Supplemental Figure 8

Control

Ruminococcus_torques
Bifidobacterium_adolescentis
Bacteroides_xylanisolvens
Eubacterium_rectale
Bacteroides_wvulgatus
Bifidobacterium_longum

Bacteroides_uniformis
Blautia_hydrogenotrophica
Dorea_formicigenerans
Ruminococcus_lactaris
Adlercreutzia_equolifaciens
Oscillibacter_sp_KLE_1728
Ruminococcus_gnavus
Coprococcus_comes
Bacteroides_stercoris
Lachnospiraceae_bacterium _5_1_63FAA
Eggerthella_lenta
Clostridium_innocuum
Barnesiella_intestinihominis
Ruminococcus_obeum
Bacteroides_eggerthii
Bacteroides_cellulosilyticus
Alistipes_indistinctus
Anaerostipes_hadrus
Dorea_longicatena
Lachnospiraceae_bacterium_1
Bacteroi

Alistipes_putredinis
Bacteroides_salyersiae
Eubacterium_hallii
Bacteroides_ovatus
Lachnospiraceae_bacterium_7_1_58FAA
Ruminococcus_sp_5_1
Lachnospiraceae_bacterium_1 5
Collinsella_aerofaciens
Eubacterium_sp_3_1_31
Eubacterium_eligens
Parabacteroides_merdae
Erysipelotrichaceae_bacterium 5 2 54FAA
Bifidobacterium_catenulatum
Ruminococcus_callidus
Coprococcus_sp_ART55_1
Clostridium_ramosum
Lachnospiraceae_bacterium, 46FAA
Roseburia_i ivorans
Lachnospiraceae_bacterium_9_1_43BFAA
Lachnospiraceae_bacterium_3_1_57FAA_CT1
Desulfovibrio_desulfuricans
Bilophila_wadsworthia
Bacteroides_dorei
Erysipelotrichaceae bacterium 6 1 45
Parabacteroides_distasonis
Coprococcus_catus

Clo_stridum_symblosum
Gordonibacter_pamelaeae
Clostridium_leptum

!-EE
=
e
=
==
==
=
EE
==
=
=
===
=
==
==

Ir m=ehtoat AL T

0%

50% 100% 0%

Lo
Aot . I 50% 100°,t°\% ‘c%foqi&
nalysis Resolution oS

Y oS

Species-level ....I:I
Strain-level -DD. %o
K

BNy QR
. 8,0 S

S, 09»%% %,
K1 6”%

£

Control
Erysipelotrichaceae_bacterium_21_3
Blautia_producta
Odoribacter_splanchnicus
Ruminococcus_bromii
Roseburia_inte: lis
Clostridium_nexile
Lachnospiraceae_bacterium_ S57FAA
Oscillibacter_sp_KLE_1745
Bacteroides_caccae:
Parasutterella_excrementihominis:
Holdemania_filiformis
Lachnospiraceae_bacterium_2_1_S8FAA
Clostridium_hathewayi
Clostridium _citroniae
Parabacteroides_johnsonii
Lachnospiraceae_bacterium_8 1_S57FAA
Eubacterium_siraeum
Clostridium_asparagiforme:

Clostridiu i
Clostridium_bolteae:
Bifidobacterium_animalis
Clostridium_methylpentosum
Bacteroides_thetaiotaomicron
Pseudoflavonifractor_
Escheri
Burkholderiales_bacterium
Actinomyces_odont
Roseburia_hominis:
Erysipelotrichaceae_bacterium 2 2 44A
Clostridum_bartlettii
Clostridiales_bacterium_1_7_47FAA
Anaerotruncus_colihominis
Streptococcus_australis:
Clostridiaceae_bacterium_JC118
Dialister_invisus-
Streptococcus_infantis:
Ruminococcus_albus
Haemophilus_parainfluenzae:
Subdoligranulum_variabile:
Rothia_mucilaginosa
Alistipes_shahii
Lactococcus_lactis
Eubacterium_ramulus:
Clostridium_clostridioforme:
Bifidobacterium_dentium
Streptococcus_thermophilus:
Veillonella_parvula
Bifidobacterium_bifidum
Streptococcus_sanguinis
Streptococcus_mitis_oralis_pneumoniae:
Streptococcus_gordonii
Streptococcus_parasanguinis:
Solobacterium_moorei
Veillonella_dispar
Veillonella_atypica
Subdoligranulum_sp_4_3_54A2FAA
eptococcus_salivarius:
Clostridium_spiroforme:

g, e

T

-

0% 50% 100% 0% 50%  100%

rx
o

4 ’8‘9
%%,
4

%
2o,

foX

Figure D8. Strain tracking indicates taxonomic and functional patterns of microbial
engraftment during FMT treatment of rCDI patients.

The frequencies of species (dark blue) and strain (light blue) persistence in healthy

individuals and rCDI recipients, and of donor species (dark green) and strain (light green)

engraftment in post-FMT patients, differ

recipient species and strains mostly being

between bacterial species, with retained

classified as oral and/or oxygen-tolerant

species. Newly detected species and strains are shown in dark and light yellow,

respectively.



