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A brief description of each dataset used in this present study is provided below:
Total RNA extracted from multiple male, female, seed, and leaf tissues at different developmental stages were sequenced as the single-end reads (SRP006463) (Davidson et al. 2011).
Total RNA isolated from the 23 tissues of B73 at different developmental stages were sequenced as the single-end reads (SRP029238) (Walley et al. 2016).
Total RNA isolated from the ear, tassel, and leaf samples of the B73 plants grown in well-watered and drought conditions at four developmental time points (4 time points x 4 replicates x 3 tissues x 2 treatments) were sequenced as the single-end reads (SRP062027) (Thatcher et al. 2016).
Total RNA samples from the tunica (L1) and corpus (L2) cell layers of the shoot apical meristem from the 14 days old plants were sequenced as the single-end reads (SRP001844) (Schnable et al. 2009).
The mRNA acquired from the starchy endosperm at 6 days after pollination was sequenced as the single-end reads (SRP043224) (Thakare et al. 2014).
The B73 maize plants were treated with low or high nitrate and total RNA extracted from the stele of 7-8 cm shoot borne roots at 63 days was sequenced as the paired-end reads (SRP058076) (Yu et al. 2015).
The mRNA was extracted from the plant materials obtained from the sperm, egg, zygotes (12 and 24 hours after pollination), apical, and basal cells using manual dissection. Three biological replicates of each cell type were sequenced as the paired-end reads (SRP105764) (Chen et al. 2017).
Total RNA obtained from the shoot of the maize seedlings grown under simulated shade and far-red mediated de-etiolation conditions. A total of 27 samples (3 treatments x 3 time points x 3 biological replicated) were sequenced as the paired-end reads (SRP068070) (Wang et al. 2016).
Total RNA isolated from the three biological replicates each of severe and minimal C. zeina infected leaf samples was sequencing as paired-end reads (SRP074850) (Christie et al. 2017).
Total RNA extracted from the six biological replicates each of inner stem tissue (at V2 stage) from seedlings and husk tissue samples was sequenced as the single-end reads (SRP098550) (Oka et al. 2017).
Total RNA samples from the leaves at the V7 stage under sufficient and limited nitrogen availability were sequenced as the paired-end reads (SRP059655) (Lv et al. 2016).
Total RNA samples from the two replicate each of ovaries and leaf meristem of plants grown in well watered and drought conditions were sequenced as single-end reads (SRP014792) (Kakumanu et al. 2012).
Total RNA was isolated from the primary roots of plants grown in well watered, mild water deficit, and severe water deficit conditions at two developmental stages (6 and 24 hours). RNA-Seq libraries were sequenced as the single-end reads (SRP032921) (Opitz et al. 2014).
Total RNA isolated from the normal and salt stressed leaf tissues was sequenced as the single-end reads (SRP075906).
Total RNA was isolated from the three replicates each of embryo sacs, ovules, mature pollen, and seedlings of the B73 plants and sequenced as the paired-end reads (SRP006965).
Total RNA isolated from the embryo tissues at 10 days after pollination was sequenced as the paired-end reads (SRP037558).
Total RNA was extracted from the leaf tissues with on infestation, wounded, two-spotted spider mite infestation, and Banks grass mite infestation at different time points and sequenced as the paired-end reads (SRP109545).
Total RNA samples with the four biological replicates from the three different roots types (primary, seminal, and crown) were sequenced as the paired-end reads (SRP060587).
Two Total RNA samples from the seedling were sequenced as paired- and single-end reads (SRP073222).
Long non-coding RNA samples from the embryo and endosperm at three different developmental stages were sequenced as paired-end reads (SRP116297).
Total RNA isolated from the seedling roots at 3 days with three replicates was sequenced as the paired-end reads (SRP077762).
Total RNA from four biological replicates each of wild type and mutant rtcs B73 embryos across three developmental stages were sequenced as the paired-end reads (SRP079373) (Tai et al. 2017).
Total RNA was collected from the two biological replicates each of aleurone cell layer and starchy endosperm at two different developmental stages and sequenced as the single-end reads (SRP101358).
[bookmark: page2]Total RNA isolated from the seedling roots at 3 days with three replicates was sequenced as the paired-end reads (SRP118717).
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