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Supplemental Figure 1. Taxonomic profile showing significant time dependent changes at the
species level within control (A) and PM treated (B) mice, analyzed using STAMP.
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Supplemental Figure 2. Differences in the prevalence of specific functions at the 2nd levels of
functional hierarchy were examined in control mice between days 0 and 45 (A) and PM treated
mice between days 0 and 30 (B) and days 0 and 45 (C) employing STAMP.
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Supplemental Figure 3. Taxa contributing toward the function of fructose and mannose
metabolism at day 45 in control and PM treated mice, analyzed employing the Local Mapper

tool in 1Vikodak.
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Supplemental Figure 4. Taxa contributing toward the function of glycosaminoglycan
degradation at day 45 in control and PM treated mice, analyzed employing the Local Mapper
tool in 1Vikodak.



Control 0 10 0 il 40 50 61 0 Lhl 4] 100

L L L 1 Il 1 1 1
- (11.85) Proteiniborus

- (3.94) Faccalibacterium
Closiridia . I (0.77) Rohinsomiclla
—
- {0.46) Ruminococeus
- (0 Coprocoveus
. (0 Annerostipes
Firmicutes
- Racilli
. . I {0.6) Lactobacillus
hd (0) Turicibacter
Erysipelotrichia
~— . (0) Erysipelothrix
- (" Allobaculum
[ 1]
-0 (2.79) Rikenella
. (1.78) Rikenella
lacteroidia . (1.7) Bacteroides
-—
. 77) Prevotell:
Root I (0,771 Prevotella
- . | (0.33) Odoribacter
. | (.26} Parabacteroides
Betaproteobacteria
. . . (4.27) Sutterella
Proteobacieria
.
Deltaproteobacteria
- - (0} Bilophila
Actinobacteria Thermoleophilia . {0.1) Adlercreutzia
. .
. (1 Parmeggerthella
an m an a0 00
PM (69.42) Bacteroides
3 {10.29) Parabacteroides
Bacteroidetes Bacteroidia
. -— . (5.89) Prevotella
. 10.03) Rikenella
. (0) Odoribacter
Betaprotcobacteria
. - (5.35) Sutterella
Proteahacteria
.
Root Gammaproteobacteria
. . . (0.08) Enterobacter
ik
. (0.45) Proteiniborus
o . (041 Faecalibacterium
Clostridia
-— - {0y Ruminococeus
. {0 Robinsoniella
. () Blautia
Firmicutes
. Erysipelotrichia
- - (1 Allobaculum
Bacilli
. . {0y Lactobacillus

Supplemental Figure 5. Taxa contributing toward the function of fatty acid biosynthesis at day
45 in control and PM treated mice, analyzed using the Local Mapper tool in iVikodak.



