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Table S1 High quality reads number.

High quality reads

Sample

number
TO-CK 18,162+1,394
TO-FON 22,02041,171
Subtotal 120,547
1d-CK 21,581+935
1d-Gluc 31,624+287
1d-Fruc 28,3741871
1d-Suc 26,33342,357
1d-Mal 23,4021878
1d-FON 25,349+2,883
1d-FON+Gluc 29,001+11,264
1d-FON+Fruc 22,412+1,201
1d-FON+Suc 22,103+1,412
1d-FON+Mal 24,863+2,987
Subtotal 765,132
3d-CK 19,194+316
3d-Gluc 24,024+2,253
3d-Fruc 23,902+1,144
3d-Suc 26,003+965
3d-Mal 22,574+798
3d-FON 19,895+1,162
3d-FON+Gluc 30,71845,035
3d-FON+Fruc 28,035+1,962
3d-FON+Suc 21,221+725
3d-FON+Mal 20,829+247
Subtotal 709,186
5d-CK 17,273+321
5d-Gluc 21,281+2,704
5d-Fruc 22,130410,251
5d-Suc 25,25243,988
5d-Mal 22,44144,243
5d-FON 29,994+1,883
5d-FON+Gluc 23,973+4,959
5d-FON+Fruc 24,739+2,665
5d-FON+Suc 21,893+4,621
5d-FON+Mal 28,549+4,118
Subtotal 712,579
9d-CK 18,43142,171
9d-Gluc 22,904+1,730
9d-Fruc 20,44241,352
9d-Suc 21,853+1,830
9d-Mal 28,832+2,885

9d-FON

24,318+2,554



9d-FON+Gluc 26,296+1,484
9d-FON+Fruc 26,193+661
9d-FON+Suc 19,823+1,992
9d-FON+Mal 18,936+1,931
Subtotal 684,082
42d-CK 17,708+193
42d-Gluc 19,977+1,251
42d-Fruc 21,91743,590
42d-Suc 19,765+349
42d-Mal 17,7661804
42d-FON 21,295+1,920
42d-FON+Gluc 26,829+4,390
42d-FON+Fruc 26,711+2,690
42d-FON+Suc 27,172+1,726
42d-FON+Mal 27,576+1,034
Subtotal 680,142
Total 3,671,668
Mean 23,536
Max 41,966
Min 10,295

CK, Gluc, Fruc, and Mal indicate the soil with the addition with H,0, glucose, fructose, sucrose,
and maltose solutions, respectively. FON indicates the soil was inoculated with Fusarium
oxysporum f. sp. niveum (FON). FON+Gluc, FON+Fruc, FON+Suc, FON+Mal indicate that the soil
was subjected to FON inoculation and supplied with glucose, fructose, sucrose, maltose solutions,
respectively. TO denotes zero time and 1d, 3d, 5d, 9d, and 42d indicate that the samples were
collected from the soil microcosms after 1 day, 3 days, 5 days, 9 days, and 42 days of incubation.
Data shown are the mean value of three replicates + the standard deviation. Min and Max

represent minimum and maximum sequence reads number, respectively.



Table S2 Significant tests using three statistical methods to assess the effects of sugars on the

bacterial community structure.

adonis® ANOSIM® MRPP*
Compared group . o B o 5 o
id

Sugar effect in Low-FON soil

CK vs. Gluc 31.259 0.039 1 0.040 0.216 0.038
CK vs. Fruc 38.570 0.042 1 0.041 0.201 0.039
CK vs. Suc 42.304 0.043 1 0.039 0.203 0.039
CK vs. Mal 32401 0.041 1 0.038 0.214  0.043
Gluc vs. Fruc 2.490 0.173 0.667 0.164 0.150 0.115
Gluc vs. Suc 4.065 0.148 0.971 0.105 0.152 0.118
Gluc vs. Mal 4.660 0.152 0.971 0.103 0.164 0.109
Fruc vs. Suc 4.744 0.159 0.963 0.108 0.137 0.113
Fruc vs. Mal 7.896 0.150 0.971 0.109 0.149 0.105
Suc vs. Mal 4.833 0.141 0.971 0.111 0.151 0.121
Sugar effect in High-FON soil

FON vs. FON+Gluc 26.846  0.039 1 0.034 0.239 0.041
FON vs. FON+Fruc 34.892 0.042 1 0.043 0.206  0.039
FON vs. FON+Suc 45,513  0.037 1 0.043 0.191 0.041
FON vs. FON+Mal 28.550 0.038 1 0.042 0.214 0.043
FON+Gluc vs. FON+Fruc 1.726 0.201 0.407 0.185 0.193 0.114
FON+Gluc vs. FON+Suc 3.333 0.162 0.556 0.172 0.178 0.107
FON+Gluc vs. FON+Mal 6.224 0.143 0.982 0.101 0.200 0.102
FON+Fruc vs. FON+Suc 3.579 0.157 0.963 0.103 0.145 0.115
FON+Fruc vs. FON+Mal 7.328 0.160 0.982 0.110 0.168 0.109
FON+Suc vs. FON+Mal 8.808 0.138 0.982 0.113 0.153 0.117

