Table S1 Information of the 71 pairs of SSR primers inR.micranthum

Primer No. Primer sequence (5'—3") Motif Expected size (bp) g;é)
RM-1 F:ACCTCACCCCTTCCTCAACT R:CGTCAAATGGGAAGAAAGGA (TTC)9 218 55
RM-2 F:GGATCCCCATCTTTTTCTTCA R:GATTCCTCCTCGAGCAACAG (TCA)9 193 54
RM-4 F:GAAGGTCCGCATTTTAGCAA R:CTCACCCAGGTTGTATTCCG (ATT)9 169 54
s FCATOAMCcCAATTACCOMAS pacs s
i EeAccAccAcaToncerne pocn 20 2
RM-8 F:GGGAACCCCTCTGTTGAAAT R:GAAACCCTAACCGGTCCTTC (AAG)9 248 55
RM-9 F:AGTTGGCCGTTCATAAGGTG R:TGGCAATTGCTATTGATGGA (ACA)9 141 53
i ESOATTSSONTET cm s 2
RM-15 F:TCAATCATCGTCTGCCCATA R:GGTATGTCAACAACGGCAAA (TGT)9 272 53
RM-16 F.GTGTTGGAATGGGTCACGTA R:CACCTCGGCCCTAACTATTG (GAA)9 175 55
RM-17 F:CTTGATCATTTGGCCCACTC R:GTGACCTTCCACCAAGCAAT (TTA)9 176 55
RM-18 F-TATTGCCCCTTTTGCTTTTG R:GAATTTGGGGATGAGGTGAA (CAG)9 129 53
RM-19 F:TACAATGCCGTCTTCTGCTG R:TTGTGAGAAGGAAAAACCCG (CCG)9 177 54
RM-20 F.:CCGTTCCTCGCTCGTTTTAT R:TTGGCAATGCTAGCCTTTTT (AAT)9 279 54
RM-22 F:-TTAAACCCTTATGCGGCAAC R:CACAACGGTGAAAACCAGTG (CCT)9 210 54
RM-23 F:CCCGGGACCAAGTTTTTATT R:CGTCAAAAAGCGGAGAGTTC (TTA)9 259 53
RM-24 F-TTCGCCTACCTTCCAATGTC R:.CTTCACAACCACCACCACAG (AAG)9 165 56
iz FACCMACOMATONTCAGEC Tas e s
ma ETSMSSCCATTIAMOMCOS pecn 2 e
mar  FSTTSSCTIICSACTIONSS mos e s
RM-28 F.CTTCTTTCTGGCTTGGCTTGR: TAAGCTGGAGGAGGAGGTCA (TAC)9 161 56
RM-31 F:GGTTCAGATTTTCGTTCCGA R:GCGATAACATGATGCCGAAT (TAA)9 271 53
s FSMAscsonscemn oo 2 e
. F:CGTGCACCAAAATTGGAGAT (TTC)9 189 &3

R:CAAACTTGTGGTAATGCATCC
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F:ACATGCATGCAAAACTCCCT R:TGCCTTCTCCAGAGCAGATT

