
Table 1 Reference-guided assembly metrics.  Illumina reads were mapped to the published H1706 reference genome.  S. gal = S. galapagense; S. pim = S. pimpinellifolium.





1 after removal of duplicate reads and reads with mapping quality less than 30.
2 Gaps in Heinz assembly (“N”s) removed from calculation 








Table 2 De novo assembly metrics.  Illumina reads were de novo assembled using SOAP de novo. S. gal = S. galapagense; S. pim = S. pimpinellifolium.




















Table 3 SNP locations in YP-1, S. galapagense, and S. pimpinellifolium.  Annotations are based on ITAG2.3 predictions for H1706.  Numbers in parenthesis indicate percentage of the region containing SNPs. S. gal = S. galapagense; S. pim = S. pimpinellifolium; nonsyn=nonsynonymous.





* some SNPs are counted more than once since they are in more than one gene model




Table 4 Indel locations in YP-1, S. galapagense, and S. pimpinellifolium reference-guided assemblies to H1706.  Numbers in parenthesis indicate percentage of region-type containing indels.  S. gal = S. galapagense; S. pim = S. pimpinellifolium.













Table 5 Structural variation in S. lycopersicum ‘Yellow Pear’, S. galapagense, and S. pimpinellifolium assemblies in relation to H1706.  Genes in divergent regions had a match to a de novo contig.  Putative deleted genes had no matches to de novo contigs.  S. gal = S. galapagense; S. pim = S. pimpinellifolium.
	
	S. lycopersicum
	Wild Species

	
	YP-1
	S. gal	
	S. pim

	unmapped contigs at 90% id
	11,841
	15,067
	22,346

	number matching plastid, mitochondrial, vector DNA, or low complexity
	188
	32
	1,226

	Uncovered regions (bp)
	951,969
	13,812,215
	21,599,274

	Genes in divergent regions
	3
	18
	16

	Putative deleted genes
	10
	69
	141
















Table 6 Pairwise estimates of nonsynonymous (dN), synonymous (dS) mean substitution rate. Calculations are in comparison with S. lycopersicum ‘Yellow Pear’ and are based on 8,578 orthologous coding sequences for numbers not in parenthesis.  Numbers in parenthesis are based on all usable coding sequences.      




1 maximum likelihood estimate, values > 99 removed.












Table 7 Divergence time estimates of selected accessions.  Calculations for Global Clock Method based on pairwise silent site substitutions for 3,611 genes.  Calculations for Relaxed Clock Method were performed with XX genes.  All genes used in calculations fit gene tree topology 1.  Divergence date estimates are in reference to S. lycopersicum ‘Heinz’.  MYA=million years ago.  




1 based on global clock method.
2 based on coalescence method.

