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Figure 5
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Extended Data Fig. 2
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Extended Data Fig. 3
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Extended Data Fig. 4
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Extended Data Fig. 5
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Extended Data Fig. 6
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Extended Data Fig. 7
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Extended Data Fig. 8
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Extended Data Fig. 10
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Extended Data Fig. 11
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67_1A2 Pseudoflavonifractor phocaeensis
67_2G12 Phocaeicola massiliensis

3F3 Coprobacillus cateniformis

3H5 Megasphaera massiliensis

1D3 Parabacteroides goldsteinii
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3G5 Clostridium scindens
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3C1 Clostridium innocuum
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1D6 Ruthenibacterium lactatiformans
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1D4 Parabacteroides merdae
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Paraprevotella clara (**** p = 0.000018)
1B2 Eubacterium callanderi

3G4 Phascolarctobacterium faecium
67_1B6 Oscillibacter ruminantium
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Extended data Fig. 12
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Extended data Fig. 13

a b
Tmprss2 mRNA Ceacam1 mRNA
-1 %
39 10 n.s. ca 100+
B 23
§ o B0 Ry @ E I
a - S =
5<.>§ 10-2 %§ 10-1.
23S 0 =
B E 2 g2 =
3 5 s E
¥ £ o O
Sl T . D xE 2.
R 0
© O & &
Ky oé SO
QO NS L N
\QJ%\\ Sy 0%\}0 OO\O
o &
@ >
) o
Cc
g 3x10%; S
(2}
Q0
Q.
8 2x10%1 I
<
% 1 ergh '
§ 1104 I
E N.D. N.D. N.D. N.D.
s 0 } T } T b — -
Oh 24h Oh 24h  Oh 24h  0Oh 24h
Trypsin: - + - +

Colon organoid MDCK



Extended data Fig. 14
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Extended data Fig. 15
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