3d

Sugar effect in Low-FON soil

CK vs. Gluc 27.477 0.040 1 0.039 0.250 0.038
CK vs. Fruc 24.278 0.042 1 0.044 0.245 0.035
CK vs. Suc 25.743  0.040 1 0.046 0.241  0.039
CK vs. Mal 16.677 0.044 1 0.037 0.284 0.044
Gluc vs. Fruc 1.593 0.226 0.074 0.322 0.215 0.116
Gluc vs. Suc 1.259 0.284 -0.056 0.702 0.211  0.302
Gluc vs. Mal 1.648 0.203 0.037 0.502 0.254  0.182
Fruc vs. Suc 1.239 0.304 0.148 0.201 0.206  0.295
Fruc vs. Mal 1.542 0.218 0.185 0.205 0.249 0.230
Suc vs. Mal 0.946 0.381 0 0.395 0.245 0.511
Sugar effect in High-FON soil

FON vs. FON+Gluc 24.872 0.034 1 0.039 0.249 0.038
FON vs. FON+Fruc 32.228 0.044 1 0.037 0.218 0.040
FON vs. FON+Suc 42,934  0.035 1 0.042 0.202  0.038
FON vs. FON+Mal 30.837 0.044 1 0.038 0.220  0.045



FON+Gluc vs. FON+Fruc 1.018 0.380 0.148 0.336 0.204 0.413
FON+Gluc vs. FON+Suc 2.613 0.168 0.482 0.171 0.188 0.102
FON+Gluc vs. FON+Mal 0.902 0.618 0.148 0.196 0.206  0.394
FON+Fruc vs. FON+Suc 5.764 0.143 0.963 0.108 0.157 0.110
FON+Fruc vs. FON+Mal 1.977 0.191 0.741 0.144 0.175 0.109
FON+Suc vs. FON+Mal 4,184 0.157 0.982 0.112 0.159 0.102
5d

Sugar effect in Low-FON soil

CK vs. Gluc 17.135 0.040 1 0.044 0.284 0.041
CK vs. Fruc 24.520 0.038 1 0.040 0.227 0.042
CK vs. Suc 29.746  0.036 1 0.038 0.236 0.039
CK vs. Mal 18.194  0.042 1 0.043 0.274  0.039
Gluc vs. Fruc 0.528 0.877 -0.333  0.788 0.252  0.560
Gluc vs. Suc 0.841 0.573 0.074 0.300 0.257 0.473
Gluc vs. Mal 0.594 0.526 -0.185 0.788 0.295 0.512
Fruc vs. Suc 1.398 0.198 0.167 0.407 0.195 0.198
Fruc vs. Mal 0.766 0.691 -0.083 0.707 0.241 0.525
Suc vs. Mal 1.074 0.403 0.111 0.312 0.248 0.389
Sugar effect in High-FON soil

FON vs. FON+Gluc 17.117 0.039 1 0.036 0.244  0.040
FON vs. FON+Fruc 33.833 0.040 1 0.045 0.222  0.040
FON vs. FON+Suc 14.810 0.035 1 0.048 0.264  0.046
FON vs. FON+Mal 12.467 0.040 1 0.034 0.308 0.039
FON+Gluc vs. FON+Fruc 4.035 0.141 0.917 0.115 0.200 0.116
FON+Gluc vs. FON+Suc 1.411 0.300 0.250 0.186 0.251 0.182
FON+Gluc vs. FON+Mal 0.648 0.509 0 0.526 0.303 0.409
FON+Fruc vs. FON+Suc 7.321 0.146 0.963 0.107 0.228 0.102
FON+Fruc vs. FON+Mal 1.115 0.504 0.074 0.315 0.272  0.401
FON+Suc vs. FON+Mal 1.557 0.287 0.222 0.304 0.314 0.298

9d

Sugar effect in Low-FON soil

CK vs. Gluc 22.415 0.045 1 0.034 0.260 0.042
CK vs. Fruc 33.059 0.039 1 0.040 0.212 0.038
CK vs. Suc 18.654  0.042 1 0.041 0.263  0.039
CK vs. Mal 21.778 0.043 1 0.039 0.258 0.037
Gluc vs. Fruc 0.919 0.611 0.259 0.199 0.191 0.201
Gluc vs. Suc 1.502 0.188 0.037 0.420 0.243  0.195
Gluc vs. Mal 0.596 0.691 -0.185 0.798 0.237 0.693
Fruc vs. Suc 3.363 0.152 0.556 0.173 0.194 0.106
Fruc vs. Mal 1.470 0.299 0.222 0.306 0.189 0.282
Suc vs. Mal 1.167 0.416 -0.111  0.807 0.241  0.389
Sugar effect in High-FON soil

FON vs. FON+Gluc 25.529  0.040 1 0.036 0.229 0.034
FON vs. FON+Fruc 14921 0.036 1 0.044 0.283 0.044
FON vs. FON+Suc 11.946 0.040 1 0.040 0.315 0.042
FON vs. FON+Mal 16.735 0.038 1 0.034 0.276  0.042



FON+Gluc vs. FON+Fruc 0.939 0.646 0.111  0.295 0.240 0.413

FON+Gluc vs. FON+Suc 1.147 0.289 0.037 0.433 0.271  0.289
FON+Gluc vs. FON+Mal 0.973 0.497 -0.037 0.623 0.232 0.442
FON+Fruc vs. FON+Suc 0.819 0.402 -0.185 0.807 0.325 0.611
FON+Fruc vs. FON+Mal 0.740 0.627 -0.074  0.600 0.287  0.605
FON+Suc vs. FON+Mal 0.554 0.790 -0.259 1 0.318 0.808

