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(Donor B:23 y, female)
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(Donor C:25y, female)

[ BAtype [dBA-AAtype [Jother

100%
80%

8

o 70%

©

°

S 60%

3

Q0 T

© 9,

o 50%

2 o

-

o 0% |

[

o
30%
20%
10%
0%

FECAL

BA

ASPARAGINE
METHIONINE
GLYCINE
ALANINE
VALINE
PHENYLALANINE
ARGININE
ASPARTIC ACID
PROLINE
HISTIDINE
ISOLEUCINE
LYSINE
GLUTAMINE
THREONINE
LEUCINE
GLUTAMIC ACID

Otu2 Otul Otu3 ®Otud mOtus Otué Otul67 m Otu7 mOtull  Otuld = Otu8
mOtu24 mOtuS5 Otul0  Otu26 = Otud5 = Otu234 Otu9 Otu110 = Otu119 = Otu20 = Otul42
Otud2 © Otud9 w Otu78 mOtul3d Otu82 = Otul2 wOtu96 mOtu22  other

Figure S1. The population of the OTUs in each plate. Each panel shows the relative abundance of each OTU
observed in each fecal sample (left end) and bacteria colonies recovered from each donor fecal samples treated by
each amino acid. Colonies on the plate were pooled and subjected to the 165 rRNA gene amplicon sequencing. Also,
to capture the microbiome of original fecal samples, total bacterial DNA was subjected to the 165 rRNA gene
amplicon sequencing. OTUs belonging to the BA type are shown in blue, and those belonging to the BA-AA type

are shown in red.

Table S1. Structural information on bile acids used in this study.

Code Name Structure
GCA glycocholic acid N-(3a,7a,12a-trihydroxy-5B-cholan-24-oyl)glycine
GCA]?C glycochenodeoxycholic acid N-(3a,7a-dihydroxy-5p-cholan-24-oyl)glycine
GDCA  glycodeoxycholic acid N-(3a,12a-dihydroxy-5p-cholan-24-oyl)glycine
TCA taurocholic acid 2-[(3a,7a,12ax-trihydroxy-24-oxo-5p-cholan-24-yl)amino]ethanesulfonic acid

TCDCA taurochenodeoxycholic acid  2-[(3a,7a-dihydroxy-24-oxo-53-cholan-24-yl)amino]ethanesulfonic acid




