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Table S1. Detection limit of the 16 PAHs test.

Test items NAP ACY ACE FLO PHE ANT FLA PYR
Detection limt(mg/kg) 0.09 0.1 0.1 0.08 0.1 0.1 0.2 0.1

Test items BaA BaP BbF BKF CHR DhA IcP BgP
Detection limt(mg/kg) 0.1 0.1 0.2 0.1 0.1 0.1 0.1 0.1

Abbreviations: NAP-naphthalene; ACY-acenaphthylene; ACE-Acenaphthene; FLO-fluorene; PHE-
phenanthrene; ANT-anthracene; FLA-fluoranthene; PYR-pyrene; BaA-benzo[a]anthracene; BaP-
benzo[a]pyrene; BbF-benzo[b]fluoranthene; BkF-benzo[k]fluoranthene; CHR-chrysene; DhA-
dibenzo[a,h]anthracene; IcP-indeno[1,2,3-cd]pyrene; BgP-benzo[g h,i]perylene.

Table S2. Relative abundance of 64 core species (T: 0-10 cm; M: 10-30 cm; B: 30-100 cm). Based on
the criteria of average relative abundance of >0.1% and occurrence frequency of >80%, the core spe-
cies in the site’s soil were screened.

Relative Abundance/%

species
Day 0-T Day 0-M Day 0-B Day 70-T Day 70-M Day 70-B

Sphingomonas 1.04 2.33 3.12 8.89 13.78 6.73
MND1 2.95 2.50 2.35 2.42 2.89 7.04
Ellin6067 1.11 0.64 0.48 5.81 5.28 3.93
RB41 4.90 3.29 2.17 1.71 0.29 1.79
Nitrospira 0.59 2.37 1.15 0.53 0.91 0.96
Dongia 1.19 1.53 1.73 0.52 0.54 0.92
Haliangium 0.90 1.24 0.52 0.89 0.68 0.84
Steroidobacter 0.82 0.65 0.96 0.52 0.29 1.73
Bryobacter 1.31 0.89 0.42 0.67 1.26 0.40
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Table S3. Results of read-filtering in sequencing data analysis (T: 0-10 cm; M: 10-30 cm; B: 30-100

cm).
Day 0-T Day 0-M Day 0-B Day 70-T Day 70-M Day 70-B
Number of reads 121840 130387 126842 83998 83954 84000
Filtered reads 121481 129997 126396 83809 83782 83802
Unique reads after filtering 106742 98570 115603 77105 67642 74988
Chimeric reads - - - - - -
Unique chimeric reads - - - - - -
Reads in OTUs 55184 54954 56180 42875 42739 42321

Table S4. Alpha biodiversity indicators of microbes at the coking site (T: 0-10 cm; M: 10-30 cm; B:

30-100 cm).
Alpha-biodiversity Day 0-T Day 0-M Day 0-B Day 70-T Day 70-M Day 70-B
chaol 3453.2 3959.3 4001.3 2572.4 2374.7 2660.5
shannon 9.36 9.91 9.82 8.56 8.38 8.95
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Figure S2. Sphingomonas sp. metabolic pathways for the degradation of styrene and atrazine.
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Figure S3. Gel electrophoresis images of the PCR products of DNA from soil samples on Day 0.

Table S5. Concentrations of the PCR products of DNA from soil samples on Day 0.

Sample

Lane Concentration/(ng/uL)

Day 0-T
Day 0-M
Day 0-B

4 30.78
5 28.81
6 21.74
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Figure S4. Gel electrophoresis images of the PCR products of DNA from soil samples on Day 70.

Table S6. Concentrations of the PCR products of DNA from soil samples on Day 70.

Sample Lane Concentration/(ng/uL)
Day 70-T 3 21.78
Day 70-M 4 23.51
Day 70-B 5 22.98




