Supplementary material

PCR amplification of soil bacterial: Each sample was amplified by PCR using a 20 pL reaction with 5 M of
each primer. The PCR system included 5xbufer (4 uL), 2.5 mM dNTPs (2 pL), 5 uM forward and reverse
Primer (0.8 pL), 2.5 U/uL FastPfu Polymerase (0.4 uL), 20 mg/mL BSA (0.2 uL) and Template DNA (10 ng),
adding ddH>O to 20 pL. The PCR reactions were performed by an ABI GeneAmp® PCR System 9700
(Thermo Fisher Scientific) that used the following cycling conditions: initial denaturation step at 95°C for 3
min (1 cycle); 27 cycles at 95°C for 30 s, 55 °C for 30 s, 72°C for 45 s, a final extension step at 72°C for 10
min (1 cycle).

PCR amplification of soil fungi: Each sample was amplified by PCR using a 20 pL reaction with 5 M of each
primer. The PCR system included 10xbufer (2 pL), 2.5 mM dNTPs (2 puL), 5 uM forward and reverse Primer
(0.8 puL), 2.5 U/pL rTaq Polymerase (0.2 pL), 20 mg/mL BSA (0.2 pL) and Template DNA (10 ng), adding
ddH>O to 20 pL. The PCR reactions were performed by an ABI GeneAmp® PCR System 9700 (Thermo
Fisher Scientific) that used the following cycling conditions: initial denaturation step at 95 °C for 3 min (1
cycle); 35 cycles at 95°C for 30 s, 55°C for 30 s, 72°C for 45 s, a final extension step at 72°C for 10 min (1

cycle).



Figure S1. Relative abundances of rhizosphere (A) bacterial and (B) fungal dominant phylum composition
grouped by collecting month. Relative abundances of rhizosphere (C) bacterial and (D) fungal dominant order
composition grouped by cropping year. Relative abundances of rhizosphere (E) bacterial and (F) fungal

dominant order composition grouped by collecting month.

A B

ko) ©

§ 17 | ] [ | ] M Actinobacteriota i) 19 M Ascomycota
— —

g — — [ Proteobacteria g [ Basidiomycota

é‘ 0.8 - M Acidobacteriota ,E 0.8 M Mortierellomycota

g M Chloroflexi g M unclassified_k__Fungi

g | Firmicutes ;3 [l Rozellomycota

g 067 W Gemmatimonadota § 067 W others

E El

8 Bacteroidota 2

E‘ 0.4+ [l Myxococcota E‘ 0.4+

g M Planctomycetota E

£ P £

E 024 Verrucomicrobiota § 024

) [ WPS-2 o

g [ Patescibacteria fé

g 0- S o - Py M others g 0~ S o
7 2 A X < < < </

4 W Micrococcales W norank_c_norank_p_ WPS-2 4 14 W Mortierellales. W Leucosporidiales

% %

- M Acidobacteriales [l 0119 - M Capnodiales

izobiales uenibacillales s others

2 Rhizobial Paenibacillal 2 th

= 4

< 0.84 M Burkholderiales M subgroup 2 < 0.8 - - M Pleosporales

g 1 Gaiellales I Chitinophagales g [} 10 Sordariales

3 W Bacillales 1 norank ¢ TK10 3 . W Helotiales

é 0.6 Gemmatimonadales [l Chthoniobacterales é 0.6 Chactothyriales

g [ Kredonobacterales [l Thermomicrobiales g W Filobasidiales

El El

2 = - [ Frankiales I Micropepsales 2 M Glomerellales

2 04 - - Xanthomonadales [ Pscudomonadales & 04 Thelebolales

g v I norank_c_AD3 Sphingobacteriales g v I unclassified_k_Fungi

E [ Sphingomonadales [ Isospharales. E [ unclassified p_ Ascomycota

S M Solibacterales M succharimonadales S M Pyxidiophorales

= 0.2 [ Bryobacicrales I Propionibacieriales = 0.2 W Eurotiales

E I Elsterales 1 Streptomycetales E 0 Tremellales

S [0 Vicinamibacterales [l norank_c_IG30-KF-CM66. S 10 Agaricales

2 oA [ Solinubrobacterales [ Flavobacteriales 2 oA B Cantharcllales

N v 5 » N v ] b3
4> 4r 42 4l W MCC26256 M others 4> 4”42 4l W unclassified, Apikazzflomymm
I Coryncbacteriales [0 unclassified_p_ Mortierellomycota

