[bookmark: _Hlk59192415][bookmark: _GoBack]Raw wheat panicle development RNA-seq reads from BioProject PRJNA325489 SRR3659891–SRR3659902 (Li et al. 2018) were obtained from the National Center for Biotechnology Information (NCBI) Short Read Archive (SRA) using fastq-dump v2.8.1. The reads were trimmed to remove adapters and quality filtered using TrimGalore v0.5.0 (http://www.bioinformatics.babraham.ac.uk/projects/trim_galore/) using command line options: “-q 20 --clip_R1 1 --clip_R2 1 --length 50 –paired”. High and low confidence gene predictions of the IWGSC wheat reference genome assembly RefSeq v1.1 (IWGSC, 2018) were concatenated before indexing with Kallisto v0.46.1 (Bray et al. 2016). kallisto quant was then used to calculate transcripts per million (TPM) values using the command option -b 101. Median TPM values for WAPO-A1, -B1 and -D1 gene models were obtained from the bootstrapping results using kalliso h5dump and a bespoke python script, before mean averages were calculated for each sample from their duplicates. Tissue-specific gene expression TPM values for WAPO-A1, -B1 and -D1 gene models were obtained from the Wheat eFP Browser at http://bar.utoronto.ca/efp_wheat/cgi-bin/efpWeb.cgi (Winter et al. 2007; Ramírez-González et al. 2018). Heatmaps of the WAPO-A1, -B1 and -D1 gene profiles were generated using the heatmap.2 function in the gplots package (Warnes et al. 2012) in R (R Core Team, 2014).
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