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Table S1 Sampling Information of Cinnamomum species in this study.
	Species
	PopID
	Sampling localities
	Sample size
	Coordinate

	C. camphora
	NJ
	NanJing，JiangSu
	15
	N32°04´41’’E118°48´32’’

	
	AQ
	AnQing, AnHui
	15
	N30°30´48’’E117°02´34’’

	
	RH
	RuiHong, JiangXi
	15
	N28°52´50’’E116°25´42’’

	C. micranthum
	Cmi
	NanChang，JiangXi
NanChang，JiangXi
NanChang，JiangXi
NanChang，JiangXi
NanChang，JiangXi
NanChang，JiangXi
	5
	N28°44´16’’E115°48´35’’

	C. porrectum
	Cpo
	
	5
	N28°44´16’’E115°48´35’’

	C. subavenium
	Csu
	
	5
	N28°44´16’’E115°48´35’’

	C. bodinieri
	Cbo
	
	5
	N28°44´16’’E115°48´35’’

	C. japonicum
	Cja
	
	5
	N28°44´16’’E115°48´35’’

	C. jensenianum
	Cje
	
	5
	N28°44´16’’E115°48´35’’


Table S2 Summary for the SSRs identified in the camphor transcriptome
	Repeats
	5
	6
	7
	8
	9
	10
	11-15
	≥16
	Total

	Mono- motif
	
	
	
	
	
	
	
	
	(45419)

	    A/T
	
	
	
	
	
	10932
	21215
	12883
	45030

	    C/G
	
	
	
	
	
	79
	169
	141
	389

	Din-motif
	
	
	
	
	
	
	
	
	(18476)

	    AC/GT
	
	610
	468
	287
	262
	221
	84
	
	1932

	    AG/CT
	
	2401
	1966
	2618
	3474
	1502
	200
	
	12161

	    AT/AT
	
	741
	649
	1081
	1259
	522
	72
	1
	4325

	    CG/CG
	
	38
	13
	5
	2
	
	
	
	58

	Tri-motif
	
	
	
	
	
	
	
	
	(9561)

	    AAC/GTT
	291
	178
	105
	4
	
	
	1
	
	579

	    AAG/CTT
	1785
	1204
	408
	9
	1
	
	
	
	3407

	    AAT/ATT
	642
	429
	247
	4
	
	
	
	1
	1323

	    ACC/GGT
	286
	103
	78
	7
	
	
	1
	
	475

	    ACG/CGT
	109
	26
	7
	4
	
	
	
	
	146

	    ACT/AGT
	55
	26
	13
	2
	
	
	
	
	96

	    AGC/CTG
	561
	234
	123
	3
	
	
	
	
	921

	    AGG/CCT
	470
	264
	152
	7
	
	
	
	
	893

	    ATC/ATG
	928
	452
	143
	2
	
	1
	
	
	1526

	    CCG/CGG
	131
	52
	6
	5
	
	
	1
	
	195

	Tetra-motif
	681
	58
	3
	
	
	1
	2
	1
	746

	Penta-motif
	43
	5
	1
	
	
	3
	
	
	52

	Hexa-motif
	20
	10
	
	
	1
	3
	1
	
	35

	Total number of unigenes examined
	156,184

	Total size of examined sequences (bp)
	155,645,929

	Total number of identified SSRs
	74,289

	Number of SSR containing unigenes
	56,124

	Number of unigenes containing more than 1 SSR
	14,225

	Number of SSRs present in compound formation
	4,037


Table S3 Genetic diversity information of the three camphora natural populations
	Pop ID
	
	SS 
	PPL
	Ho
	He
	H
	
	I
	

	NJ
	
	15
	95.24
	0.3470
	0.4184
	0.4037
	
	0.6851
	

	AQ
	
	15
	95.24
	0.3222
	0.4315
	0.4155
	
	0.6982
	

	RH
	
	15
	90.48
	0.3654
	0.4264
	0.4177
	
	0.6678
	

	Mean
	
	15
	93.65
	0.3449
	0.4254
	0.4123
	
	0.6837
	


SS: Sample size; PPL: Percentage of polymorphic loci; Ho: Observed heterozygosity; He: Expected heterozygosity; H: Nei’s expected heterozygosity; I: Shannon’s information index.

