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Figure S2. Expression stability of candidate reference genes calculated using the GeNORM program.
Expression data were used to calculate average expression stability (M) values. A lower M value indicates
more stable expression. (A) The X axis indicates the rank of these genes according to their expression
stability under three developmental stages, two infected stages, oxidative stress, nutrient utilization, ionic
stresses, ambient pH, DNA repair, phenolic compound, others and the overall rak. (B) A graphical
presentation of the M values.
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