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Figure S1 Number of expressed genes at four developmental stages (V12, V14, V18 and R1) in three tissues (leaf,
ear and tassel) under two conditions (well-watered and drought).
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Figure S2 Hierarchical clustering of gene expression profiles of total 24 samples. L, leaf, T, tassel, E, ear, W, well-

watered, D, drought.
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Figure S3 Shared and unique DE genes identified by Cuffdiff, DEseq and edgeR.
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Figure S4 Shared and unique DE genes in three tissues and four developmental stages respectively. Numbers in
parenthesis indicate genes/TFs.



Figure S5 Distribution of DE genes at four developmental stages in tassel tissue. Outer track showed density of
total DE genes in tassel. Red color indicates up-regulated by drought stress. Green color indicates down-
regulated by drought stress.



Figure S6 Distribution of DE genes at four developmental stages in leaf tissue. Outer track showed density of
total DE genes in leaf. Red color indicates up-regulated by drought stress. Green color indicates down-regulated
by drought stress.
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Figure S7 Distribution of DE genes at four developmental stages in ear tissue. Outer track showed density of
total DE genes in ear. Red color indicates up-regulated by drought stress. Green color indicates down-regulated
by drought stress.
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Figure S8 Scatter plots showed degree of connections (y axis) and hub scores calculated by igraph (x axis) of a
given gene (node) in 10 modules. Red color indicated hub genes.
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Figure S9 Significant expression changes of three TFs (GRMZM2G020054, GRMZM2G101350 and
GRMZM2G003406) and corresponding duplicates over the course of development in leaf, ear and tassel under
drought stress. Genes were considered significant if they changed by at least threefold and fit a linear or
exponential regression curve at r2 > 0.65.
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Figure S10 KEGG maps of three transcription related pathways (transcription initiation, RNA transport and mRNA
surveillance). Red color indicated hub genes.
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Figure S11 A topological overview of the regulatory network between each pair of TFs and targets. TFs are

represented as triangles and targets are represented as ellipses. Detailed TF-target interactions are provided in
Table S11.




Figure S12 Five network TFs with over-presented targets. TFs are represented as triangles and targets

represented as ellipses.
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