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and GCA_902167145.1 [[https://plants.ensembl.org/Zea_mays]. Transcriptomic short-read data was downloaded from the National Center for Biotechnology
Information (NCBI) Sequence Read Archive (SRA) database for leaf and root data from Bioprojects to determine transcript profiles PRJEB32665 [https://
www.ncbi.nlm.nih.gov/bioproject/PRJEB32665], SRP010775 [https://trace.ncbi.nlm.nih.gov/Traces/?view=study&acc=SRP010775], PRJNA171684 [https://
www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA171684], [PRJEB22168 https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJEB22168], PRJNA237342 [https://
www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA237342], PRJNA640858 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA640858], PRJNA217523 [https://
www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA217523] and PRJNA271595 https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA271595]. For the analyses of the
fifteen Solanum genotypes, we used as reference sequences and annotations the Sol Genomics Network [https://solgenomics.net/ftp/genomes/]. For Solanum
pennellii we used the accessions from Schmidt and colleagues (2017)83 [http://www.plabipd.de/portal/solanum-pennellii]. These reference datasets were
processed as described in the methods section to generate results.
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This study included four plant species: Arabidopsis thaliana, Solanum lycopersicum, Sorghum bicolor and Zea mays.

As raw data we have used short read transcriptomic data (RNA seq), required from the NCBI Sequencing Read Archive (SRA). For each species
at least five SRA experiments per contidion (tissue-specifity) were obtained for our analyses. For each plant N models were generated and
used for the prediction of gene expression levels, according to the number of the organisms chromosomes (5,12,10,10). These models were
used for the analyses is this study.

We did not exclude raw data after obtaining it from the NCBI SRA. All models were trained following the description within the Methods
section or as described in the public repository https://github.com/NAMlab/DeepCRE.

Because we have used raw RNA-seq data obtained from public repository NCBI-SRA and genome annotations, for which we applied objective
processing, our results can be replicated. The manuscript itself includes controls that confirm reproduceability. In addition, we provide full
code (including versions) on community platform Github repository, the taken stages should be transparent.

We included controls for each experiment that controlled covariates. For example, the training of models was performed for genes, excluding
isoforms or randomized sequences to contol for batch effects.

Other experiments included random sampling for the normalization in unbalanced datasets avoiding effects due to under- or oversampling.

Blinding of the investigators was not possible, nor necessary to this study, because deep learning model generation is difficult to manipulate
independent of manipulation of the training data. The data used in this study has not been selected or processed specifically in any way. In
addition, the authors are not aware of any sampling or research bias, or if so, have introduced controls accordingly.




