Supplementary Table S1 Diversity indices of soil microbial communities based on 16S rRNA and ITS genus

were analyzed from the lllumina MiSeq sequencing at a 97% sequence similarity.

Classify  Treatments  Coverage (%) No. of OTUs Shannon Simpson Chao 1
Bacteria CK 98.63a 3642+79b 8.8240.06c  0.99#0.00a  4675+167c
B 98.80a 3982+70b 9.1440.03b  0.9940.00a  4995+41ab
(0] 98.85a 4540+162a 9.3940.05a  0.99#0.00a  5558+194a
w 98.94a 4012478b 9.1240.06b  0.9940.00a  4986+260ab
Fungi CK 99.83a 408458a 5.0140.97a  0.88#0.07a 590478a
B 99.93a 218+26b 42140.36a  0.874).03a 286+11b
(0] 99.92a 23149b 3.8740.71a  0.81#0.10a 330+27b
w 99.93a 270430b 45340.02a  0.88#0.0la 35641b
Supplementary Table S2 Relative abundances of dominant bacterial phyla in soil.
CK B ] w
Proteobacteria 41.051+1.202a 37.688+1.794b 35.549+1.266b 36.01140.414b
Planctomycetes 12.44942.739a 14.848+1.930a 15.07040.132a 14.82541.297a
Gemmatimonadetes 12.37640.510ab 12.60640.869a 10.84640.700b 10.94540.387ab
Acidobacteria 9.08240.251b 9.806+1.249ab 10.94940.309a 11.28740.173a
Actinobacteria 10.254+1.599a 8.13940.750a 9.696+0.562a 8.06240.662a
Verrucomicrobia 3.748+2.103a 5.440+2.628a 7.035+2.815a 7.65940.575a
Bacteroidetes 2.45940.06a 3.03140.399a 2.97940.266a 3.10640.458a
Chloroflexi 2.45940.06b 2.98740.104a 2.96040.072a 2.91840.025a
Firmicutes 0.87340.06a 0.51340.113b 0.41340.138b 0.489+40.103b
Patescibacteria 1.84740.474a 1.68140.142a 1.44640.136a 1.25140.184a

CK represents Chinese cabbage continuous cropping, B, O, W represents bean, potato onion and wheat rotation

respectively. Different letters are significantly different (P<0.05, Tukey’s HSD test).

Supplementary Table S3 Relative abundances of dominant fungal phyla in soil.

CK B 6] W
Ascomycota 86.90846.861a 87.41043.971a 88.60444.733a 81.69343.819a
Basidiomycota 4.901+42.396a 2.001+#1.260a 1.31240.501a 3.41240.737a
Mucoromycota 0.63640.350a 0.30440.275a 0.06840).114a 0.24440.284a

CK represents Chinese cabbage continuous cropping, B, O, W represents bean, potato onion and wheat rotation

respectively. Different letters are significantly different (P<0.05, Tukey’s HSD test).



Supplementary Table S4 Relative abundances of dominant bacterial classes in soil.

CK B e} W
Alphaproteobacteria 25.02440.559a  20.380+0.959b 20.17240.692b 20.53440.202b
Gammaproteobacteria 14.19340.793a  14.10240.914a 12.54540.813a 12.60440.151a
Gemmatimonadetes 11.43530.532a  11.52540.810a 9.41240.499b 9.87240.293b
Phycisphaerae 7.68041.344a 8.49040.784a 6.92341.553a 7.76040.999a
Planctomycetacia 4.687H.432a 6.06341.624a 7.95541.536a 6.86740.424a
Actinobacteria 6.197#1.361a  3.21430.375C 5.28340.431ab 3.79640.567hc
Verrucomicrobiae 3.74842.103a  5.44042.628a 7.035%2.814a 7.65940.575a
Subgroup_6 4.37340.198a  4.498+40.609a 4.698+0.048a 4.68340.173a
Bacteroidia 3.16440.207a  2.94340.381a 2.91020.267a 3.01140.442a
Blastocatellia_Subgroup_4  2.76140.286c  3.13040.440bc 3.66740.264ab 4.00640.275a
Deltaproteobacteria 1.82540.188b  3.188#0.131a 2.82140.310a 2.86140.325a
Thermoleophilia 2.69740.135b  3.13040.274a 1.90649.051c 2.430490.086b
Acidimicrobiia 1.17040.130c  1.577#0.116b 2.09740.096a 1.62440.132b
Acidobacteriia 1.10140.127a  1.03140.033a 1.04340.071a 1.206290.056a
Fimbriimonadia 0.44840.220b  0.97140.503ab 0.93140.332ab 1.29640.039%
Saccharimonadia 1.50540.465a  0.76440.168b 0.70640.103b 0.52340.047b
Supplementary Table S5 Relative abundances of dominant fungal classes in soil.
CK B O W
Sordariomycetes  57.796+420.254a 75.98344.189% 73.55149.394a 61.87545.603a
Eurotiomycetes 6.39743.902a 2.588+1.232a 3.01240.943a 3.496+1.320a
Agaricomycetes 4.41142.585a 1.784+1.306a 0.71640.325a 2.77640.651a
Leotiomycetes 9.19846.629a 0.32940.545a 2.159+.153a 3.690+1.520a
Dothideomycetes 5.105+.421a 2.7230.406a 5.676+3.326a 5.959+3.963a

Supplementary Table S6 Mantel test analysis of soil properties and bacterial and fungal structure community

of the preceding crops during harvest.

Bacterial Fungal
r p r p
pH 0.4342 0.012 0.2979 0.035
EC 0.6642 0.001 0.1699 0.150
SOM -0.02778 0.551 -0.1452 0.865
AN 0.4320 0.011 0.07141 0.368
AK 0.5469 0.001 0.3089 0.013
TN 0.007828 0.456 -0.1581 0.767




