Supplemental Table 1. Taxa sampled in this study, subfamily, and genomic or transcriptomic, source, and transcriptome assembly statistics

	Taxon Sampled
	Malvaceae Subfamily
	Genome/
Transcriptome
	Reference;
NCBI SRA
Accession
	Number of scaffolds assembled with SOAP-Denovo
	Total # bases
	Mean
Contig
Length
	Number of gene models after Transdecoder filtering
	% BUSCO Complete
	% BUSCO Fragmented
	% BUSCO Missing

	Adansonia
digitata
	Bombacoideae
	Transcriptome
	This study;
PRJNA493960

	141394
	71,972,881
	577
	54054
	59.1
	14.9
	26.0

	Bombax ceiba
	Bombacoideae
	Transcriptome
	This study;
PRJNA493960

	109236
	50,737,486
	509
	39027
	58.4
	13.3
	28.3

	Bombax ceiba
	Bombacoideae
	Genome
	Gao et al. 2018;
PRJNA429932

	-
	-
	-
	-
	-
	-
	-

	Corchorus capsularis
	Grewoideae
	Transcriptome
	Zhang et al. 2015;
SRR2089352
	116703
	69,887,416
	628
	37487
	81.5
	8.8
	9.7

	Dombeya burgessiae
	Dombeyoideae
	Transcriptome
	Johnson et al. 2012; Matasci et al. 2014; Wickett et al. 2014;
Xie et al. 2014;
ERR2040457
	161371
	50,686,440
	372
	50963
	17.6
	25.2
	57.2

	Durio zibethinus
	Helicteroideae
	Genome
	Teh et al. 2017;
PRJNA400310

	-
	-
	-
	-
	-
	-
	-

	Durio zibethinus
	Helicteroideae
	Transcriptome
	Teh et al. 2017;
SRR6040092
	325013
	126093605
	438
	64334
	49.1
	18.0
	32.9

	Firmiana danxiaensis
	Sterculioideae
	Transcriptome
	Chen et al. 2015;
SRR1783601
	76023
	38,851,340
	581
	37861
	45.6
	18.1
	36.3

	Gossypium raimondii
	Malvoideae
	Genome
	Phytozome v9.1
	-
	-
	-
	-
	-
	-
	-

	Heritiera littoralis

	Sterculioideae
	Transcriptome
	Dassanayake et al. 2009
SRR5138318
	93852
	43,430,895
	513
	35807
	32.1
	19.9
	48.0

	Hibiscus cannabinus
	Malvoideae
	Transcriptome
	[bookmark: _GoBack]Zhang et al. 2015;
SRR2089299
	250054
	121,043,589
	549
	98598
	66.9
	10.5
	22.6

	Theobroma cacao
	Byttneroideae
	Genome
	Phytozome v9.1
	-
	-
	-
	-
	-
	-
	-

	Tilia cordata
	Tilioideae
	Transcriptome
	This study;
PRJNA493960
	168390
	66,261,905
	449
	51336
	38.3
	20.7
	41.0



