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Figure S1 Physiology (a) and biomass production (b) of microalgae cultivated in wastewater and BG11 media. TO =
Tetradesmus obliqguus grown in wastewater, CS = Chlorella sorokiniana grown in wastewater, TC = Tetradesmus
obliquus + Chlorella sorokiniana grown in wastewater, RW= Raw wastewater, MTO = Tetradesmus obliquus grown
in BG11, MCS = Chlorella sorokiniana grown BG11, MTC = Tetradesmus obliquus + Chlorella sorokiniana grown

in BG11
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FIGURE S2 Heatmap showing the relative abundance (%) of the dominant bacterial genera across different microalgal
treatment and time-periods (days)

Sphingobacteriaceae bacterium -




A Sample
Observe
— s1 — s26 — saz
6000 5000 — s10 — s27 — sa3
— s11 — s28 — saa
— s12 — s20 — sas
— s13 — s3 — sas
24000 ] 1000 4 — s14 — s30 — sa7
— s15 — s31 — sas
@ — sS16 — sS32 — sS49
= — s$17 — s33 — S5
= — s18 — s34 — s50
2000 - 2000 — s19 — s35 — s51
— s2 — s36 — s52
— s20 — s37 — s53
— s21 — s38 — sS54
— s22 — s3° — se
o- o — s23 — sa — s7
. . . . . . . . — s24 — sS40 — ss8
0e+00 1e+06 2e+06 3e+06 4e+06 0e+00 1e+06 2¢+06 3e+06 4e+06 - .
readsNums
B
5000 6000 6000
4000 |
Group
cs
3000 4000 4000 =]
| mes
g MTC
= 20004
ES B mro
NG
1000 20001 2000 =l
TC
TO
o4
-1000 0 o
0e+00 1e+06 2e+06 36+06 4e+06 0e+00 1e+06 2e+06 30+06 4e+06 0e+00 16+06 2¢+06 3e+06 40+06
readsNums
c
©bserve chao Ace
4000
Group
30001 000 4 4000 os
Mcs
2 2000 mMTC
E MTO
1000 2000 2000 Ne
Tc
To
o4
-1000 | o] o
0e+00 1e+06 2e+06 3e+06 4e+06 0e+00 1e+06 2e+06 3e+06 4e+06 0e+00 1e+06 2e+06 3e+06 4e+06
readsNums

Figure S3 Rarefaction curves showing the number of observed taxa and species richness identified in different
samples
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FIGURE S4 Venn diagram showing the number of shared and unique taxa. The composition of microbial taxa, a) across
different treatments b) across different time-periods (days)
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FIGURE S5 Heatmap showing the relative abundance of functional genes. Relative abundance of most abundant KEGG
and COG pathways a) KEGG pathways across different treatments, b) COG pathways across different treatments, c)
KEGG pathways across different time-periods ¢) and d) COG pathways across different time-periods
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Figure S6 Relationships detected by Procrustes analysis between the functional gene abundance and ARG removal
a) Control and b) Treatment. Vegan Procrustes test ‘protest’ with 999 permutations yielded a matrix-matrix correlation
coefficient of 0.75 (protest, p = 0.32) and 0.94 (protest, p =0.039) for Control and Treatment groups, respectively




