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Fig. S1. Verification and phenotype of ossut5 and OE plants. a, Two lines of ossutb

plant (STD) were lost due to early termination of protein translation, respectively, caused

by a single nucleotide insertion and deletion at the 1st/3rd exon; b, relative expression

level of OsSUT5 of WT, STD, and STE rice plants. Mean values with different letters

were significantly different (P < 0.05).
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Fig. S2. Sucrose transport engineering affects soil enzyme activities. Soil enzymatic

activities of sucrase (a), urease (b), acid phosphatase (c), and catalase (d) were

determined with bulk and rhizosphere soils of native, STD, or STE plants at the tillering



stage. The means and standard deviation of duplicate samples were plotted (n = 6). Mean

values with different letters were significantly different (P < 0.05).
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Fig. S3. Principal coordinate analysis (PCoA) ordinations of the bacterial
composition of bulk soil under normal or saline conditions. The principal coordinate
analysis (PCoA) shows microbial community dissimilarity (Bray—Curtis distance) among
bulk soil samples from the three different sucrose transporting circumstances under

control (a, R?=0.3769, P=0.003) or salt stress (b, R>=0.3093, P=0.003).
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Fig. S4. Functional microbes’ response to carbon deposition conditions. Relative
abundance of rhizospheric functional bacteria of STD and STE under control or NaCl

treatments.
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Fig. S5. Bacterial ecological strategy analyses of the bulk microbes of STD and STE
under normal or saline conditions. Relative abundance of rhizospheric generalist (a) or

specialist (b) bacteria of STD and STE under control or NaCl treatments.

a Nodes=743, Edges=1075 b Nodes=850, Edges=1385
L ] .
— Taget
o
i
S ]
@)
o ] o
W 3.3
»
STD STE
C Nodes=529, Edges=687 d Nodes=715, Edges=1138
b
b
% “:‘ '-“ ;l‘ o -
g
pd
" g ¢
STD STE

@ Modual 1 ® Modual2 @ Modual3 @ Modual4 @ Modual 5
® Modual 6 Modual 7 Modual 8 Modual 9 @ Modual 10

Fig. S6. Network patterns in the bulk soil between rice plants. Visualization of
constructed networks in STD and STE under control (a-b) and NaCl treatment (c-d).

Different modules are shown in different colors.
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Fig. S7. Bacterial change contributes to the phenotype of rice under saline
conditions. Photographs (a) and fresh weight (b) showing bacterial effects on rice growth
due to C deposition differences. The means and standard deviation of duplicate samples
were plotted (n = 6). Mean values with different letters were significantly different (P <

0.05).



