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Table S1. RNA-seq data quality analyzed using fastp and reads mapped using salmon

	
	CK1
	CK2
	SC31
	SC32

	Raw Reads
	109,391,354
	111,090,850
	108,228,404
	112,151,146

	Clean Reads
	102,765,550
	102,873,332
	100,449,502
	102,875,954

	Before filtering

	Q20 (%)
	94.69%
	94.60%
	94.62%
	94.21%

	Q30 (%)
	87.15%
	86.75%
	87.38%
	86.59%

	GC Content (%)
	54.14%
	55.18%
	53.78%
	52.69%

	After filtering

	Q20 (%)
	97.66%
	97.60%
	97.98%
	97.79%

	Q30 (%)
	91.96%
	91.80%
	92.81%
	92.37%

	GC Content (%)
	53.93%
	55.26%
	53.79%
	52.72%

	Reads mapped
	55.51%
	57.01%
	52.03%
	44.10%
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Fig. S1. Transcriptome quality check and global profiling (A) Correlation, (B) PCA and (C) heatmap DEG profile comparison SC3 (SynCom 3-inculated leaf) vs CK (uninoculated control leaf) in sugarcane plants under drought stress.
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