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Fig caption:
Fig. S1 The qRT-PCR results of microbial biomass with universal primers.

Fig. S2 Alpha diversity index of microbial community

Fig. S3 The heat map of the key microbes in different experiment treatment

Fig. S4 Visualization the differences of sulfur metabolism genes that differed
significantly (p<0.05) by box plot

Fig. S5 Microbial community of remediation experiment on the natural
conditions

Fig. S6 Remediation experiment of tailings on the natural conditions
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. S1 The qRT-PCR results of microbial biomass with universal primers.
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Fig. S2 Alpha diversity index of microbial community
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Fig. S3 The heat map of the key microbes in different experiment treatment



1200~ p=0.014 1200 p=0.014 25000~ p = 1.96e-3 350 p=1.91e-3
300}
1000 @ 1000 20000 |- 8
n o] 14 =
@ c o o 250}
S 800 S 800 5 o
Y o "'6 —
S 600 5 600 = 9
3 < S 10000 £ L5
£ 400 5 400 = =z
3 = = 100}
200 200 aace 5ol
0 0 0 0 ._ﬂ_l_da_..h_
G L TY G L TY G L TY G L TY
k11180 k11181 k00380 k00392
1200~ P =0.013 900, P = 1.45e-3 3500 P 12.1e~3
800 C
1000 3000}
) w 700} ) .
Q o S 2500 G: Glucose group
S 800 S 600 = L
> o i S 5000l : Lactate group
s} s} B o
.. 600 — — .
5 = . T - T: Tryptone group
e} o] o
€ 400 E 300l = Y: Yeast extract group
3 3 > 1000
_— 200
100 500
olEd 1+ o 4 olem o+ o 4
G L TY G L TY G LTY
k00395 k05301 k02439

Fig. S4 Visualization the differences of sulfur metabolism genes that differed
significantly (p<0.05) by box plot
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Fig. S5 Microbial community of remediation experiment on the natural
conditions



Fig. S6 Remediation experiment of tailings on the natural conditions