Table S4 Information and primer sequences of one hundred SSR loci ( indicating successful amplification)
	Locus

ID
	Repeat 

motif
	Size

 (bp)
	Forward primer
(5'to3')
	Reverse primer
(5'to3')
	PCR

(74)

	CcSSR1
	(GCTCCT)5
	134
	CGCCCCGAGCGATCTTGATT
	CCGCCACCGACTTCTGATCC
	

	CcSSR2
	(AGGTGA)6
	238
	ACCCCATCCTCCCCAAGACC
	TCGCGCCCCTTGACAAACTT
	

	CcSSR3
	(TCTCTT)5
	221
	AGCGGAGATCCAACGGTCCT     
	AGCCGCAAATGCAGAGTCCT      
	

	CcSSR4
	(ACCCT)5
	469
	TACTGGCGCGCGAAGGAAAT     
	ACTCGAAAGCCTCCACGCTG      
	

	CcSSR5
	(AATCA)5
	208
	TCCCAGCTCTTCAATCGCTCT     
	TCCACTTGCCATATCATCCGGT    
	

	CcSSR6
	(ATGT)6
	195
	GGGCCAACATGCTACCTCGT      
	TGGGCTTGTTGCTTGGACCT      
	

	CcSSR7
	(GATC)5
	214
	GACTGTCGCTGCCCTCTTCC
	CATCTGCTTTCACACGCGCC
	

	CcSSR8
	(CAAA)5
	256
	CGCATGACCAGATGCAACCC
	GATGGCTGCGCCCATTAAGC
	

	CcSSR9
	(AAAG)5
	239
	AGCCAGATTCAGGGCCTGGT
	GCCGTTCTACGCCGGGAAAT
	

	CcSSR10
	(AAAT)5
	237
	ACCTCACCAGCATATTGATGGACT
	AAGCAGCTTGCATTTGGGCA
	

	CcSSR11
	(AGAT)5
	219
	TGAGGGTTCTTACTGCAATAGCG
	ACAGAAGCCGGATGACGCAG
	

	CcSSR12
	(GCA)5
	159
	GCTCTCGTGACAATGGCGGA
	TGGTGGGATGGAAATGGCCG
	

	CcSSR13
	(GCT)5
	107
	CGCTGCTGCACTTGAAGCTC
	CACCAGCAGTCTGTCAGCCC
	

	CcSSR14
	(ATT)5
	179
	GGGTGGGTAGGACGTTGAGC
	CTCATGTGTCCATGCATGAGTTGT
	

	CcSSR15
	(TTC)5
	100
	AGTTAATAGCACGGAAAGTCAACATGA
	TAAATACTGAGGCTACTGATGGCACC
	

	CcSSR16
	(TCT)5
	162
	GTCGGGCAAGTGGGCAGAT
	CCAGGAACGCCGAGCAAAGA
	

	CcSSR17
	(AGC)6
	111
	CAGCACCAGCAGTGGCAGTA
	CGGGCTATGCTGCTTACGGT
	

	CcSSR18
	(TTG)6
	237
	GCGGAGATCGAGGAAGGTGG
	CACAGACACAGCCACAGCCA
	

	CcSSR19
	(GCAG)5
	211
	TCAATTGAGCGGGCCCTGTG
	ATGGACGGCTGATGCAGTGG
	

	CcSSR20
	(TTGT)5
	100
	TTTCTTCCTCACCACCATTTGAGGG
	ACCTTTCATCACCTGCGCTT
	

	CcSSR21
	(GAAA)5
	235
	GCACACTGATGCGCAGATGG
	TGTGCGGTCCACTTTGTGAA
	

	CcSSR22
	(CCCTAG)5
	352
	CCCTCCACACGACCCAAACC
	TGTTGACCTGCATGTCGCGT
	

	CcSSR23
	(CGGCTG)6
	193
	CACCCGCTGAGCATCGTCTC
	CCACAACAACCGCAACAGCC
	

	CcSSR24