2 14 M Micrococeales 0 norank_c_norank_p_ WPS-2 2 1q W Morticrellales 1 Capnodiales
L5 o
- W Acidobacteriales [ C0119 - I Hypoercales W others
2 [ Rhizobiales W Pacnibacillales 5] M Cysoofilobasidiales
O 0.84 —_— — - [l Burkholderiales W Subgroup_2 O 0.84 - [l Pleosporales

5 110 Gaellales M Chitinophagales g . 120 Sordariales

3 M Bacillales I norank_c__TK10 g - W Helotiales

=

_§ 0.6 Gemmatimonadales [l Chthoniobacterales £ 0.6 Chactothyriales

g Ktedonobacteral Th bial Filobasidial

£ Il Keedonobacterales [ Thermomicrobiales W Filobasidiates
2 - - [ Frankiales M Acctobacterales 2 [ Glomerellales
2 044 [ | - Xanthomonadales [ Micropepsales 2 044 Thelebolales

g I norank_¢_ AD3 Pseudomonadales E i I unclassified_k_Fungi

g [ Sphingomonadales [ Isosphacrales & I unclassified_p_ Ascomycota

3 024 M Solibacterales M Sphingobacteriales g 02 I Pyxidiophorales
a5 v [ Bryobucterales W Succharimonadales 5 Y [ Eurotiales

] [ Elsterales W Propionibacteriales =1 ) Tremellales

W o

2 I Vicinamibacterales [l Streptomycetales 2 10 Agaricales
& 0~ N < y [ Solirubrobacterales [ Flavobacteriales A 0 [ Cantharellales

) ¥ Q- Yy W 1MCC26256 M others Q}Q QS Q} (;f' [ unclassified_p_ Rozellomycota

I Coryncbacieriales 0 unclassified_p_ Morticrellomyeota



Figure S2. Beta-diversity analysis of (A) bacterial and (B) fungal community grouped by collecting month

by a non-metric multidimensional scaling plot based on Bray-Curtis distance.
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Table S1 Alpha diversity index statistics of bacterial grouped by cropping year

—Pvalle Y 2 YlusY.3 Y4vsY 1l Y 2vsY3 Y 2vsY 4 Y 3vsY. 4
Estimators
ace >0.1 >0.1 <0.05 >0.1 <0.05 <01
chao >0.1 >0.1 <0.001 >0.1 <0.001 <0.05
shannon >0.1 >0.1 <0.05 >0.1 <0.01 <0.05
simpson >0.1 >0.1 <0.1 >0.1 <0.1 <0.1
sobs >0.1 >0.1 <0.01 >0.1 <0.001 <0.05

Table S2 Alpha diversity index statistics of bacterial grouped by sample month

EStimatorz value B 10vsB 6 B 10vsB 7 B8vsB 10 B 6vsB7 B6vsB8 B 7vsB &
ace >0.1 >0.1 >0.1 >0.1 >0.1 >0.1
chao >0.1 >0.1 >0.1 >0.1 >0.1 >0.1

shannon <0.1 >0.1 <0.05 >0.1 >0.1 >0.1
simpson <0.1 >0.1 <0.1 >0.1 >0.1 >0.1
sobs >0.1 <0.1 >0.1 >0.1 >0.1 <0.05

Table S3 Alpha diversity index statistics of fungal grouped by cropping year

—Pvalle v 2 Y lusY.3 Y4vsY 1l Y 2vsY3 Y 2vsY 4 Y 3vsY. 4
Estimators
ace > 0.1 <0.01 <0.001 >0.1 <0.01 >0.1
chao >0.1 <0.05 <0.001 >0.1 <0.001 <0.01
shannon >0.1 >0.1 <0.001 >0.1 <0.001 <0.001
simpson >0.1 >0.1 <0.05 >0.1 <0.05 <0.01
sobs > 0.1 >0.1 <0.001 >0.1 <0.001 <0.001

Table S4 Alpha diversity index statistics of fungal grouped by sample month

Estimatorz value b 0vsF 6 F 10vsF7 F8vsF 10 F 6vsF7 F 6vsF8 F 7vsF 8§
ace <0.05 >0.1 <0.05 >0.1 >0.1 >0.1
chao <0.05 >0.1 <0.05 >0.1 >0.1 >0.1
shannon >0.1 >0.1 >0.1 >0.1 >0.1 >0.1
simpson >0.1 >0.1 >0.1 >0.1 >0.1 >0.1

sobs <0.05 >0.1 <0.1 >0.1 >0.1 >0.1