42d

Sugar effect in Low-FON soil

CK vs. Gluc 9.732 0.042 1 0.043 0.272  0.039
CK vs. Fruc 10.849 0.037 1 0.043 0.288 0.041
CK vs. Suc 11.157 0.038 1 0.042 0.264 0.043
CK vs. Mal 11.267 0.046 1 0.041 0.249  0.045
Gluc vs. Fruc 1.729 0.207 0.333 0.204 0.284  0.185
Gluc vs. Suc 2.298 0.182 0.926 0.111 0.260 0.107
Gluc vs. Mal 2.654 0.167 0.852 0.116 0.244  0.108
Fruc vs. Suc 1.145 0.314 0.296 0.188 0.276  0.215
Fruc vs. Mal 2.061 0.184 0.667 0.162 0.261 0.116
Suc vs. Mal 1.835 0.195 0.741 0.135 0.237 0.115
Sugar effect in High-FON soil

FON vs. FON+Gluc 8.892 0.040 1 0.036 0.268 0.036
FON vs. FON+Fruc 8.584 0.043 1 0.036 0.266  0.039
FON vs. FON+Suc 11.930 0.049 1 0.034 0.239 0.041
FON vs. FON+Mal 12.289 0.045 1 0.042 0.240 0.041
FON+Gluc vs. FON+Fruc 1.084 0.509 -0.037 0.598 0.279  0.490
FON+Gluc vs. FON+Suc 1.291 0.197 0.370 0.193 0.252  0.119
FON+Gluc vs. FON+Mal 1.447 0.289 0.407 0.183 0.253  0.117
FON+Fruc vs. FON+Suc 1.542 0.184 0.482 0.177 0.251 0.109
FON+Fruc vs. FON+Mal 1.664 0.111 0.556 0.174 0.251 0.113
FON+Suc vs. FON+Mal 1.758 0.206 0.963 0.112 0.224  0.116

The soil inoculated or un-inoculated with F. oxysporum f. sp. niveum (FON) was referred to as
High-FON soil or Low-FON soil, respectively. CK, Gluc, Fruc, Suc, and Mal denote the soil with the
addition of H,0, glucose, fructose, sucrose, and maltose solutions, respectively. FON indicates
that the soil was subjected to FON inoculation. FON+Gluc, FON+Fruc, FON+Suc, and FON+Mal
denote that the soil was not only inoculated with FON but also supplied with glucose, fructose,
sucrose, and maltose solutions, respectively. TO denotes zero time, and 1d, 3d, 5d, 9d, and 42d
denote samples collected after 1 day, 3 days, 5 days, 9 days, and 42 days of microcosm incubation.
These three tests are non-parametric multivariate analyses based on dissimilarities between

samples.

® Permutational multivariate analysis of variance using distance matrices. Significances were

obtained with F-tests based on sequential sums of squares from permutations of the raw data.



bAnalysis of similarities. R was obtained based on the difference in the mean ranks between
groups and within groups. The significance was determined by permuting the grouping vector to
obtain the empirical distribution of R under the null model.

 Multi-response permutation procedure. The § is the overall weighted mean of within-group
means of the pairwise dissimilarities among sampling units. The significance test indicates the
fraction of permuted 6 that is less than the observed 6.

4 Bonferroni correction of the P value was applied.

Table S3 Network topological properties.

Average Average Harmonic
Average R square
Total Total clustering path Density geodesic  Positive
Treatment Threshold degree of
nodes links coefficient  distance (D) distance link %
(avgK) power-law
(avgCC) (GD) (HD)
0-42d-CK 0.80 368 1434 7.804 0.244 3.092 0.021 2.823 87% 0.89
1d-Sugar 0.80 248 1795 14.476 0.360 2.480 0.059 2.250 75% 0.77
3d-Sugar 0.80 266 1877 14.113 0.345 2.492 0.053 2.274 77% 0.80
5d-Sugar 0.80 261 2377 18.215 0.347 2.343 0.070 2.139 79% 0.72
9d-Sugar 0.80 288 2264 15.722 0.364 2.445 0.055 2.238 76% 0.72
42d-Sugar 0.75 387 4897 25.307 0.353 2.230 0.066 2.068 81% 0.77
0-42d-FON 0.80 330 994 6.024 0.162 3.330 0.018 3.028 80% 0.83
1d-FON-Sugar 0.80 263 1973 15.004 0.369 2.468 0.057 2.249 76% 0.79
3d-FON-Sugar 0.80 276 2592 18.783 0.347 2.308 0.068 2.117 82% 0.72
5d-FON-Sugar 0.80 289 2985 20.657 0.358 2.279 0.072 2.092 69% 0.79
9d-FON-Sugar 0.80 323 2783 17.232 0.386 2.441 0.054 2.240 79% 0.78
42d-FON-Sugar 0.80 407 4836 23.764 0.408 2.295 0.059 2.123 85% 0.79

The designations CK and Sugar indicate that the soil was supplied with water and sugars (i.e.,
glucose, fructose, sucrose, and maltose), respectively. The designation FON represents the soil
inoculated with FON. The 0, 1d, 3d, 5d, 9d, and 42d indicate that the samples were collected
after 0 day (i.e., zero time), 1 day, 3 days, 5 days, 9 days, and 42 days of microcosm incubation,

respectively.
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Fig. S1 Principal coordinates analysis (PCoA) of bacterial communities in Low-FON (a) and
High-FON (b) soils. The Low-FON soil denotes the FON-uninoculated soil and the High-FON soil
denotes the FON-inoculated soil. The percent in bracket represents the proportion of variation

explained by each ordination axis. All other designations are the same as those in Table S1.
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Fig. S2 Bacterial 16S rRNA gene copy number in Low-FON and High-FON soils determined by

real-time PCR. The Low-FON soil represents the FON-uninoculated soil and the High-FON soil

.42d represent

represents the FON-inoculated soil. TO represents zero time and 1d, 2d, 3d, ..

