[bookmark: _Hlk216314874][bookmark: _Hlk216571098]Table S1. Sequencing quality metrics for metagenomic datasets (350 bp average read length) generated from microbiome samples collected from bulk (S) and rhizosphere (R) soils of Moringa oleifera.
	Sample
ID
	Raw data
(Gb)1
	Raw reads
(no.)2
	Low Q
(%)3
	Ns
(%)4
	Clean data (Gb)5
	Clean (Q20)
(%)6
	Clean (Q30)
(%)7
	Clean GC
(%)8
	Effective
(%)9

	S1
	6.02
	40,123,352
	0
	0.34
	6.00
	97.68
	93.54
	53.33
	99.73

	S2
	8.03
	53,530,450
	0
	0.34
	8.00
	97.71
	93.64
	56.59
	99.69

	S3
	8.47
	56,437,554
	0
	0.2
	8.45
	98.14
	94.78
	67.94
	99.77

	R1
	7.03
	46,870,664
	0.1
	0.11
	7.01
	97.49
	92.5
	66.38
	99.75

	R2
	8.14
	54,268,014
	0
	0.21
	8.12
	98.19
	94.91
	67.96
	99.71

	R3
	7.48
	49,871,224
	0
	0.45
	7.46
	97.59
	93.34
	50.5
	99.71











1Raw data: Data derived from deep sequencing in Gb. 
2Raw reads (no.): Number of raw reads generated from deep sequencing. 
3Low Q(%): Percentage of reads that do not meet the standard criteria of filtering.
4Ns (%): Percentage of unread nucleotides.
5Clean data: Filtered and valid data in Gb. 
6Clean Q20 (%): Percentage of the clean data with a sequencing error rate less than 0.01 (mass value greater than 20). 
7Clean Q30 (%): Percentage of the clean data with a sequencing error rate less than 0.001 (mass value greater than 30). 
8Clean GC (%): Percentage of GC among total base pairs in clean data. 
9Effective (%): Percentage of clean data among raw data.

