Supplementary Figure 1. Random distribution of genes from C. auriculatum transcriptomic libraries. (A) represented S1-Sept-1, (B) represented S1-Sept-2, (C) represented S1-Sept-3, (D) represented S2-Oct-1, (E) represented S2-Oct-2, (F) represented S2-Oct-3, (G) represented S3-Nov-1, (H) represented S3-Nov-2, (I) represented S3-Nov-3.
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Supplementary Figure 2. Gene expression abundance analysis of C. auriculatum transcriptomic libraries, including (A) FPKM distribution, and (B) expression violin plot.
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Supplementary Figure 3. GO enrichment analysis of C. auriculatum tuberous root during development. (A) GO enrichment circle map, in which, the first circle represented the enriched top 20 GO terms, the second circle represented the number and Q-value of GO term in the context of DEGs, the third circle represented the proportion of up-regulated DEGs and down-regulated DEGs, and the fourth circle represents the RichFactor value of each GO term. (B) GO enrichment categorical histogram, where red indicated up-regulation and green indicated down-regulation.
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Supplementary Figure 4. KEGG pathway enrichment analysis of C. auriculatum tuberous root during development. (A) KEGG enrichment circle map, in which, the first circle represented the enriched top 20 pathways, the second circle represented the number and Q-value of each pathway, the third circle represented the proportion of up-regulated DEGs and down-regulated DEGs, and the fourth circle represents the RichFactor value of each pathway. (B) KEGG enrichment bubble plot, where the size indicated the quantity of DEGs, and the degree of red color represented the level of Q value.
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Supplementary Table 1. Nucleotide sequences and characteristics of primers for qRT-PCR.
	Gene
	Encoding enzyme
	Forward primer
	Reverse primer
	Tm (°C)
	Product length (bp)

	CaSS4
	Starch synthase 4
	CGCTGTTGGGTCCTTAGCAT
	CAATGCCGTAGACAACCCCA
	60
	209

	CaSS3
	Starch synthase 3
	CAATTGCAAAGGTGGGAGGC
	CCCCATCATTTCCACGACCA
	60
	273

	CaSBE1
	Starch branching enzyme I
	TTTCGCGCAAGGATGAAGGA
	CCAGAAATGAACGTGGTCGC
	60
	243

	CaSUS2
	Sucrose synthase 2
	TCGAAAATCGATAGGCGCGA
	GTAGCCCAACAGTAACGGCT
	60
	272

	CaCCR
	Cinnamoyl-CoA reductase
	CTCACTGGCTCTGCCAAGAC
	TCCGAGCACTTTGTTGGGAT
	60
	206

	CaCAD
	Cinnamyl alcohol dehydrogenase
	GGGCTGCTCGTGATTCATCT
	CCAAGTAGCCAACACCCACT
	60
	252

	CaCSE
	Caffeoyl shikimate esterase
	GAACCCATCAAAGGGACGGT
	GAACAAGAACGCCGGCAAAT
	60
	252

	CaPOD
	Peroxidase
	CGAGGCCTCAATGTCCAGTT
	GCACCACAGACGTTTCAACC
	60
	224

	CaCHS
	Chalcone synthase
	GACCAAAGCACGTACCCTGA
	TCGACAACCACCATGTCCTG
	60
	211

	CaCHI
	Chalcone isomerase
	ACATTGGCGGAGCTGATGAA
	ACGTGAGCCTTTAGGAACGG
	60
	234

	CaDFR
	Dihydroflavonol 4-reductase
	GGTTCTTCGGGCTATCTCGG
	TGATTCGCACCCCTGAATCG
	60
	207

	CaFLS
	Flavonol synthase
	GGGTGCAATCCGTAGCTTCT
	ATACCCCATTCCCTGCTTGC
	60
	199

	CaGH3.1
	Gretchen Hagen 3.1
	AACTCCAACGTTACCGACCC
	ACGGCTTGCACATGGGATTA
	60
	292

	CaLAX2
	Like auxin resistant 2
	CTTGAGGGCACTCGCTAGAC
	GGTCATGCTAGCCCATCCTC
	60
	298

	CaARF3
	Auxin response factor 3
	ATGACACGGCTGGTGCTAAA
	GCTTTCCGTCCTTGTGGAGA
	60
	194

	CaPIN3
	Pin-formed 3
	GGTGCCGGAAAACATATGCC
	ACGGAGTTCCCACATGCAAT
	60
	269

	CaAct7
	Actin conserved site protein 7
	ACTGGAATGGTCAAGGCTGG
	CCTCAGGAGCAACACGAAGT
	60
	259





Supplementary Table 2. Base information statistics of C. auriculatum transcriptomic libraries.
	Sample
	Raw Data (bp)
	BF_Q20 (%)
	BF_Q30 (%)
	BF_N (%)
	BF_GC (%)
	Clean Data (bp)
	AF_Q20 (%)
	AF_Q30 (%)
	AF_N (%)
	AF_GC (%)

	S1-Sept-1
	5792103000
	96.74%
	91.85%
	0.00%
	43.43%
	5639956805
	97.18%
	92.39%
	0.00%
	42.94%

	S1-Sept-2
	6402806400
	96.61%
	91.47%
	0.00%
	43.17%
	6259410070
	96.96%
	91.90%
	0.00%
	42.81%

	S1-Sept-3
	6158593800
	96.39%
	91.06%
	0.00%
	43.33%
	6000080909
	96.85%
	91.60%
	0.00%
	42.86%

	S2-Oct-1
	5621652900
	96.95%
	91.99%
	0.00%
	42.92%
	5541681724
	97.16%
	92.25%
	0.00%
	42.76%

	S2-Oct-2
	6548790900
	96.89%
	91.88%
	0.00%
	42.83%
	6454044319
	97.09%
	92.14%
	0.00%
	42.67%

	S2-Oct-3
	7550866800
	97.56%
	93.28%
	0.00%
	42.84%
	7464781312
	97.72%
	93.48%
	0.00%
	42.72%

	S3-Nov-1
	7554501300
	97.69%
	93.53%
	0.00%
	42.83%
	7483320330
	97.81%
	93.69%
	0.00%
	42.74%

	S3-Nov-2
	7505005500
	97.45%
	92.97%
	0.00%
	42.97%
	7438645195
	97.59%
	93.14%
	0.00%
	42.86%

	S3-Nov-3
	8607777900
	97.54%
	93.15%
	0.00%
	42.86%
	8527482036
	97.67%
	93.31%
	0.00%
	42.76%





Supplementary Table 3. Genetic testing statistics of C. auriculatum transcriptomic libraries.
	Sample
	Total Genes
	Sequenced Total Genes (%)

	Full-length transcriptomic data
	42710
	42415 (99.31%)

	S1-Sept-1
	
	41475 (97.11%)

	S1-Sept-2
	
	41478 (97.12%)

	S1-Sept-3
	
	41492 (97.15%)

	S2-Oct-1
	
	41648 (97.51%)

	S2-Oct-2
	
	41690 (97.61%)

	S2-Oct-3
	
	41760 (97.78%)

	S3-Nov-1
	
	41838 (97.96%)

	S3-Nov-2
	
	41830 (97.94%)

	S3-Nov-3
	
	41909 (98.12%)
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