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Supplemental Table S1 Summary of the transcriptomic data 
Item A-N N-N 
Raw reads(bp) 42,888,959 51,454,116 
Clean reads(bp) 21,444,479 25,727,058 
Clean bases(G) 6.41  7.70 
Clean GC(%) 46.19 45.42 
Clean Q30(%) 95.37 95.27 
Total mapped 60.45 76.30 
Uniquely mapped 48.83 62.55 
Multiply mapped 11.62 13.75 
Unmapped reads 26.47 33.96 
Number of detected genes in libraries 35,424 36,063 
A-N: ammonium nitrogen; N-N: nitrate nitrogen 

 
  



Supplemental Table S2 Summary of the relationship between WRKY transcription 

factors and plant terpenoid metabolism as indicated in previous publications 
 

Plant species Tissue Terpenoid 
WRKY 
TF(s) 

Effect References 

Artemisia 
annua 

Trichome Artemisinin 
AaWRKY1; 
AaWRKY9 

Positive 
Han et al. 2014; Fu et 

al. 2021 
Conyza 
Blinii 

Fruit Saponin CbWRKY24 Positive Sun et al. 2018 

Panax ginseng Root Ginsenoside PgWRKY4x Positive Yao et al. 2020 
Salvia 

miltiorrhiza 
Hairy 
roots 

Tanshinone 
SmWRKY2 
SmWRKY1 

Positive 
Deng et al. 2019; Gao 

et al. 2018 
Salvia 
Sclarea 

Root 
Abietane 
diterpenes 

AtWRKY18; 
AtWRKY40 

Positive Alfieri et al. 2018 

Withania 
somnifera 

Leaf Triterpenoids WsWRKY1 Positive 
Singh 

et al. 2017 
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Supplemental Table S3 Summary of the relationship between MYB transcription 

factors and plant terpenoid metabolism as indicated in previous publications 
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Plant species Tissue Terpenoid MYB TF(s) Effect References 

Artemisia 
annua 

Trichome Artemisinin 
AaMYB17; 
AtMYB61 

Positive 
Qin et al. (2021); 

Matías‐Hernández et 
al. (2017) 

Artemisia 
annua 

Trichome Artemisinin AaMYB15 Negative Wu et al. 2021 

Citrus Leaf Limonoids CiMYB42 Positive Zhang et al. 2020 

Salvia 
miltiorrhiza 

Hairy/roots Tanshinone 
SmMYB98; 
SmMYB9b; 
SmMYB36 

Positive 
Hao et al. 2020; 

Zhang et al. 2017; 
Ding et al. 2017 

Spearmint Leaf Monoterpene MsMYB Negative Reddy V A. 2017 

Tomato Leaf/fruit 
Beta-amyrin; 

Terpene 
volatiles 

VvMYB5b; 
SlMYB75 

Positive 
Mahjoub et al. 2009; 

Jian et al, 2019 

Tomato Trichome Sesquiterpene SlMYB75 Negative Gong et al. 2021 



Supplemental Table S4 The primers used for qRT-PCRs in this study 
 

 
  

Gene Primers (forward primer, F and reverse 
primer, R) (5`-3`) Accession no. 

SrDXR F:TCCGAACTCGTAACTGCACC  AJ429233.1 R:CAAGAGCTACCGCGGTCAAA 

SrMDS F:ACCGAAACACACAGTGAGCA DQ631427 R:TGAGAGGGTATCCAGGCTCC  

SrIDI F:TTCATTGTGCGAGACGTTGC DQ989585 R:TGAGTTGAGGGGCATATGTGG  

SrGGDPS F:AAACACCAATCAAACCCATCAGAA DQ432013 R:GAACCGAGGCGTCCAGAG 

SrKS1-1 F: GAAGAAGAGGTTGTGGAGGA 
R: CCCGTCATCGTTTGCGTAA AF097310.1 

ent-KAH F: TGTTATCGTATCTCGGTCCTGAT 
R: CTTCCTTCCCTCGCCAATG DQ398871 

SrUGT85C2 F:CGAGCATCCCAATCAGAGAATC  AY345978.1 R:CAGGCAGCAAGTGTCCAAT  

SrUGT74G1 F: TCTACTCATCCCATTCCCTTTACA  
R: CCGCCTTCATCACAACCAT  AY345982 

SrUGT76G1 F: CGAGCATCCCAATCAGAGAATC 
R: CAGGCAGCAAGTGTCCAAT  AY345978 

ACTIN F: CACCGAAGCACCTCTCAATC  
R: CCATCTCCAGAATCCAACACAAT AF548026 



 
 
Supplemental Fig. S1 Gene ontology annotation of the differentially expressed 

genes (DEGs) between the ammonium and nitrate fed stevia plant. The x-axis 

represents different subcategories while the y-axis indicates the number of genes 

with the corresponding GO terms. 
 
  



 

 
 
Supplemental Fig. S2 Kyoto encyclopedia of genes and genomes (KEGG) 

enrichment analysis of the up-regulated (A) and down-regulated (B) DEGs between 

the ammonium and nitrate fed stevia plants.  

The x-axis represents the enrichment factor while the y-axis indicates the name of 

KEGG pathway. The color of each circle refers to the q-value while the size 

indicates the gene numbers mapped to the pathway.  



 
 
Supplemental Fig. S3 Diagrammatic representation of the steviol glycoside (SG) 

biosynthesis pathway 

Abbreviations: DXS (1-deoxy-D-xylulose-5-phosphate synthase); DXR 

(1-deoxy-D-xylulose 5-phosphate reductoisomerase), CMS (2-C-methyl-D-erythritol 

4-phosphate cytidylyltransferase), CMK 

(4-diphosphocytidyl-2-C-methyl-D-erythritol kinase), MCS 

(2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase), HDS 

(4-hydroxy-3-methylbut-2-enyl diphosphate synthase), HDR 

(4-hydroxy-3-methylbut-2-enyl diphosphate reductase), IDI 

(isopentenyl-diphosphate delta-isomerase), GGPPS (geranylgeranyl pyrophosphate 

synthase), CPPS (ent-copalylpyrophosphate synthase), KS (ent-copalyl diphosphate 

synthase), KO (ent-kaurene oxidase), KAH (ent-kaurenoic acid hydroxylase), 

UGT85C2 (UDP-glycosyltransferase 85C2), UGT74G1 (UDP-glycosyltransferase 

74G1), UGT76G1 (UDP-glycosyltransferase 76G1).  

 


