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Supplemental Figure 1: Representative images of decreased colon

lengths and H&E-stained colons of control and DSS treated mice.
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Supplemental Figure 2: All taxa associated with control group based on

LEfSe analysis with plotted Log,, of linear discriminant analysis (LDA)

scores.
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Supplemental Figure 3: All taxa associated with control group based on

LEfSe analysis with plotted Log,, of linear discriminant analysis (LDA)

scores.
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Supplemental Figure 4: Boxplots of relative abundances for various

Roseburia species. (* p < 0.05, * p < 0.01, *** p < 0.001; Welch t-test;

Control n =12; DSS n = 11).
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Supplemental Figure 5. Heatmap of differentially altered mucosal
metabolites between control and DSS treated mice (p < 0.05, g < 0.1,
Welch t-test). Heatmap was scaled from -4 to 4. (Control = 6; DSS n = 7).

+ indicated DSS treatment, - indicates control group.
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Supplemental Figure 6: Correlation plots showing linear regression

models between microbial related metabolites and MPO activity with

significant Spearman correlation coefficients. (* p < 0.05, ** p < 0.01).



GLYCOLY3IS / GLUCOME OGENESIS ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘ l
0 1
e tabolism -
£t
|
i

w-D-Gluroge-1P

Glucose
3139 e
271127163
eD-Glucose, p—mememe——————— "y _ = |
2712|270
5.1515][ 5319
2701 27163  wE-D-Hlucose-£P
p-D-Glucose 2712 |zim] Poniocs
bt 6 1311 ][27.00[ 27008 [27.L00] Db
bt ,f‘}*
(extmeﬂulgr@_' 271- 3-2-1-86|_)

(extmfﬁg’pﬂ 271 {32186 -D-Fractose-16F4
Salicim-6F

Glymerone-P
1211212159
Glymerate-1,3P2

[1219 1275 ]

[12180

Cathon fixation S S ey b
in photosynthetic organdsms Glyrerate 3P

[54211][542.12] [3.1320

|
|
|
_ 41132 |
Oxaloacetate 41149 : - I
e tabolism |
[1271] !
Citrate [T //
oy le 3
iy
2-H X7
ethﬁ-'[hP% 1241

L-Lartate
|

v
Propancate metabolism

4111

3-Acetyl- .
dihyrdrolipoamide-E

Diftdro- _— Lipoamide-
hpagfmmd,e.E Lipoariide £
1213 "
Acdfate 1215] 121 | seotalhye 5 G '

Data on KEGG graph
Rendered by Pathview

Supplemental Figure 7. Pathview rendering of alterations in
glycolysis/gluconeogenesis. Purple indicates an increase in chronic colitis

and yellow indicates a decrease.
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Supplemental Figure 8: Pathview renderings of alterations in pyrimidine
and purine metabolism. Purple indicates an increase in chronic colitis and

yellow indicates a decrease.
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Supplemental Figure 9: Pathview renderings of alterations in alanine
aspartate and glutamate metabolism; histidine metabolism; tryptophan
metabolism; and glycine, serine and threonine metabolism. Purple

indicates an increase in chronic colitis and yellow indicates a decrease.
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