.42 days of incubation. Different letters represent

samples collected after 1 day, 2 days, 3 days, ..

significant differences by Duncan’s multiple range test (P<0.05). The error bars represent the

standard deviation of the means. All the other designations are the same as those in Table S1.
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Fig. S3 Correlation analyses between observed OTU number and Fusarium oxysporum f. sp.
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Fig. S4 Hierarchical clustering dendrograms based on the Bray-Curtis distance. Replicates for each
treatment are indicated by the symbols “1”, “2”, and “3”. All other designations are the same as

those in Table S1.
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Fig. S5 Abundance of the bacterial phylotypes at the phylum or class (only for Proteobacteria
level in Low-FON (a) and High-FON (b) soils. The abundance of the phylotypes was calculated as
the relative abundance of those phylotypes shown in Fig. 4 x the total bacteria abundance
(shown in Fig. S2). The length of the bars in each column is proportional to the abundance value
of each taxon. Different letters indicate significant differences by Duncan’s multiple range test

(P<0.05). All other designations are the same as those in Table S1.
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Fig. S6 Abundance of bacterial phylotypes at the genus level in Low-FON (a) and High-FON (b)

soils. The abundance of the phylotypes was calculated as the relative abundance x the total

bacteria abundance (shown in Fig. S2). The length of the bars in each column is proportional to

the abundance value of each taxon. Different letters indicate significant differences by Duncan’s

multiple range test (P<0.05). All other designations are the same as those in Table S1.




Taxon 0-42d- 1d- 3d- 5d- 9d- 42d-
No. 0-42d-CK  1d-Sugar 3d-Sugar 5d-Sugar 9d-Sugar 42d-Sugar FON FON+ FON+ FON+ FON+ FON+
Sugar Sugar Sugar Sugar Sugar
1 20 25(30.1%) 8(17.0%) 2 21(29.6%) 29 (26.6%) 9 16(25.4%) 15(28.3%) 8(19.5%) 22(25.3%) 15(23.1%)
2 2 1 5 0 1 2 0 4 2 1 & 2
3 0 0 0 0 0 0 0 0 0 1 0 0
4 3 3 3 1 9 8 2 3 4 6 4 1
s FEEn 12 4 0 7 24 | 28u06%) 8 3 3 20 14
6 0 4 2 1 0 2 0 6 1 1 0 0
B - 4 7 2 1 1 1 3 6 1 1 0 3
8 0 0 0 0 0 1 0 2 0 1 0 1
9 ) 7 4 3 7 8 5 1 3 4 8 6
B o 4 5 2 1 4 5 8 3 4 2 4 5
11 6 6 3 0 3 6 1 3 6 3 8 2
12 0 0 0 0 0 0 Q 0 1 0 0 1
13 2 3 3 2 5 4 3 5 2 2 2 2
14 1 2 1 2 1 1 1 1 1 1 0 1
15 7 2 1 0 1 7 3 0 1 0 1 4
16 0 0 4 1 6 2 0 1 4 4 11 5
17 0 0 0 1 0 1 0 1 0 1 1 0
18 1 1 1 2 0 2 0 1 1 0 2 1
19 4 3 1 1 2 4 4 1 0 1 1 1
20 1 1 3 0 2 2 2 1 2 1 0 1
21 1 1 0 0 1 0 Q 0 2 0 0 0
Total 92 83 47 18 71 109 69 63 53 41 87 65
Phylum; Class; Order; Family; Genus
1 Acidobacteria; Acidobacteria; norank_Acidobacteria; norank_Acidobacteria; norank_Acidobacteria
2 Actinobacteria; Actincbacteria; Gaiellales; Gaielfaceae; Gaiellaija:122
3 Actinobacteria; Actinabacteria; Propionibacteriales; Nocardioidaceae; Marmoricola
4 Bacteroidetes; Cytophagia; Cytophagales; Cytophagaceae; norank_Cytophagaceae
5 Chlorofiexi; Anaerolineae; Anaerolineales; Anaerolineacece; norank_Ancerolineacese
6 Firmicutes; Bacilli; Baciflales; Bacillaceoe; Bacillus
7 Firmicutes,; Bacilli; Bacillales; Paenibacillaceae; Paenibaciilus
8 Firmicutes; Clostridia; Clostridioles; Clostridiaceae_1; Clostridium_sensu_stricto_1
9 Gemmatimonadetes; Gemmatimonadetes; Gemmatimonadales; Gemmatimonadaceae;

