT- (CCA)7(CCA)8
ET86 ---------------CCCGCCCCCACACCACCACCACGGCCACTCCCCACCCACCACCAC-CTCCCTCG------- (CCA)3
EG9 CTC---------CCACCACCACCACCACCACCGGCACCGGCACTTCTCACCCCCACCACCACCACCACCACCATTT (CCA)6(CCA)7
EtEgH1 ---------------CTCC-CCAACACACCACCGCCACGGCACTCCCCACCACCACCAC--CTCCATCAAGCAGGT (CCA)4
EtEgH2 ----------------CCG-CCCACACACCACCACCACGGCACTCCCCACTCACCCACCACCTCCCCCAACGAGGG (CCA)3
ET217 ----------------CTG-CCCCACCCACCACCGCACCGCACTCCCCACCACCACCAC--CTCCATCAAGAGGGC (CCA)4
EC17 ---------------TACGGCACAACACCACGCACCGCACTCCCCACTACCACCACCACCACCACCACCACCACCA (CCA)9
EtEcH1 -----------------CC-CCCACCACACCACCGCACGGCACTCCCCACCACCACCAC--CTCCCTCGAGAGGGC (CCA)4
EtEcH2 ------------------GCCCCAAACACACACCGCACCGCACTCCCCACCACCACCACCACCACCACCTCCCTCG (CCA)7