F.CGTGATGGCTATTGAAGGCT R:ATCCGTTTGATGTATGGGGA

F:GCGGAGACGGTGTGTTTATT R:GCCTCCTTTTCCACCTTCTC

F:AGGCTGAAGAGACGAGGTCA R:CTGGGAGTTCTGCCCAATTT

F:GGAGAAAGCGAAGAACGAGA
R:CCCATCATCCTCCTCAATGT

F:CGAGAGATTGATAGAGGGCG
R:AGTGAGAGAGCGACGGAGAG

F:AACCAATTGGCAAAGAGTGG
R:AAAAATTTGGTCAAACGGAAA

F:GGGTTCCAAAGTTCGACAAA R:TTACATGACCTTCCCCCAAA

F-TGTTTGGAACATGGGAAAAA
R:CGCAAACTTATGGAATGCAA

F:-TCGAACAAAACATCCGTCAA
R:GCATTTGGAATTTGCGTTTT

F-TGGTGCTAGGAATGATTGGA
R:GAGCGAGTAATATCCAGCGG

F:GGCGCAACTTAAGAAAACCA
R:CGAACGATCATAACACCCCT

F-TCTCGTTAATGAAGGCTGGC R:TCCCATCATCAAGCCATACA

FAATGTGTCGCTGAGTGAGTGG
R:AGTGACCTTTCGGGGTCTTT

FTTTCCGTGTTTGGGTTTCTC R:TCAGGTGAATCGGATGACAA

F:GAAGATCGATCGAGGTCCAA
R:TAGTCACTGCCAAAACAGCG

F:ATATGCCTATCTCCACCCCC R:AAATTGTCTTCGTTGCTGCC

F-AGATGTAGGCGGGTGAATTG
R:ACAAGGCTACCCCTGTCTCA

F:GTGCTAGCATTGCCAACAGAR:CCTAACCCGGAAAGGAAAAA

F:CGGAACAAAAAGAAGTGGGA
R:AAGATGGCATTGTCCGTTTC

F:ACGAAGGCCCTACTTCCTGT R:GGGTGGTCATGTTCCATTTC

F:AGGAATCGGTCGGAAGAGTT R:ACGCCTTCATCTTCGTCATC

F:CACACTGGATTGTGGTGGAG R:GAGGACAAATTTACGCCCAA

F.:GGAGGAAAGAAGGGAGTTGG
R:GAGGCGAAAGATACCAGCAA

F:ACGAGCCCGACAATTGTAAC
R:CAGGAAGAAATGGAGGGTGA

F:CACACACATCGGTTCTTCGT
R:CACAGCAAGAGGGTTGGTTT
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F:GTTCCCATAGCCCCAATGAT R:CGCAGGATTCGAGTGTAGGT

F-TCTTCATAAACGCCACCACA R:AATGCACTCCCTCATTTTCG

F-TTGGTCGCTTATTTGGAAGG R:TGGTTTTTACGTTGCCCATT

F:GGTTGGCAAACTCCCTATCC
R:TTAGCGGGCAAGAAGAAAAA

F:CATAGGGCCCAATCCTTTTT R:GTGAAAGCTGTGGCCAAAAT

F:CCTTCCCTTTCTTCCCAAAG R:AAGTCATGAGGGTCTCGTGG

F-ATGGTTTCAAGGAGTGGACG
R:CGGAAAGAGAGAAGCACCAG

F:CGGCTAGGTGTAAATGGGAA
R:AAAGGGGGAATTTGACAAAAA

F:GGTGATGGTTGTTGCTGTTG R:TGAAGCAAATGCCAGCTATG

F:GGCAGAAAATACGCTTGCTC R:ACCGAGTTTTGTGGAGGTTG

F:CATCCCCCTTCTCTCTTTCC R AATTTGGTGGTGTGCTGACA

F:ACACGAGAGGGTGACAGCTC R:CCCCTTTTCAATCCTCCAAT

F:GCATGACAAAAAGGGAATCG
R:TTAGCTAGGCTGGTGGAGGA

FTGTGTGGCTCACATTTTCA
R:TGGTGGATATTTCACAAACATGA

F:ATCCTTTGAGGGGAAGGAGA R:CAGCCCAAATCCTACTCAGC

F:CAAGGGTTACCAAACACTGC R:AAGGGGATCCGTTTAATTCG

F:CCTCCCAATTGACTGACGAT R:TGACGTGATGTTGCATTTTG

F-TAAAAACAAAACCGCGCAAT
R:AACATCCCTAACGGTATGCG

F:CTCCATTTGCCTTTTTCTCG R:AAAGCACAGGAGGGTGAAGA

F:GCAAGAAAAGCCCTGAGAAA
R:TCTAGCATTGGGGATGAAGG

F:-TAGCCCAATCGTCTCCAATC R:ACTCTCCCTCAGTTGCCTCA
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