Explanation of data deposited into public databases for MS2017_198135 (Silva Ferreira et al)

1. Cranfield Online Repository Data (CORD) submission: 
Where relevant, data underlying each Figure or Table in the main manuscript is accompanied by the raw data files in the Cranfield Online Repository Data (data will be released upon publication). The nature of the data is listed in the table below. The manuscript now refers to the added reference, as requested: 
Silva Ferreira DK, Kevei Z, Kurowski T, Fonseca ME de N, Mohareb F, Boiteux LS, Thompson AJ. 2017. Data from: BIFURCATE FLOWER TRUSS: a novel locus controlling inflorescence branching in tomato contains a defective MAP kinase gene. Cranfield Online Research Data Repository. http://dx.doi.org/10.17862/cranfield.rd.4721560

	Name of data representation in manuscript
	Data type

	Table 1. Phenotypic characterisation of LAM183 and bif parental lines. 
	Excel file of raw data

	Table 2. Cold transfer experiment: summary of ANOVA analysis. 
	Excel file of raw data

	Table 3. Genotyping of recombinants for fine mapping of bif. 
	Excel file of genotype and phenotype scores. 

	Table 4. Candidate genes in the BIF mapping interval containing non-conservative amino acid substitutions or nonsense mutations
	No additional data.

	Fig. 1. Truss architecture in LAM183 and bif. A, images of representative flowering first trusses, 30 days after germination.
	No additional data.

	Fig. 2. Effects of low temperature on truss branching and flower number.
	Data as Table 2

	Fig. 3. Phenotype scores for bif in a LAM183 × bif F2 population.
	Excel file of phenotype scores

	Fig. 4. SNP density and discovery of SNP markers linked to bif on chromosome 12.  
	No additional data. 

	Fig. 5. Similarity tree based on the SNPs in the 2.01 Mbp BIF mapping interval on chromosome 12.
	No additional data.

	Fig. 6. SNP heat map of the BIF 2.01 Mbp mapping interval on chromosome 12.
	No additional data.



2. DNA sequence data: 
As indicated in the manuscript, sequence variants can be viewed (already live) on a Cranfield University server at: http://elvis.misc.cranfield.ac.uk/GenoverseBIF. 
[bookmark: _GoBack]Raw sequence data are submitted to NCBI Sequence Read Archive (SRA) and can be accessed via BioProject accession PRJNA378916 as mentioned in the Materials and Methods section of the manuscript. Data will be released to allow public access upon publication of the manuscript. 
