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Table S1. General physical and chemical properties for Weihe terrace soil (Soil 0) and

silty loam in loess tableland (Soil 1)

Soil particle Soil chemical composition analysis
Oxidation
Conductivity
composition/%
Name Q (B)/10-2 Reduction
. /us-cm™
Sand  Silt cay SiO: ALOs Fe:0s CaO MgO KO NaO  Potential/ mv
Weihe terrace soil
21.8 69.6 9.6 67.4 10.91 3.05 526 141 2.45 2.08 170 175
(Soil 0)
silty loam in
loess tableland 908 92 626 1121 395 603 161 215 182 174 181

(Soil 1)
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Fig. S1. Rarefaction analyses of samples (a) and Shannon Wiener curves of samples.( rarefaction curves
of OTUs clustered at 97% sequence identity across different soil samples. Soil 0 and soill respectively
represent the Wei he Terrace silty and loam soil silty loam in Loess Tableland. B, G and W: the reclamation
plants of Agropyron cristatum (L.) Gaertn, Cynodondactylon Linn.Pers, and undisturbed plants,
respectively; original TPH 0, 3, 7, and 10: 0 mg/kg (control), 3,000 mg/kg, 7,000 mg/kg, and 10,000 mg/kg,
respectively.)
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Fig. S2. Community structure in all samples at the orders level. (relative abundances (>0.2%) are based

on the proportional frequencies of those DNA sequences that could be classified at the orders level.)
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Fig. S3. Multiple-samples PCA analysis of 24 samples associated with bacterial community and

physicochemical soil.



vipineg
sauejdounay
SOPIOIPIEION
saofwoidy
HIRITEIN

easog
XUI0IRYIIRS
SNXa|J1as0y
eifuemyar1yO
SRUOLIOULIAY |
12EqIUEA
Japeqiuiey
uoaryare

€¢H

wnudeq aeasejjuidsopoyy
ea|eARy]
seuownisndesey
1212uqIpIdY
12198q0A1g

91H

f23k ]
12198qOIGNIT|OS :
eideydsosoniN smepipue)) :
eurdIesolodsiuae g :
snjjoeg :

0S® SEUOWILLID |,
6y ©  seuownyered
Sr@  eAqiukjordor]
L@ seuowoFuydg
9P () WNLAIRGOINN
Sp @riodsouowonty
Hr@  SnadoduRWY
Sr@  dBeaul| pag
TY@®  EpuRuLAyg
e wnueq
0rO e[apIoN
310) 12108qOZIY
8¢@  snpiaeudn)
L@ widuoq
V¢ @ WNIQOIWOPad
CEO® Jajisuy
ey el|oueaiay

H3Y ) 12198q0sA7]
TE@  WNIQOZIOSI

1@ umowyuf
NE@  1aeqorewn||
6@  SNI2020poyy
L@ elwey
Ikd ) BIZIU]

9@ WNIGOINWOIY

8yd
@
gxd
e
e
e
6@
31@
L@
91@
Sy
@
1O
TN
1@
0

60O
By
RO
no.
”w.
”v‘
Hm.
T

v

oy 6€ 8t ¢ of

Fig. S4. Correlation network diagram at the genera level. (circles represent specifical species, and

the size of circles stand for the abundance. the correlation between two species describe as line

weight and color. The wide lines explained the strength of correlation. The color of lines is orange,

which is positive correlation, and green stand for negative correlation. Screening data with a



correlation greater group (>0.1) draw a common expression analysis network diagram at the python

level).



