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Figure S1. Bacterial (a) and fungal (b) community composition at the class. The class with a relative
abundance of < 0.1% in soils were presented in other class”. (** p < 0.01) and (* p < 0.05) indicate significant,
differences between abundances in LBL and BK soils based on Wilcoxon signed-rank.

At the class level of bacterial community, the abundances of Gemmatimonadetes, Sphingobacteriia and
Alphaproteobacteria were significantly higher in LBL than those in BK (Figure Sla). the abundances of
KD4-96 and Spartobacteria were significantly lower in LBL than those in BK (Figure S1a). At the class level of
fungal community, the abundances of Eurotiomycetes and Pezizomycetes were significantly higher in LBL
than those in BK (Figure S1b). the abundances of Leotiomycetes and Sordariomycetes were significantly
lower in LBL than those in BK (Figure S1b).

other

1.0 4 o . 1.0 4
Rhizobiales unclassified u Tremellales
0.9 1 Chthoniobacterales** = Solirubrobacterales* 0.9 A u Cantharellales*
Acidimicrobiales™* Gaiellales** anhare i es
0.8 4 3 . 0.8 - u Thelephorales*
Q Planctomycetales Sphingobacteriales* 8 .
% 0.7 4 o - g 0.7 4 u Pezizales**
E] Blastocatellales m Corynebacteriales g = Avaricales®
£ 0.6 1 = Rhodospirillales Nitrosomonadales** g 06 4 garicales -
] 05 4 - Propionibacteriales ® Xanthomonadales '§ 05 lIIypocreales*
N ®Burkholderiales**  m Frankiales £ o4l = Russulales*
= ’ | ® Micromonosporales** = SC-[-84%* = : = Moru.erellales**
LU - ® Myxococcales m Solibacterales A03 = Eurotiales**
0.2 A u Streptomycetales* ® Gemmatimonadales** 0.2 A Helotiales
01 = Pseudonocardiales = Sphingomonadales* ol Sebacinales
00 m Caulobacterales ® Acidobacteriales 00 u Chaetothyriales**
R ®oth o ssifi i
LBL BK other LBL BK munclassified_k__Fungi
(a) (b)

Figure S2. Bacterial (a) and fungal (b) community composition at the order. The order with a relative
abundance of < 0.1% in soils were presented in other order”. (** p <0.01) and (* p < 0.05) indicate significant,
differences between abundances in LBL and BK soils based on Wilcoxon signed-rank.

At the order level of bacterial community, the abundances of Sphingomonadales, Gemmatimonadales,
Streptomycetales, Micromonosporales, Burkholderiales, Corynebacteriales, Sphingobacteriales and
Solirubrobacterales were significantly higher in LBL than those in BK (Figure S2a). the abundances of
SC-1-84, Nitrosomonadales, Gaiellales, Acidimicrobiales and Chthoniobacterales were significantly lower in
LBL than those in BK (Figure S2a). At the order level of fungal community, the abundances of
Chaetothyriales, Eurotiales, Russulales, Pezizales and Thelephorales were significantly higher in LBL than
those in BK (Figure 52b). the abundances of Mortierellales, Hypocreales, Agaricales, and Cantharellales were
significantly lower in LBL than those in BK (Figure S2b).
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Figure S3. Bacterial (a) and fungal (b) community composition at the family. The family with a relative
abundance of < 0.1% in soils were presented in other family”. (** p <0.01) and (* p < 0.05) indicate significant,
differences between abundances in LBL and BK soils based on Wilcoxon signed-rank.

At the family level of bacterial community, the abundances of Bradyrhizobiaceae, Mycobacteriaceae,
Chitinophagaceae, Micromonosporaceae, Nocardioidaceae, Burkholderiaceae, Gemmatimonadaceae,
Solirubrobacteraceae, Sphingomonadaceae, Streptomycetaceae, Pseudonocardiaceae,
Acidobacteriaceae-Subgroup-1, Rhizobiales-Incertae-Sedis, Acetobacteraceae and Caulobacteraceae were
significantly higher in LBL than those in BK (Figure S3a). the abundances of Xanthobacteraceae,
DA101-soil-group, Nitrosomonadaceae, Xiphinematobacteraceae, Gaiellaceae and
Rhodospirillales-Incertae-Sedis were significantly lower in LBL than those in BK (Figure S3a). At the family
level of fungal community, the abundances of Pseudeurotiaceae, Herpotrichiellaceae, Trichocomaceae,
Russulaceae, Thelephoraceae, Tuberaceae and Vibrisseaceae were significantly in LBL higher than those in
BK (Figure S3b). the abundances of Sebacinaceae, Mortierellaceae, Cortinariaceae, Cordycipitaceae,
Clavulinaceae, Inocybaceae and Hypocreaceae were significantly lower in LBL than those in BK (Figure S3b).
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Figure S4. Bacterial (a) and fungal (b) community composition at the genus. The genus with a relative
abundance of < 0.1% in soils were presented in other genus”. (** p <0.01) and (* p < 0.05) indicate significant,
differences between abundances in LBL and BK soils based on Wilcoxon signed-rank.

At the genus level of bacterial community, the abundances of Bradyrhizobium, Mycobacterium,
Burkholderia-Paraburkholderia, ~ Solirubrobacter, ~Sphingomonas, Streptomyces, Pseudonocardia, —Acidibacter,
Gemmatimonas and Kribbella were significantly higher in LBL than those in BK (Figure S4a). the abundances of
Gaiella was significantly lower in LBL than its in BK (Figure S4a). At the genus level of fungal community, the
abundances of Russula, Penicillium, Cladophialophora, Leptodontidium, Tuber and Tomentella were significantly
higher in LBL than those in BK (Figure S1b). the abundances of Sebacina, Mortierella, Exophiala and Beauveria
were significantly lower in LBL than those in BK (Figure S1b).