	(TCTCTT)5
	160
	TGAGCGGCAGGCTTCCATAG      
	AGCCGCAAATGCAGAGTCCT      
	

	CcSSR25
	(AAACAA)5
	382
	CAGGTTGCTGCCACCAGTTT      
	TGGGACCATGGTGTTTGCCT      
	

	CcSSR26
	(GATTT)5
	262
	ATGCCACCTTGCGATCCTCG      
	GACCCGCTCCCGATCTTTCG      
	

	CcSSR27
	(AATCG)5
	350
	TACCACCGCCATGGAATCGC      
	CAGACCTCGTTCGCTCCGAC      
	

	CcSSR28
	(TCACC)5
	318
	CGCGTGCATAGGCACTCTCA      
	ATCGCCATCGCCAGTTCGAG      
	

	CcSSR29
	(AATCA)5
	560
	TCCACCAGAGGACCTGCACA      
	CGTCTCCCGATCTCGCAACC      
	

	CcSSR30
	(ACCCT)5
	470
	ATACTGGCGCGCGAAGGAAA      
	ACTCGAAAGCCTCCACGCTG      
	

	CcSSR31
	(GATGA)5
	178
	ATCCCAGACGACGATGGCCT     
	CCTCACTTCACCCACTGCCA     
	

	CcSSR32
	(TCACC)5
	125
	CCTCAGCCTCCTCACCCTGT      
	ATCGCCATCGCCAGTTCGAG      
	

	CcSSR33
	(GAAA)5
	190
	ACACACCATGGGACCCACCT
	TGAGCACGGGCCATATCAGC
	

	CcSSR34
	(AATCA)5
	216
	ACCGCTATTCCCAGCTCTTCA
	TCCACTTGCCATATCATCCGGT
	

	CcSSR35
	(AACA)5
	145
	CCCTCATGTGAGTATGCATGGG
	TGGGAGGACTTGTTCCAGCA
	

	CcSSR36
	(AAAG)5
	262
	GGATCGGTAATTCCACCCCC
	TGCACGTACATCTTCGCCAT
	

	CcSSR37
	(ATTT)5
	232
	TCCATGATGGATAGGGCCCA
	TGGGCTACACACCAATCCAC
	

	CcSSR38
	(AGAA)5
	177
	GTGGGTCCTTATACGTTCCCA
	CCCTCTAGGCTCCAGTGGAT
	

	CcSSR39
	(AAAT)5
	145
	TGAGCTCTTGAATGGCTGTGTTCA
	TGCTAGGACCATTGATGCGGT
	

	CcSSR40
	(ATTT)5
	211
	GCCCCAGTGAAATCCCTTGA
	TAGGACCACGGCACATGAAC
	

	CcSSR41
	(GGAG)5
	210
	GAGTCGACGCTTCCGGTCAG
	CCGCCAGGTCGGAGAAATCC
	

	CcSSR42
	(TTAT)5
	222
	ACTACGTCTGCCACTGGCCT
	ACGTTGAGCCCTAACATTCACCA
	

	CcSSR43
	(ACAT)5
	142
	TGCTTGAACGCAGTGCAGTCT
	AGGAGGTCAATGGATGCCCA
	

	CcSSR44
	(GCTG)6
	160
	GCAGCCGGGAATGCAAGAGT
	TGTGGGACCCAGCCCTTGAT
	

	CcSSR45
	(TTTA)5
	230
	GCTTGAGCCTAGGAGAGCCC
	TGGTTGCTAAGCTCCTCTCAGT
	

	CcSSR46
	(ATAC)5
	205
	ATCACTTGCTGAAGGTCGGG
	CTCTGCAGAGGCGATTACCA
	

	CcSSR47
	(ATAC)5
	241
	TCACTTGCTGAAGGTCGGGT
	TCTCATCCTGTGTTCATGTTGACG
	

	CcSSR48
	(CTTT)5
	172
	TCCTGGTACGCTCCTCCATCT
	TGTCAGTCGATGCGTACTGCT
	

	CcSSR49
	(GATC)5
