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FigureASI. Photograps of soil conditioner on pepper. (A;nd C) Plants growling in CK; (B and
D) plants growing in SC3.
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Figure S2. The number of earthworms. (A) The number of earthworms in soil treated with
different amounts of SC. (B) Digital photograph of earthworms in soil with SC3 (400 kg/acre)
treatment (*** p < 0.001).
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Figure S3. The rarefaction curve of samples. (A) 165 rRNA; (B) ITS. Rarefaction curves of OTUs
clustered for a dissimilarity of 3%.
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Figure S4. Beta-diversity analysis showing the relatedness of bacterial communities in different
samples. (A)The principle co-ordinate analysis (PCoA). (B) The heatmap of beta-diversity index. The
number in the square represents the diversity between the two samples. The bigger the number, the more

difference in beta-diversity.
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Figure S5. Beta-diversity analysis showing the relatedness of fungal communities in different
samples. (A)The principle co-ordinate analysis (PCoA). (B) The heatmap of beta-diversity
index. The number in the square represents the diversity between the two samples. The bigger
the number, the more difference in beta-diversity.
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Figure S6. Difference analysis via t-test based on the results of functional annotation. (A)
Functional analyses for bacterial communities via PICRUSt; (B) Functional analyses for fungal
communities via FUNGuild.



Table S1. Sequencing statistic

Sample_name Clean_Reads Base (nt) AvgLen (nt) Q20 GC% Effective%
16S CK1 80123 33149469 413 8159 556 94.12
rRNA
CK2 80346 33453661 416 8202 548 91.73
CK3 92494 38467922 415 8097  55.06 97.16
scal 86348 35728107 413 7689 569 96.71
SC32 90690 37493233 413 7911  57.32 91.08
SC33 80149 33127959 413 788 5722 94.06
ITS1-5F CK1 80130 18795920 234 6791 4445 96.84
CK2 80193 18332893 228 7876 462 96.07
CK3 80215 19170951 238 67.63 4715 97.27
scal 80161 17689391 220 7249 4595 98
SC32 80138 18029856 224 8157  46.62 98.13
SC33 80081 18838169 235 8511 4599 96.25