||
norank_Gemmatimonadaceae
Gemmatimonadetes; Gemmatimonadetes; norank_Gemmatimonadetes; norank_Gemmatimonadetes;
10 norank_Gemmatimonadetes
11 Nitrospirae; Nitrospira; norank_Nitrospira; norank_Nitrospira; Nitrospira
12 Proteobacteria; Betaproteobacteria; Burkhoideriales; Comamonadaceae; Hydrogenophaga
13 Proteobacteria; Betaproteobacteria; Nitrosomonadales; Nitrosomonadaceae; norank_Nitrosomonadaceae
14 Proteobacteria; Betaproteobacteria; TRA3-20; norank_TRA3-20; norank_TRA3-20
15 Proteobacteria; Deltaproteobacteria; Desulfurellales; Desulfureflaceae; H16
16 Proteobacteria; Gammaproteobacteria; Pseudomonadales; Pseudomonadaceae; Azotobacter
17 Proteobacteria; Gammaproteobacteria; Pseudomonadales; Pseudomonadaceae; unclassified
18 Proteobacteria; Gammaproteobacteria; Pseudomonadales; Pseudomonadaceae; Pseudomonas
Proteobacteria; Gammaproteobacteria; Xanthomonadales; norank_Xanthomonadales;
norank_Xanthomonadales
. 20 Proteobacteria; Gammaproteobacteria; Xanthomonadales; Xanthomonadaceae; Lysobacter
21 Proteobacteria; Gammaproteobacteria; Xanthomonadales; Xanthomonadaceae, Pseudoxanthomonas

19

Fig. S7 Heatmap of connector number. The percentage of Chloroflexi-affiliated OTUs in the total
connector was additionally shown in the bracket because they accounted for the largest
proportion in the CK and FON treatments, and the percentage of Acidobacteria-affiliated OTUs
was also shown in the bracket because they accounted for the largest proportion in almost all
sugar-addition treatments (except for at the 5d-Sugar treatment). The designations CK and Sugar
indicate that the soil was supplied with water and sugars (i.e., glucose, fructose, sucrose, and
maltose), respectively. The designation FON represents the soil inoculated with FON. The samples
collected after 0 day (i.e., zero time), 1 day, 3 days, 5 days, 9 days, and 42 days are referred to as 0,

1d, 3d, 5d, 9d, and 42d, respectively.



Network Pi Zi Relative Taxonomy (Phylum, Class; Order; Family;, Genus )

hubs abundance

0-42d-CK

OTU272 0.71 3.41 0.008% 5 Chioroflexi; Angerolineae: Anaerolineales: Anaerolineaceae; norank _Anaerolineaceae

OTule7?  0.63 2.69 0.007% 5 Chloroflexi; Anaerolineae; Anaerolineales; Anaerolineaceae; norank Anacrolineaceae

OTU4724  0.68 2.69 0.003% 5 Chloroflexi: Anaerolineae; Anaerolineales; Anaerolineaceve: norank_Anaerolineaceae

QTUs71IT 076 3.46 0.006% 5 Chiorofiexi; Anaerolineac: Anacrolineales: Anaerolineaceae; norank Anacrolineaceae

OTU6082  0.74 3.07 0.006% 5 Chloroflexi; dnaerolineae; Anaerolineales; Anaerolineaceae: norank _Anaerolineaceae

OTUS700  0.78 204 0.006% 9 (Fammu!if_':m)mrt"e‘fe,ﬁ‘_.‘ Gemmatimonadetes; Gemmeatimonadates: Gemmatimonadaceae;
norank Gemmarimonadaceae

OTU4473 0.80 555 0.006% I 13 Prmeoba(:feria.' Betaproteobacteria; Nitrosomonadales; Nitrosomonadaceae;
norank_Nitrosomonadaceae

1d-Sugar

OTule74 - 0.71 2.55 0.052% | Acidobacteria; Acidobacteria; norank Acidobacteria; norank Acidobacieria; norank Acidobacteria

OTUS7T46 0.69 2.55 0.036% | Adidobacteria; Acidobacteria; norank_Acidobacteria; norank_Acidobacteria; norank_Acidobacteria

OTUsl54 0.73 2.90 0.028% I 5 Chiorofiexi; Anaerolineac: Anaerolineales: Anaerolineaceae; norank_Anacrofineaceae

QTU4809  0.68 3.04 0.010% T Firmicutes; Bacilli: Bacillales; Paenibacillaceae; Paenibaciifus

3d-Sugar

OTU2176  0.65 3.34 0.006% . 5 Chloroflexi; Angerolinege; Anaerolineafes: Anaerolineqceae; norank_Anaerolineaceae

Sd-Sugar

None

9d-Sugar

0OTU243 0.68 3.97 0.006% 5 Chloroflexi; Anacrolineac: Anaerolineales: Anaerolineaceae; norank Anacrolineaceae

OTIM03L  0.66 3.06 0.007% 10 Gemma.fimonade.res; Gemmatimonadetes; norank Gemmatimonaderes, novank Gemmatimonadetes;
norank_Gemmatimonadetes

OTUSS52 071 394 0.005% 19 Proteobacteria; Gammaproleobacteria, Xanthomonadales, norank Xanthomonadales;
norank Xanthomonadales

42d-Sugar

QTU3756 0.64 3.09 0.006% | Acidobacteria; Acidobacteria; norank Acidobacteria; norank Acidobacteria; norank Acidobacieria

(-42d-FON

OTU5782 D.68 2.61 0.008% I 5 Chloroflexi; Anaerolineae; Anaerolineales; Anaerolineaceae; norank Anacrolineaceae

OTU6176  0.70 2.90 0.008% 5 Chivroflexi: Anaerolineae; Anaerolinedales; Anaerolineqcede: norank_Anaerolineaceae

