Supplementary Information
Additional File 1: Table S1. The statistics of clean reads generated for five different tissues (flower, leaf, seed, root, and stem) by transcriptome sequencing of MC.
[bookmark: _Hlk112578394]Additional File 2: Table S2. Statistics of BUSCO analysis to assess the completeness of Moringa species transcriptome. The percentage value of completeness shown in C: Complete; S: Complete and single-copy; D: Complete and duplicated; F: Fragmented; M: Missing; N: number of genes.
Additional File 3: Table S3. Function annotation of unigenes identified from MC and MO transcriptome assembly. GO terms derived from homologues were classified as biological process, molecular function, and cellular component.
[bookmark: OLE_LINK1]Additional File 4: Fig. S1. The top ten species distribution, functions, and domains of the MC and MO transcriptomes visualised using a pie chart. A) Species distribution of homologue hits B) Functions predicted from homologues C) Pfam domain enrichment.
Additional File 5: Table S4. The top ten highly expressed transcripts found in various Moringa species tissues. Transcripts with unidentified functions are referred to as "Unknown."
Additional File 6: Table S5. Transcription factors identified from Moringa species and closely related plants.
Additional File 7: File S1. Mining enzymes involved in the biosynthesis of quercetin, benzylamine, and chlorogenic acid, as well as the validation of true hits using phylogeny and FIR mapping 
Additional File 8: Table S6. The abundance (TPM values) of transcripts encoding enzymes involved in the biosynthesis of quercetin, benzylamine, and chlorogenic acid in five different MC and MO tissues.
Additional File 9: Table S7. Metabolite profiling of crude leaf extract from MC and MO. A) The concentration of quercetin, chlorogenic acid, and benzylamine in MC and MO crude leaf extract by HPLC-PDA analysis. B) The compounds identified by LC-MS analysis in crude leaf extracts of MC and MO. Compound Discoverer 3.2 was used to annotate the compounds from libraries mzCloud, Mass Banks, KEGG, HMD, Chemspider, and PlantCyc.
Additional File 10: Table S8.  Primers designed for enzymes involved in quercetin, benzylamine, and chlorogenic acid biosynthesis. These primers were used for RT-qPCR analysis.
Additional File 11: Table S9.  The details of parameters used in HPLC PDA and LC-MS system setup.
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