	114
	CAAGAGCTCCCTCCCTCTCT
	CGCGCCCAAAAACCAATGTA
	

	CcSSR50
	(ATTT)5
	108
	ACCTGCTCGACGAATTGCCC
	CCCAGGAATCGTCCGTGCTC
	

	CcSSR51
	(AAAT)5
	150
	ACCCTAGTTGGATAAAGGACAAGGTT
	AAGCAGCTTGCATTTGGGCA
	

	CcSSR52
	(GATG)5
	242
	AGGGAAAGGGTGGCAATGGG
	CGGGTTGCGCCAGATTGGTA
	

	CcSSR53
	(AAAG)5
	256
	TTCCGTTCCGCTTTCGTCCG
	CGTGCGAGGACGAGTAGAGC
	

	CcSSR54
	(AGAA)5
	100
	ACGGGTGTACGTACGTGAGTG
	AGAACATTCCCTCTAGGCTCCAGT
	

	CcSSR55
	(AGAT)5
	210
	GCTGCTGCTGCCACAAACTC
	AACGGGAGAGACGACAGCGA
	

	CcSSR56
	(TTG)7
	237
	CTGAATCTGGGACAATGG
	AAAGTATAAGCATTCGCA
	

	CcSSR57
	(TTTA)5
	185
	TGTGAGGCCATAGTTAGTGCTGGA
	ATGTGGGCTGTGGGAACTGT
	

	CcSSR58
	(AATA)5
	145
	TCTGACTGCACCAAGTTCCAGC
	AGAGCCGTTCTCAAGTGAGCTT
	

	CcSSR59
	(ATTT)5
	123
	AGGGCCACTTCTTCTCCAGT
	TGCCGATTGGTGCATGCAAAT
	

	CcSSR60
	(ATTT)5
	196
	TCCAACACCCATTGTGCAAGA
	TCATGGGACCTTCTCCAACTTGT
	

	CcSSR61
	(CAAA)5
	206
	GGTTGCTTGGCACAAAGCCG
	TCGCATCTCGAGGGACATCCT
	

	CcSSR62
	(AAAG)5
	154
	GGCCCTTTGCTCACATGCAC
	ATGGCTGAAAGCCTGCAGTT
	

	CcSSR63
	(TTGT)5
	215
	CGTGCATTCTCATGCCTGTGC
	AGCGTTCAACCCACCACCAA
	

	CcSSR64
	(TTAT)5
	265
	GGCCGAATGGCCAGGATAGC
	GCATGATCCACCATGCCTTGA
	

	CcSSR65
	(AAAG)5
	262
	CCGCCCTCCCAAATTCCACA
	CGTTTGCACGTACATCTTCGCC
	

	CcSSR66
	(CTTT)5
	258
	GGACTTGACCCAGACCTGACCT
	AGCCTTACAGCATGGGCCAAA
	

	CcSSR67
	(TTGT)5
	272
	GGAGAAGCAATGACCGTCGA
	ACCTTTCATCACCTGCGCTT
	

	CcSSR68
	(TTTA)5
	232
	AGAGTCCAACGACTCTAGTGACA
	ACAACAAATCAAGAGGAAGCCATGC
	

	CcSSR69
	(TCTT)5
	274
	GCAACACCGGGATGGCAAGA
	GTGCGGTGCAGTTTCGTAGT
	

	CcSSR70
	(TTC)5
	112
	TGTTCCCTCTGCTTGACGTTGA
	ACCGGCCAATAGGCCAAGAG
	

	CcSSR71
	(TCT)5
	161
	GCCAGCAAGCTCTGAGAGGA
	GCCCAATCTCGATGCGGACA
	

	CcSSR72
	(CAG)5
	208
	CGCAATTTCCAAAGCCGCGT
	GGCAGGACGTAATCGACGGG
	

	CcSSR73
	(GAG)6
	112
	AGGCGGAGAAGAGGCGAGAT
	TGGCACCAGTCTCTCACACCT
	

	CcSSR74
	(CAG)5
	103
	CTTGCCCAGGTGAACTCGCA
	CAGATGGCGTGGCTGATGGT
	

	CcSSR75
	(TTG)6
	122
	CGCTGCCGAACCAAACCAAG
	TCAGCACACAAGTTCGCACAC
	

