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The experiment

* These are mouse urines

* Germ-free mice were inoculated with fecal organisms from
three breast cancer patients being treated with
chemotherapy

* The drugs used were doxorubicin and docotaxel
* Fecal samples were collected before and 2-4 weeks after therapy

* Mice on the GE diet were fed a special corn oil customized
diet from Teklad/Envigo (TD. 140534-GE 0.25 g/ Kg)

* The control mice were on the same diet, but without
genistein




Upload of data files to XCMS

* We uploaded last Wednesday files C4-C6 and G4-G6.
* Now go to XCMS - logon with your ID/Password
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Submit Date

2021-02-04 08:16:31

Finish Date

The finishad job has the fellowing notas

)2-08 22:16:07

iHeatMap data prep, memory requires limiting to top 1000 features
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Download Results

hash: 18c4c8cd30631464ef18eccbd7100d0e
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After retention time correction

Total lon Chromatograms (corrected)
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Modifying the Results table

* The default is to order by the p-value (smallest at the top)

* Alternatives:
* By featurelDX
* Bym/z
* By retention time
* By peak group
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Note that peak group members
have similar retention times
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m/z Range
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Mouse over to reveal spot parameters

1250

1000

Retention Time vs m/z of 29 features

Click and drag in the plot area to zoom in

m/z:879.291

retention time: 15.49 min
p-val : 0.00069

fold change = 6.635 (UP)
max intensity : 3692

1 matches found.
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Pathway Cloud Plot

Pathways identified as being affected by

genistein

Overlapping All genss

Overlapping  All

Overlapping All

redictive Metabolites stearate biosynthesis

Result
saus lipoate biosynthesis and

Pathway ) . putative . p-values *
t t tabolites®*
genes proteins proteins metabolites’ metabolites

0 14 0 29 2 3 3.3e-3
) 0 2 0 2 2 3 3.3e-3
incorporation
adenosine
ribonucleotides de novo 0 27 0 27 2 3 3.3e-3
biosynthesis
bile acid biosynthesis, 0 24 0 13 2 4 4.36-3

neutral pathway

Note: this analysis was done with the standard parameter file used in TMPL
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Log (p-value)

name: adenosine ribonucleotides de novo biosynthesis
p-value: 0.0033

Avg Metabolite % Overlap: 66.7%

Proteins: 27

Genes: 27

Metabolites: 3

stearate blosynthesis
bile acid biosynthesis, neutral pathway
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Log (p-value)

20%

name: bile acid biosynthesis, neutral pathway
p-value: 0.0043

Avg Metabolite % Overlap: 50.0%

Proteins: 13

Genes: 24

Metabolites: 4

stearate biosynthesis
bile acid biosynthesis, neutral pathway
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