Figure S3: A gene expression analysis of twenty TaREM genes from published RNA-
Seq data from different anatomical parts and developmental stages. Relative gene
expression is presented as a colored heat-map where burgundy-white color-coding in a
log scale represents the minimum level and burgundy color represents the maximum level
of expression. (A) Expression of TaREM genes across different wheat tissues. (B)
Expression of TaREM genes across different wheat developmental stages. Pearson’s
based hierarchical clustering algorithm is used to group genes and different tissues or
developmental stages based on the pattern of gene expression. The color reflected the log
ratio with burgundy indicating up-regulation and white down-regulation.
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