	CcSSR76
	(GGC)5
	194
	GGACGTGGTCAACCATCGCA
	GGAGTCGCAGACGAAGACGG
	

	CcSSR77
	(CTC)6
	195
	GCTGGACGGGCCATCTTCTC
	GCGGCCGACAGTTAGCTCAT
	

	CcSSR78
	(GAA)5
	207
	CTCGTTCCATGGGTCGTCCG
	ATAGAACCTCCGAGCGGCCT
	

	CcSSR79
	(CTC)5
	100
	GGACGAGCCAGAAGAGCTGC
	GGAGGAGGACGAGGACGAGG
	

	CcSSR80
	(ATG)5
	112
	TGGGTGGTGGAAGTGTTTAGC
	TTGTAAACAGTGGTGGCAAGGA
	

	CcSSR81
	(GAG)5
	179
	GGGATGGCCGCAGTGAAGAA
	CCTCCCGGTCTCCATGAGGT
	

	CcSSR82
	(TTC)6
	190
	GCACCGACACCGTCTTCACA
	AGCCGAATTCGATCCTCGCA
	

	CcSSR83
	(AAG)5
	180
	TGGCACAACCAAGCCAGAGG
	AGCTGCATTCACCACCATCTCT
	

	CcSSR84
	(GAA)5
	136
	TGTCACGTTCGGCAGTGCTT
	ATGAGCAGCGGTGGAAGACG
	

	CcSSR85
	(GGA)5
	127
	GAAGGAGACCCAGATGCGGC
	AATCTCCATCCGCAACCGCC
	

	CcSSR86
	(AAC)7
	182
	TTCGGGTTGTCGACGTGCAG
	GACGACGGTTTCCTCGACCC
	

	CcSSR87
	(CAA)5
	122
	TTGGAATCGGCGGTGACTCG
	CTGCCACGGCAGTTCAGACA
	

	CcSSR88
	(AAG)5
	124
	CAAGACGCCGACGAAGACGA
	CGTCCTCCTTATCCACCGCC
	

	CcSSR89
	(CAC)5
	154
	CAGCTCTCCTGCCTTCGTCC
	GGCCGTGGGAGTGATTCGAG
	

	CcSSR90
	(AAT)5
	121
	AGTGCCAAACTTTAGAGGTCCTGA
	TGAGTCATGGTAGCTCTGGCA
	

	CcSSR91
	(TCA)6
	140
	TTGTGGATTTCCCAGTTGCTCTT
	AGCGGATTCCAACCAGGTTAATTG
	

	CcSSR92
	(TAT)5
	124
	TGGGTCCAGACTCACTGCCC
	CTGGGTGTTCGGCCTGCTTT
	

	CcSSR93
	(CAG)6
	196
	CTGCTGCTGCAGTCGAGCTT
	CGACTTTCGCCAGCTGCTCA
	

	CcSSR94
	(ATT)5
	192
	AGATGGTCTAATGTGGGAGGCA
	GACAATACACTGCCATAGGTTGTCT
	

	CcSSR95
	(AGAT)5
	219
	TGAGGGTTCTTACTGCAATAGCG
	ACAGAAGCCGGATGACGCAG
	

	CcSSR96
	(ATGA)5
	265
	TCCATTCCACACCAAACGGCT
	CCACCACAACATCTCTCCAGCA
	

	CcSSR97
	(TTTA)5
	187
	GGCCATAGTTAGTGCTGGACA
	ACTGAAGATGTGGGCTGTGG
	

	CcSSR98
	(ATTT)5
	147
	TGCTACGACAGCCACAAACCA
	AGCCTGCGACCTCATAGTTGC
	

	CcSSR99
	(AAT)5
	155
	AACTCCAACAAGCCGGGAAA
	AGGTGTTCATTGGTGCTGTTCT
	

	CcSSR100
	(GAT)5
	224
	AGCTGAATGCAAAGCAGGTGGA
	CACAGCAGGTTCTGCAGCTCT
	


Figure S1The representative figures of denatured polyacrylamide gel
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