Generation of the Whole-Genome Expression Matrix for ‘GP’
Raw paired-end RNA-seq reads from normal fruit (CK) and mildly watercored fruit (MS) of the pineapple cultivar ‘Comte de Paris’ were downloaded from the NCBI Sequence Read Archive under BioProject PRJNA889062 [1]. Raw reads underwent quality control using Trimmomatic (v0.39) with the parameters ILLUMINACLIP:TruSeq3-PE.fa:2:30:10, LEADING:15, TRAILING:15, SLIDINGWINDOW:4:20, and MINLEN:100 [2]. High-quality reads were aligned to the Ananas comosus ‘GP’ genome assembly using HISAT2 (v2.2.1) with the parameters --dta and --rna-strandness RF, while all other parameters were left at default settings [3]. Gene expression was quantified against the corresponding ‘GP’ gene annotation using StringTie (v2.2.3) with the parameters -e, -G, -A, and --rf, while all other parameters were left at default settings. Gene-level expression values were reported as fragments per kilobase of transcript per million mapped reads (FPKM) [4].
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