OTUSS07  0.77 551 0.006% g Gommuzfr?mmra‘e‘fes‘; Gemmatimonadetes; Gemmatimonadales; Cemmalimonadaceae;
norank Gemmatimonadaceae

OTU2615 0.73 2.68 0.008% 11 Nitrospiree: Nitvrospira; norank Nivrospira; norank Nitrospira; Nitrospira

1d-FON+Sugar

OTU290 0.69 2.52 0.008% . T Firmicutes; Bacilli; Bacillales; Paenibaciflaceae; Paenibaciifus

3d-FON+Sugar

OTU1020  0.63 2.56 0.005% I 5 Chloroflexi; Anaerolineae; Anaerolineales; Anaerolineaceve: norank Ancerolineaceae

OTUI1376 067 2.73 0.003% 5 Chloroflexi; Anaerolineae: Anaerolineales: Anaerolineaceae; norank_Anaerolineaceae

Sd-FON+Sugar

OTU4753  0.64 2.72 0.010% I 2 Actinobacteria; dctinobacteria; Gaiellales; Gaiellaceae; GaiellaJJ4:.J22

OTU436 0.64 2.72 0.010% 5 Chiorofiexi; Anverolineae; Anaerolinedles; Anaerofinedceve; norank Anverofineaceae

9d-FON+Sugar

OTu92s 0.66 2.98 0.006% | Acidobacteria; Acidobacteria; norank Acidobacteria; norank Acidobacteria; norank Acidobacteria

OTU6ZS0  0.64 3.47 0.007% | Adidobacteria; Acidobacteria; norank_Acidobacteria; norank_Acidobacteria; norank_Acidobacteria

42d-FON+Sugar

OTULLI80  0.67 3.53 0.006% . 5 Chloroflexi; Anaerolineac; Anaerolineales; Anaerolineaceae; norank Anaerolineaceae

OTU4158  0.62 3.07 0.005% o Gemma.fz'r?'.'ormde.rm'; Gemmatimonadetes; Gemmatimonadales: Genmnatimondadaceae;
norank_Gemmatimonadaceae

OTU5429  0.68 2.85 0.006% . 20 Proteobacteria; Gammaproteobacteria, Xanthomonadodes, Xanthomonadaceae, Lysobacrer

min: 0.005%
max: 0.052%

Fig. S8 Relative abundance, among-module connectivity (Pi), and within module connectivity (Zi)

of network hubs. The designations CK and Sugar represent the soil supplied with water and

sugars (i.e., glucose, fructose, sucrose, and maltose), respectively. The designation FON denotes

the soil subjected to FON inoculation. The 0, 1d, 3d, 5d, 9d, and 42d indicate samples collected

after 0 day (i.e., zero time), 1 day, 3 days, 5 days, 9 days, and 42 days of incubation, respectively.

The designations min and max indicate minimum and maximum relative abundance, respectively.



