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(558 578 SNPs) RNA sequencing : 94.71%
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The RNA sequencing data for the 282 maize inbred lines in 5-DAP kernels have been
submitted to the NCBI Sequence Read Archive (SRA; http://www.ncbi.nlm.nih.gov/sra/)
with the BioProject ID PRJNA413629 or study accession ID SRP119998. The processed
gene expression abundance data, including reads counts as well as FPKM values, could
be accessed through NCBI Gene Expression Omnibus (GEO;
https://www.ncbi.nlm.nih.gov/geo/) with the series entry GSE110315. The SNP dataset
was submitted to the European Variation Archive (EVA; https://www.ebi.ac.uk/eva) with
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gene expression analysis and SNP calling can be found in the following website:
https://github.com/Pang-Junling/maize-5DAP-eQTL.
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