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Figure 1. Geolocation of sampling regions. RTBL-, RT1-, RT2-, RT3-, RT4-, RT8-, RT9- represent cropland and reclamation for 1-, 2-, 3-, 4-, 8-, 9-years, respectively.
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Figure 2. Relative abundance of soil bacterial community at the phylum, family levels across the seven treatments. RT1, RT2, RT3, RT4, RT8, RT9 and RTBL represent reclamation for 1-, 2-, 3-, 4-, 8-, 9-years and cropland, respectively.

[image: image8.png]RT3

L g2

L arm

— aRH3

L]

- Y o

e

L ——rm22

L

— RmL3

L rmis

L —<rmL2

—aRTg 3

L anme

RT9_1

———R1E3

L .gm2

L erms

RT3

L—ane

06

L samis

04 02 00




Figure 3. Venn digram showing unique and shared OTUs.
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Figure 4. The similarity between soil bacterial communities of different treatments is confirmed by the cluster and NMDS analysis based on the unweighted UniFrac distances at OTU levels. RT1, RT2, RT3, RT4, RT8, RT9 and RTBL represent reclamation for 1-, 2-, 3-, 4-, 8-, 9-years and cropland, respectively.


Figure 5. Cross analysis of soil bacterial community and soil properties using redundancy analysis. BD- soil bulk density; FC- field capacity; EC- electrical conductivity; SS total dissolved salt; MMAD- median particle size; SOM- soil organic matter; TN, total nitrogen; AP- available phosphorus ; AK- available potassium.
