Figure legends

Supplementary file 1.
The significant differences of KEGG pathways between naive mice and the untreated intracranial glioma mice
using Welch’s T-test. * P<0.05, ** P<0.01. *** P<0.001.

Supplementary file 2.
Kruskal-Wallis test was used to find the genus with significant difference between groups from TO to T3 in vehicle
group. The result of RQ was showed. TO: day1, T1: day7, T2: day14, T3: day28. * P<0.05, ** P<0.01. *** P<0.001.

Supplementary file 3.
The significant differences of KEGG pathways between TMZ group and vehicle group at T2 using Welch’s T-test.
* P<0.05, ** P<0.01. *** P<0.001.

Supplementary file 4.
The significant differences of KEGG pathways between TMZ group and vehicle group at T3 using Welch’s T-test.
* P<0.05.

Supplementary file 5.
TO: day1, T1: day7, T2: day14, T3: day28. Kruskal-Wallis test was used to find the genus with significant
difference between groups from TO to T3 in TMZ group. The result of RQ was showed. * P<0.05, ** P<0.01.
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Supplementary file 3

Glutathione metabolism
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Mineral absorption
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Supplementary file 5
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