Module . Relative

Fi Zi Taxomomy (Phyhum; Cluxs: Order; Family: Genus )
hubs abundance
0-42d-CK
OTU1354 .50 4.16 (L003% 1 Acidobacteria; Acidobacieria; norank_Acidobacieria; norank_Acidobocteria: norunk_Acidobacteria
QTU3400 0.58 3.21 0LO0T% 4 Boctervidetey: Crtophagic, Cvtophagales, Cvtophaguceas, novank_COvtophogaceae
OTU3362 0.40 283 (1L.O06%, 5 Chloroflexi; Anaerolineae, Anaerolineales. Anacrolineacene, norank_dnoerolineaceae
OTUT36 0.57 388 0L.006% 13 Proteohacieria; Retaproteohacieria; Nitrosomonadales: Nirrosomonadaceae, novarnk_Nitrosomonadaceae
1d-Sugar
OTU3845 0.38 276 0.012% 1 Acidebacteria: Acidobacteria: novank_Acidobacteria: norank_Adcidobacterio; norank_Acidobacteria
3d-Sugar
OTU4410 0.47 3.67 0.011% 1 Avidebacteria; Avidobacieria; norank Actdobacteria: norank Acidobucteric: norank Acidobacterio
0OTU4497 0.46 2.55 0.005% 1 Acidobacieria; Acidobecieria; norank_Acidobacieria; norank_Acidobacteria: norank_Acidobacteria
OTU4646 041 2.55 0.006% 1 Acidobacteria; Avidobeacteria; novanl_Acidobacteria; norank_Acidobacteria; norank_Acidobacteria
OTU3260 0.59 297 01.005% . 5 Chloraflexi; Anaerolineae, Anaevolineales! Anaerolineacene; novank_dnoerolineaceas
OTU4860 0.49 4.19 0.009% 5 Chloroflext: Anaerolineae. Anaerolineales: Anacrolineaceae; norank_Anaerolineaceae
Sd-Sugar
Oruloe2 .26 270 0.010% 1 Acidobacreria; Acidobacieria; novank Actdobeacieria! povank Acidobacteria: norank Acidobacteria
OTUS077 .43 2.80 0.007% 1 Acidobacteria; Acidobacieria; norank_Acidobacteria; norank_Acidobadteria: norank_dcidobacteric
QOTUSTES 0.35 2.57 0.012% 9 Gemmatimonadetes; Gemmuatimonadetes; Gemmatimoneadales; Gemmatimonadaceae, norank_Gemmatimonadaceue
QTUGGSY 0.44 2.68 0.006% - 10 Gemmatimonadetes, Gemmatimonadedes;: norank_Gemmalimonadeles; norank_Gemmatimonadetes, novank_Gemmolimonadetes
OTUY18 0.43 2.55 (1.008% 13 Protepbacteria; Deliaprotenbacieria; Deswlfurelfofes; Desulfuretlaceas; HI16
OTUS7S3 0.46 3.49 0.011% - 20 Proteobacieria; Gammaproteabocteria; Xanthomonadules! Xanthomonadaceae; Lvsobacier
9d-Sugar
OTUGYZE 0.55 4.03 0.006% | Avicdobacteria; Acidobacieria; rorank_Acidobacteria; norank_Acidobacteria: nurank_dcidobacteric
QTUINS8 0.52 2.87 0.006% 10 Gemmuatimonadetes; Gemmutimonadetes: norank_Cemmatimonadeles; norank_Gemmutimonadetes; norank_Gemmatinonedetes
QOTUITR] 0.44 2.88 {L0O05% 10 Gemmatimonadetes; Gemmatimongdetes; aorurk_Cemmalimonadeles; m)nm!{_(}ﬂmmuiimr}nudelm‘, norunk_Gemmatimonadetey
OTU331 0.44 3.63 0.006% 19 Protepbacterio; Gammaprofeobacteria; Xanthomonadules: norank Xanthomonadales: novank Xanthomonadafes
OTUL724 0.52 2.53 0.006% 19 Proteobacieria; Gammuaproteobocieria; Xanthomonadales! norank Xanthomonadales! norank Xanthomonadafes
OTuU2724 0.28 2,52 0.015% 19 Proteobacteria; Gammaproleobacieria! Xanihomonadales. norank Xanthomonadales: novank Xanthomonadates
42d-Sugar
OTUG280 0.58 3.83 0.006% . 4 Bactervidetes; Criophagia, Cviophagales. Cvtophagaceae; norank Cvtophogaceas
OTU2334 .54 2,93 (L.006% 5 Chloraflext; Anverolinene; Anverolineales, Anaerolineaceae; novank Anaerolineaceae
OTUADIG 0.37 3.00 0.011% 6 Firmicutes; Bacilli: Buctliofes: Bacillucene; Buacillus
AOTU2174 (.52 3.00 {1.008% O Gemmatimonadetes; Gemmuatimonadetes; Gemmatimonedales; Gemmatimonadaceae, norank_Gemmetimonadaceue
QOTU30RG 0.51 3.29 (1L.006% O Gemmatimonadetes; Gemmatimonadetes: Gemmatimenadales; Gemmuatimonadocens norcmﬁ_(}emmalimrmadm:eae
0OTU3943 0.35 309 0.008% 9 Gemmuatimonadeles; Gemmatimionadeies; Gemmuatimonodales: Gemmuatimonadaceae, norunk Gemmatintonaduceae
OTUZ130 0.54 2.80 0.009%% L1 Nitrospivae; Nirospira: norank Nifrospira; novark Nilrospiro; Nirospira
OTU4997 0.59 2.63 0.0053% 15 Proteobacieria; Deliaproreobacieria; Desulfureliales; Desulfurellaceae: 1116
0-42d-I'ON
OTU36 0.44 4.43 0.007%% 1 Acidobacteria; Acidobeacieria: norank Acidobacteria: sorank Acidobucteric: norank Acidobacterio
QOTUS141 .50 2.67 (LO08%% 1 Avidobacteria; Avidobecieria; norank_Actdobacteria; m;m.lrk_:icinﬁ;f)(za‘feria: erunf:_:icMaf:ac'{ef'fa
QOTUIORR 0.58 348 0.006% 5 i) Ancernlineae, Ancerolineales; Ancerofineaceae; novank_Anaerolineuceae
OTU2506 048 27 0.006%, 5 Chloraflexi; Anaerolineae, Anaerolineales! Anaerolineacens, norank_dnoerolineoceas
QOTU3415 0.43 2.90 0.007% 10 Gemmatimonaderes; Gennnatimonaderes; norank_Cemmatimonadetes: norank_Gemmatimonaderes, norank_Gemmatinonadetes

OTU1S 0.58 2.58 (LODR%Y
1d-FON+Sugar
OoTu2910 0.60 3.04 0.006% I 5 Chloraflexi: Anaerolineae. Anacrolineales: Anagerolineaceae; norank _Anacrolincaceae

11 Nitrospirae, Nitrospiva, novank_Nitrospiva, norank_Nifrospiva; Nitrospiva

OTuU6448 0.47 2.99 0.006% 5 Chloraflext: Anaerolineae. Anaerolineales: Angerolineaceae; norank Anaerolineaceae

OTUs63G 0.47 2.67 0.006% 10 Gemmatimonadetes: Gemmarinionadetes; norank Gemmatimonadeies! noramk Gemmatimonadetes, novank Gemmatlmonaderes
OlTU4667 0.56 331 0.010% 20 Proteobacteria; Gammaproteodacteria: Xanthomonadales: Xanthomonadaceae; Lysobacter

3d-I'ON+Sugar

OTU6490 0.49 2.86 0.007% 1 Acidobucteria; Acidobacieria: norank Acidobactesia: norank Acidobacterio. norank Acidebacteria

