Table S1. The longitude, latitude and urbanization intensity of the 18 sample
plots. RP1-RP6 represent rural plots, SP1-5P6 represent suburban plots, UP1-
UP6 represent urban plots. R1, R2, R3 and R4 represent the urbanization
intensity at 250 m, 1 km, 2 km and 5 km resolution, respectively.

Plots longitudelatitude R1 ~R2 R3 R4

RP1 Heimi Park 113.005 28.4447 0 0 0.0048 0

RP2 Shiyan Hu Park 113.0802 28.016 0.0992 0 0 0.4336
RP3  Xiangtan Tangwan Village 112.6568 27.8717 0.01920.0352 0 0.0144
RP4 FengShu Ridge 112.8714 27.7983 0.0464 0.0464 0.0064 0.0624
RP5  Zhuzhou Dajin Scenic Spot 113.2528 27.8485 0 0.1424 0 0

RP6 TaoHua Hill 112.8934 28.18050.2048 0 0 0.0912
SP1 The jing port Town 112.7781 28.4606 0.5488 0.096 0.18880.0384
SP2 DaWang Mountain 112.9123 28.0728 0.4528 0.1824 0.09120.0144
SP3 Lion Rock Park 112.7113 28.23790.0032 0 0.05280.0208
SP4 Changsha Garden Ecological Park 113.0392 28.2958 0.056 0.2496 0.0368 0.0032
SP5 Luojia zui 113.1282 27.9022 0.1072 0.57120.2864 0.4704
SP6 The martyr Park 112.9927 28.2095 0.32 0.11360.1536 0.5248
UP1 YangHu Wetland 112.9271 28.1284 0.19520.0144 0.6544 0.6592
UP2  Changsha Botanical Garden  113.0313 28.1065 0.08320.2416 0.3392 0.5664
UP3 Huxiang Park 112.9363 27.8397 0.08 0.54080.92640.2976
Ur4 Juhua Tong Park 112.908 27.8321 0.5952 0.832 0.64640.2976
UP5 Baishi Park 112.8933 27.857 0.6 0.9792 0.832 0.7408
UP6 LiYu Leisure Valley 113.0714 27.8377 0.6576 0.152 0.6624 0.1456

Table S2. The relative abundance of soil bacterial communities at phylum
(top10) and order (top19) ranks (%). RF, SF, UF, RG, SG and UG represent rural
forestland, suburban forestland, urban forestland, rural grassland, suburban
grassland and urban grassland, respectively. Significant differences (p < 0.05)
among treatments are shown with different letters. The differences were tested
using one-way analysis of variance (ANOVA) and followed by post-hoc Tukey
Honestly Significant Difference (HSD) tests for significance.

Forestland Grassland
Taxa
RF SF UF RG SG UG
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