Table S1. Soil sampling procedure and compartment separation

Table S2. PCR conditions

[bookmark: OLE_LINK265][bookmark: OLE_LINK266][bookmark: OLE_LINK263][bookmark: OLE_LINK264][bookmark: OLE_LINK267][bookmark: OLE_LINK268]Table S3. Two-way ANOVAs for the effects of root compartment niches (RC), temporal change (TC) and their interaction (RC×TC) on soil bacterial diversity and richness indices

Table S4. The classification at each taxonomic level of the generalists.

Table S5. One-way ANOVA examining the effects of root compartment niches on the abundance of functional groups.

Table 1. Soil bacterial Shannon diversity, Simpson diversity, Ace richness, and Chao 1 richness indices among three compartments in the tillering, heading, and mature stage. Values with different letters indicate significant differences (analysis of variance; P < 0.05). BS, bulk soil；R1, rhizosphere soil；R2, rhizoplane soil.

Table 2. Major topological properties of the co-occurrence networks of soil bacterial communities in BS, R1, and R2 treatments. BS, bulk soil; R1, rhizosphere soil; R2, rhizoplane soil.
















Table S2

[bookmark: OLE_LINK51][bookmark: OLE_LINK60]For each sample, three independent amplification reactions were performed. The PCR mixture (final volume 20 μL) contained 2 μL of template DNA, 0.8 μL of each primer, 4 μL of 5 × FastPfu Buffer, 2 μL of 2.5 mM dNTPs, 4 μL of FastPfu Polymerase, and sterile double-distilled H2O. The amplification conditions consisted of an initial denaturation step at 95℃ for 2 min, followed by 25 cycles of denaturation at 95℃ for 30 s, annealing at 55℃ for 30 s, and elongation at 72℃ for 30 s. Cycling was completed by a final elongation at 72℃ for 5 min. During amplification, a negative control reaction lacking template DNA was included to check for experimental contamination. PCR products were detected by electrophoresis on a 2% agarose gel and purified using an AxyPrep DNA Gel Extraction Kit (Axygen Biosciences, Union City, CA, USA) and quantified using a QuantiFluor™-ST (Promega, USA), following the standard PCR procedure. The purified amplicons were pooled in equimolar amounts and paired-end sequenced (2 × 250) on an Illumina MiSeq platform at the Majorbio Corporation (Shanghai, China).
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