OTU2931 0.53 3.76 0.007% T Firmicutes: Bacillis Bacilloles; Paenibaciflacene: Puenibacillus

OTU2487 0.61 2.59 0.008% 9 Gemmuaiimonadeles: Gemmatimionadeies; Gemmuatimonodules: Gemmuatimonadaceae. novunk Gemmatimonaduceae

OTU4654 0.58 2.86 0.009% 9 Gemmalimonadeles: Gemmeatimonadeies; Gemimarimonodales: Gemmatimonadaceae! novrank Gemmatimonadaceae

0Tu4032 0.52 2.86 0.009% - 10 Gemmatimonadetes: Gemmatimonadetes; norank Gemmetimondadetes; norank Gemmatimonaderes; novank Gemmatimonadetes
Sd-L'ON+Sugar

OTuUl6e91 0.39 2.83 0.006% 1 Acidobacteria; Acidobacteria: norank Acidobucteria: norank Acidobacteric. norank Acidobacteria

QTUSTTY 0.55 3.18 0.011% 1 Acidobacieria; Acidobacieria; norank Acidobacieria; norank_Acidebacteria; norank Acidobacteria

OTUL23 0.33 3.00 L014% 1 Acidobacieria; Acidobacteria; noranh_Acidobacieria; norank_Acidobocteria; rorank_Acidobacteric

0OTUA251 0.52 3.37 0.011% - 10 CGemmatimonadetes, Gemmatimonadetes; novank_Cemmatimonadelies: norantc_Gemmatimonadetes; novank_Gemmatimonadetes
OTU4661 0.47 3.47 0.008% |3 Prepenhucteria: Deltaproteobacterio; Desulfurellales: Desulfurellaceae; HI16

9d-FON+Sugar

OTU2455 0.34 4.41 0.011% 1 Acidobacteria; Acidobacteria; norank_Acidobacteria; norank_Acidobacreria; nurank_Acidobacteria

OTUB431 0.41 3.46 0.009% 1 Acidobacteric: Acidobacterio: novank_Acidobacteria: novank_Acidobacreria; novank_Acidobacteria

0Tu1802 0.50 2.04 0.014% 2 dctinobacteria; Actinobacteria: Gatellales; Gaicllaceae, GaiellaJ4:.J22

OTU1701 0.28 2.57 0.005% 10 Gemmatimonadetes; Gennnarimongdetes; norank_Cemmatimonadetes: novank_Gemmatimonadetes, norank_Gemmeatimornadetas
420-FON+Sugar

OTu1324 (.56 3.67 0.008% 1 Acidebacteria: Acidobacteria: novank Acidobacteria: norank Acidobacterio; norank Acidobacreria

Oruzey2 0.44 3.23 0.006% 1 Acidobacteria; Acidobacieria; norank Acidobacteria: norank Acidobacieric: norank Acidobacterio

0TU3396 0.33 2.54 0.012% 1 Acidobacteria; Acidobecieria; norank_Acidobacieria: norank_Acidobacieria: norank_Acidobacterio

OTUS061 (.40 317 {1.006% 1 Acidobacteria; Acidobectieria; norank_Acidobacieria; norank_Acidobacteria: norank_Acidobacteria

OTI3515 046 260 1.006% 5 Chloraflexi; Anaerolineae; Anaevolineales; Anavrolineaceae; novank_dnoerolinesceas

OTU4T1S 0.62 2.68 0.007% 5 Chloraflexi; Anacrolineae, Anaerolineales! Anaerolineaceae; norank_dnoerolineaceae

OTU6500 0.50 3.23 0.006% 5 Chloraflext: Anaerolineae! Anaerolineales: Anacrolineaceae; novank_Anacrolineaceac

Oruz290 0.42 3.36 0.006% T Lirmicures; Bocilll Bactllales; Paenibacillacede! Paenibaciliug

OTU4835 0.40 2,68 0.011% D Gemmatimonadetes: Gemmarimonodeies; Gemmatimonadales: Gemmatimonadaceae, novank Gemmatimonadaceae

OTUG172 0.41 276 0.006% 9 Gemmatimonadetes: Gemmatimonadetes, Gemmatimonagdales: Gemmatimonadaceae, norank_Gemmatimonadaceae

min: 0.005%
max: 0.015%




Fig. S9 Relative abundance, among-module connectivity (Pi), and within module connectivity (Zi)
of module hubs. The designations CK and Sugar denote the soil with the addition of water and
sugars (i.e., glucose, fructose, sucrose, and maltose), respectively. The designation FON
represents the soil subjected to FON inoculation. The 0, 1d, 3d, 5d, 9d, and 42d indicate that the
samples were collected after O day (i.e., zero time), 1 day, 3 days, 5 days, 9 days, and 42 days of
incubation, respectively. The designations min and max represent minimum and maximum

relative abundance, respectively.
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Fig. S10 Relative abundance of connectors in the networks. The minimum and maximum relative

abundance are indicated in each panel. In panel h, one OTU had a very high relative abundance



(up to 14.9%) and is indicated by the black arrow. The designations CK and Sugar represent the
soil supplied with water and sugars (i.e., glucose, fructose, sucrose, and maltose), respectively.
The designation FON represents the soil with FON inoculation. The 0, 1d, 3d, 5d, 9d, and 42d
indicate that the samples were collected after 0 day (i.e., zero time), 1 day, 3 days, 5 days, 9 days,

and 42 days of microcosm incubation, respectively.



