Appendix A. Supporting information
The following are the supplementary data to this article:
Table S1 equations for calibration curves and linear ranges for the determination of the RIN and IRN in U. rhynchophylla.
Table S2. G10H, SLS, STR, ABCB-type ABC transporters, MATE transporters and PDR transporters from other plant species used for phylogenetic analysis.
Table S3 Primers used for quantitative qRT-PCR
Table S4 Contents of RIN and IRN (μg/g, DW) in different tissues from U. rhynchophylla.
Table S5 Summary of transcriptome SMRT-Seq for U. rhynchophylla.
Table S6 Functional annotation of U. rhynchophylla unigenes against the public databases.
Table S7 GO annotation of the U. rhynchophylla full-length transcripts.
Table S8 KEGG pathway annotation of U. rhynchophylla.
Table S9 RIN and IRN upstream synthesis pathway genes annotated in different databases
Table S10 Gene expression levels of RIN and IRN upstream synthesis pathway in different tissues
Table S11 Three downstream unigenes of RIN and IRN biosynthesis pathway annotated by different databases
Table S12 TF families in U. rhynchophylla.
Table S13 Differentially expressed TF families in U. rhynchophylla.
Table S14 ABC transporters and MATE transporters in U. rhynchophylla.
Table S15 Alignment of RIN and IRN biosynthetic candidate genes of light responsive in the full-length transcript library.
Fig. S1 Different tissues of U. rhynchophylla.
Fig. S2 Summary of PacBio single-molecule real-time (SMRT) sequencing.
Fig. S3 The results of transcriptome integrity assessment by BUSCO
Fig. S4. The predicted length distribution of the complete ORF region encoded protein sequence.
Fig. S5. Venn diagram of long non-coding RNAs (lncRNAs) 
Fig. S6 Species distribution of the BLAST search results in nr database	
Fig. S7 GO categories analysis of full-length transcripts in U. rhynchophylla 
Fig. S8 Protein sequence alignment of the deduced amino acid sequences 
[bookmark: OLE_LINK1]Fig. S9 (A) qRT-PCR validation of 12 randomly selected DEGs that may be involved in the biosynthesis of RIN and IRN. (B) Correlation analysis of qRT-PCR results with the transcriptome data.
Fig. S10 The phylogenetic relationship of the pleiotropic drug resistance (PDR) family of ABC transporters.
Fig. S11 Expression profile of candidate genes under shading conditions.
Fig. S12 Expression profile of candidate genes under restoring normal light conditions.


