Table S1. Microsatellite primers developed for Cattleya walkeriana, including the forward (F) and reverse (R) sequences, repeat motif, fragment size (bp), annealing temperature (Ta), and label types (1, 2, 3, and 4 is fluorochrome 6-FAM™, PET™, VIC®, and NED™, respectively).
                                                                                                                                                                                                               (continue)
	Locus
	Primer sequence
	Repeat motif
	Fragment size (bp)
	Ta (oC)

	1Cw10
	F:TGGACTAACCTTGGCACCTT

R:ACACACACGCACATGCAAGCACA 
	(TG)4/(TG)4
	262-290
	54

	2Cw11
	F:TATATCCAAGGAGACCAAAAATGAAAAAT R:GCATGTGCATGAGTGCTTGTGTGTA
	(AC)4/(AC)4/(CA)7/(AC)4
	274-292
	54

	3Cw12
	F:GTGGCTTAGTCTTACATTGGATAGTT
R:TATTAGAGAGTAAATCAAAAAGGGCT
	(AT)4
	130-142
	54

	3Cw13
	F:CCAAACAGGCCCTTAGAAAAA
R:AGACATCGACTTATTATTGAAAACC
	(GA)20

	134-168
	54

	2Cw14
	F:GATAGAAGATGCAGGAAGAAGACA                                     
R:CTAATATTTATGATTCATGGTTGGTG
	(AC)6(AT)6

	248-250
	54

	1Cw15
	F:GGGGATCATTAGGGCATATAACTAGAA
R:AGAAGGGTCTTAAAATAGGGATTAGGG
	(TTAA)3/(TTAA)3

	304
	54

	4Cw16
	F:ATTTATCTATGTATGACACCTTACCCT
R:GTTGTTTCTCCTGTAGCCACTTC
	(GA)32
	294-352
	54

	1Cw17
	F:AATCTCCTTGGATTTACATTACATTA
R:ACGCAAACATGATTCACGC
	(TG)4/(TG)6
	222
	60

	3Cw18
	F:TATTTTCATTTAATAGTTGTAGAAGGAG
R:TCATACTAATCTTACAAAACTCTTATCC 
	(TA)4/(CA)23

	254-260
	56

	2Cw19
	F:ACGTGGCTCTCTCCTTCTTGAAT
R:CAGGGAGAAAAAGGGATAGAACC
	(AG)24

	220-242
	56

	4Cw20
	F:CAAGCTTTTATTAGCTTATTTTATTTAC
R:TCTTTGACCGCCACAGTAGG
	                  (TC)4
	300-328
	56

	1Cw21
	F:CCCCTCTTGTCTGTCACACATAA
R:ATGAACTGAATACTCATGGATACTGA
	(CT)8/(CT)9/(CT)6
	170-210
	56
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	1Cw22
	F:TAACAGGCTGACCATGCTTTCTAT
R:TGAAGTCGAGTATTCCAAACACAA
	(AT)7/(AG)19/(GA)4
	220-246
	56

	3Cw23
	F:CAAGCTTTTATTAGCTTATTTTATTTAC
R:TCTTTGACCGCCACAGTAGG
	(CA)4/(TC)4/(CA)4
	322
	56

	2Cw24
	F:AAAAATAAATGCATGAATATGAGTATG
R:GGATTATAAGAAATCGATGATGTGA
	(TA)3/(TA)3/(TA)4
	274-282
	56

	1Cw25
	F:AAAGTGACTAGGAAAAAAATAACTGAG
R:TTGTGTGGGTTATGTAGGAAAGT
	(TC)10(AC)4/(CT)5/(AC)4/(CT)4

	354-364
	54

	2Cw26
	F:GTCCTAAACTTACCATTTGAGCGT
R:AATTTGAGGATGCATTATGGTGA
	(AAAT)4/(AC)4
	134-168
	60

	4Cw27
	F:TAGGTTGCTCAGCTTTTGAGTCTTTT
R:TGTGCCCATATCAAGGAGGTAAGT
	(TTTA)4/(CA)4
	218-250
	54

	3Cw28
	F:CCACACTAAAGCATTAAAAAAAACGA
R:ACTCCCTGTTCCCGAACTCTTG
	(CA)4
	262-286
	60

	2Cw29
	F:TAAAATGGTCTATTCAAATAAAAATCGT
R:ACATTGTCTATGACCCCCTAATAAAA
	(CA)4
	196-208
	62

	4Cw30
	F:TAAATAAGAGGCCTTGGAATGTC
R:GGGTGTAGAAAACTTAAGGAATTGA
	(TC)4/(CA)18
	346-372
	60

	3Cw31
	F:CTACCCATGCCCAAGTGACA
R:GGGTCAAAGGGTGGTTTGTGAAGG
	(CA)3/(CA)4
	280-300
	62
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The sequences were deposited in the GenBank database with the following accession numbers: KY014249 (Cw10), KY014250 (Cw11), KY014251 (Cw12), KY014255 (Cw13), KY014256 (Cw14), KY014257 (Cw15), KY014258 (Cw16), KY014271 (17), KY014259 (Cw18), KY014264 (19), KY014266 (20), KY014276 (21), KY014263 (22), KY014267 (23), KY014269 (24), KY014253 (Cw25), KY014252 (Cw26), KY014254 (Cw27), KY014262 (Cw28), KY014273 (29), KY014278 (30), KY014279 (31).

