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Figure S1. Scatter plots of global gene expression values for the trichomes of each cultivar
versus those of stem tissue (left) and their corresponding D-values — M-values plots (right).



log2 FC
(Scaled &
centred)

1.5
1
0.5

Figure S2. Exploratory analysis of DEG similarity among cultivars. a. Hierarchical clustering
of log fold-change value for the top 500 DEG of each cultivar (trichomes compared to stem
tissue). Cells with black border denote similar expression pattern among corresponding
cultivars. b. Venn diagram showing set analysis of the same DEG. Their number may exceed
500 for each cultivar due to ties in probability value.
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Figure S3. Expression of GAPN, CS, ME(NADP+), MCS, HDS, HDR and ACAT in the trichomes of

five cultivars and stem of HB cultivar.
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Figure S4. Corresponding plots of Fig. 3 for individual cultivars in the primary (a) and secondary (b) metabolic pathways.
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Figure S5. Expression of CSTPS3GT, CsTPS4WS, and CsTPS5TH in the trichomes of five
cultivars and stem of HB cultivar.
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Figure S6. Amino acid sequence alignment of CSTPS3GT, CsTPS4WS, and CsTPS5TH.
Conserved regions are highlighted in black, while similar regions are in gray. Amino acids that
are usually conserved in CsTPSs, are shown in red boxes. “WW?’: conserved tandem tryptophan
motif; ‘RR(X8)W’: tandem arginine motif of mono-TPS; ‘DDXXD’: divalent metal ion-
assisted binding and ionization motif. The plastid-targeting transit peptide is underlined.
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Figure S7. Mass spectra of the products produced by CsTPS3GT (a), CsTPS4WS (b), and

CsTPS5TH (c).



